
Supplementary data 

Supplementary figures   

Figure S1: Diabetic NZO female mice exhibit a higher fat mass than non-diabetic mice. A: 

Study design. After weaning, animals received a SD. At 5 weeks of age, NZO female mice 

(n=70) were placed on the high-fat diet (HFD). B: Fat mass is significantly increased in diabetes 

prone animals at 8 and 10 weeks. Number of animals of diabetes prone (n=45) and diabetes 

resistant (n=25) mice. Data are presented as mean ± SEM. Differences between the groups 

were calculated by two-way ANOVA with Bonferroni correction. *p<0.05, **p<0.01, ***p<0.001. 

Figure S2: Immunostaining revealed comparable islet cell composition in DR and DP NZO 

female mice. (A) Representative confocal images of pancreatic sections from 10-week-old DR 

(upper panel) and DP (lower panel) mice stained for insulin (gray), glucagon (green), and 

somatostatin (magenta). Scale bars, 50 µm. (B) Beta, alpha and delta cell composition per 

total islet cell number analysed from 8-10 islets per animal (n=3-4). Data are mean ± SEM. 

Statistical analysis was performed using Student’s t-test with Welch’s correction.  

Figure S3: Analysis of the DNA methylome of pancreatic islets of DP and DR NZO mice. (A-

B) No global differences of DNA methylation was observed in islets of DP and DR mice. (C-E) 

Differences in DNA methylation patterns between DP and DR were more frequently, (C) within 

the 5’UTR, (D) the 1st exon and (E) the 1st intron. Distribution of significantly different CpG sites 

(DMC) in relation to genomic (F). 

Figure S4: Gene location of CpG sites associated with incident T2D from conditional logistic 

regression. 
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Human transcriptome (Fadista et al, 2014)

DP -->  5 individual pools, each pool
contains islets from 5 mice

DP --> 5 individual pools, each pool
contains islets from 2-3 mice

DR --> 5 individual pools, each pool
contains islets from 5 mice

DR --> 4 individual pools, each pool
contains islets from 2 mice

one pool correspond to 300 islets; total
number of islets 1500 islets

one pool correspond to 180 islets; total
number of islets 900 islets

Genome-wide analysis DNA methylation Gene expression Gene expression DNA methylation Gene Expression DNA methylation Gene Expression

Timing of sampling
Islets isolated from animals at 10

weeks of age; before T2D-like
develeopment

Islets isolated from animals at 10
weeks of age; before T2D-like

develeopment

Islets isolated from diagnosed T2D and non-T2D controls persons  -->
classified with hb1Ac with cutoff of  6%

Blood cells collected prior T2D
diagnosis with a median of 3.8 years.
Informations according to physicians

Not performed
Islets isolated from diagnosed T2D
and non-T2D controls persons  -->

classified with hb1Ac with cutoff of  6%
Not performed

Platforms WGBS RNA seq RNA seq Array 850K Not performed Array 450K Not performed

Bioinformatic analysis Trimgalore, Bismark, MethPipe, R Trimgalore, Hisat2, Cufflinks, R Not performed / Results extracted from GSE50398 (GSE50244) Meffil v1.1.1, smartSVA v0.1.3, pROC
v1.16.2, clogitL1 v1.5, survival v3.1-11 Not performed Packages Not performed

Interpretation single CpG / DMR Pathways KEGG / Network IPA Single CpG / LASSO Not performed single CpG Not performed

Filter criteria and thresholds

i) at least 4 out 5 samples with read
counts in both groups, ii) average of

read counts per group higher than 20,
and iii) standard deviation per group is

higher than 0 in both groups.

FPKM mean value > 1 in DP or DR
group /No fold change filtering applied
for the overlap  between methylome

and transcriptome data

All transcript passed the welch-t.test were included No Not performed No Not performed

Statistics p-value<0.05; log-likelihood ratio test p-value<0.05; welch-t.test / correction
for multiple testing BH<0.1 p-value<0.05; welch-t.test

Conditional logistic regression,
penalized (LASSO) conditional logistic

regression
Not performed p-value<0.05; welch-t.test / correction

for multiple testing Not performed

Mouse models Human blood (EPIC-Potsdam) Human pancreas (LUND)

 Supplementary Table S1: Method details

Cohort  n= 55 non-T2D and control n= 26 T2D  samples originally from (Nordic islet
transplantation programme, LUND) n= 270 matched case-control pairs n=34 Con/15 T2D



ID Molecules in network Score Focus molecules Top diseases and functions

1 ATP4A, CYP4V2, FFAR2, GLP1R, GLUL, HGFAC, HNF1A, MELTF, PCSK9, PFKFB2, SERPINA7, STK11,
TMED6, TTYH1 7 12 Cancer, Gastrointestinal Disease, Hepatic System Disease

2 ATF4, CD44, CPA2, DNAJC3, FBXL17, HAP1, HSP90AA1, HSPA5, KIAA1324, NR1H2, NR5A2, PDX1,
PIK3R1, SEL1L, SGPP2, SLIT3, SREBF1, TXNIP, UCN3, XBP1 7 14 Carbohydrate Metabolism, Molecular Transport, Small Molecule Biochemistry

3
AKT2, AQP7, ATP2A2, C8orf44-SGK3/SGK3, CD38, CTNNB1, CXCL2, FASN, Gcg, GCGR, GIPR, GJD2,
GLIS3, GLUD1, GNAS, HADH, IFNG, IL33, IL6, Ins1, KRAS, LEPR, MAFB, NKX2-2, PCSK2, PDX1, PRKCD,
RELA, RPS6KB1, SLC2A2, SOCS3, STAT1, STAT3, TNF, VDR

5 17 Cell Death and Survival, Endocrine System Disorders, Gastrointestinal Disease

4
ABCC8, AKT1, Ank2, ATF5, CACNA1C, CAMK2D, CDKN2A, CX3CL1, DIO3, EIF4EBP1, FGFR1, Gcg,
GPR119, IRS2, ITPR1, KRT8, MAFA, MAFB, MNX1, NFE2L1, NKX6-1, P2RY14, PAX6, PDX1, PIK3R1,
RAPGEF3, RBP1, REG1B, SLC2A2, SOD2, SPTBN4, SST, TIMP2, TXNIP, VEGFA

5 17 Metabolic Disease, Digestive System Development and Function, Organ Morphology

5 CAV1, CDKN1A, EGFR, EIF5A, FAM3B, FN1, mir-8, PTTG1, RAI14, RBM4, SPARC, XIAP, XRN2 3 8 Cellular Movement, Cellular Development, Cellular Growth and Proliferation

© 2000-2019 QIAGEN. All rights reserved.

 Supplementary Table S2: List of all signficantly enriched networks derived from RNA sequencing data (related to Fig. 3 ).



Gene symbol Mean.FPKM.DR Mean.FPKM.DP sd.DR sd.DP FC |FC| unadjusted p-
value Gene_ID Transcript_ID Locus Mgi_description

Mbd6 0.332 1.070 0.218 0.439 3.224 3.224 0.0157 ENSMUSG00000025409 ENSMUST00000136169 chr10:127281955-127283668methyl-CpG binding domain protein 6
Kmt2e 0.392 3.055 0.444 1.307 7.793 7.793 0.0079 ENSMUSG00000029004 ENSMUST00000196260 chr5:23485548-23502862 lysine (K)-specific methyltransferase 2E
Mri1 0.435 1.202 0.400 0.308 2.766 2.766 0.0103 ENSMUSG00000004996 ENSMUST00000005122 chr8:84253930-84257247 methylthioribose-1-phosphate isomerase 1

Smarcc2 0.456 1.306 0.206 0.448 2.862 2.862 0.0095 ENSMUSG00000025369 ENSMUST00000218228 chr10:128459247-128490482SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily c, member 2
Kmt5c 0.585 1.636 0.264 0.459 2.796 2.796 0.0038 ENSMUSG00000059851 ENSMUST00000135541 chr7:4740152-4742088 lysine methyltransferase 5C
Trmu 0.788 1.246 0.133 0.353 1.581 1.581 0.0411 ENSMUSG00000022386 ENSMUST00000161784 chr15:85892576-85894476 tRNA 5-methylaminomethyl-2-thiouridylate methyltransferase

Mettl26 0.835 1.316 0.304 0.333 1.575 1.575 0.0447 ENSMUSG00000025731 ENSMUST00000110456 chr17:25875463-25877160 methyltransferase like 26
Mettl2 1.056 0.756 0.166 0.107 -1.398 1.398 0.0117 ENSMUSG00000020691 ENSMUST00000136214 chr11:105126478-105140394methyltransferase like 2
Mbd4 1.128 1.489 0.128 0.217 1.320 1.320 0.0167 ENSMUSG00000030322 ENSMUST00000032469 chr6:115840696-115853371 methyl-CpG binding domain protein 4
Ash2l 1.153 0.721 0.195 0.317 -1.599 1.599 0.0373 ENSMUSG00000031575 ENSMUST00000142358 chr8:25823143-25829360 ASH2 like histone lysine methyltransferase complex subunit
Kmt5a 1.176 0.635 0.390 0.212 -1.852 1.852 0.0335 ENSMUSG00000049327 ENSMUST00000135667 chr5:124450383-124459943 lysine methyltransferase 5A
Chaf1b 1.178 1.953 0.127 0.326 1.658 1.658 0.0039 ENSMUSG00000022945 ENSMUST00000023666 chr16:93883900-93906115 chromatin assembly factor 1, subunit B (p60)
Ss18l2 1.238 0.706 0.240 0.215 -1.754 1.754 0.0062 ENSMUSG00000032526 ENSMUST00000217579 chr9:121710466-121712820 SS18, nBAF chromatin remodeling complex subunit like 2

Smarca2 1.263 3.842 0.434 0.991 3.043 3.043 0.0024 ENSMUSG00000024921 ENSMUST00000207118 chr19:26748398-26776133 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 2
Smarcad1 1.450 2.418 0.501 0.543 1.667 1.667 0.0191 ENSMUSG00000029920 ENSMUST00000204801 chr6:65042582-65056438 SWI/SNF-related, matrix-associated actin-dependent regulator of chromatin, subfamily a, containing DEAD/H box 1

Comt 1.490 2.446 0.373 0.294 1.642 1.642 0.0023 ENSMUSG00000000326 ENSMUST00000115609 chr16:18407345-18426852 catechol-O-methyltransferase
Pemt 1.632 2.340 0.403 0.424 1.434 1.434 0.0269 ENSMUSG00000000301 ENSMUST00000102693 chr11:59970613-60046481 phosphatidylethanolamine N-methyltransferase
Kmt5a 1.715 0.975 0.468 0.417 -1.760 1.760 0.0301 ENSMUSG00000049327 ENSMUST00000138766 chr5:124446703-124457118 lysine methyltransferase 5A
Mbd5 1.821 1.248 0.221 0.269 -1.459 1.459 0.0066 ENSMUSG00000036792 ENSMUST00000122841 chr2:49256560-49316998 methyl-CpG binding domain protein 5
Mbd5 2.009 1.623 0.184 0.135 -1.237 1.237 0.0063 ENSMUSG00000036792 ENSMUST00000112754 chr2:48949522-49316972 methyl-CpG binding domain protein 5
Emg1 2.114 1.399 0.177 0.150 -1.511 1.511 0.0001 ENSMUSG00000004268 ENSMUST00000204334 chr6:124704084-124708413 EMG1 N1-specific pseudouridine methyltransferase
Dimt1 2.267 2.479 0.160 0.085 1.094 1.094 0.0392 ENSMUSG00000021692 ENSMUST00000022203 chr13:106947128-106960224DIM1 dimethyladenosine transferase 1-like (S. cerevisiae)
Ehmt1 2.594 1.322 0.625 0.817 -1.963 1.963 0.0261 ENSMUSG00000036893 ENSMUST00000102938 chr2:24791156-24919591 euchromatic histone methyltransferase 1
Mettl13 2.624 1.962 0.214 0.187 -1.337 1.337 0.0009 ENSMUSG00000026694 ENSMUST00000028017 chr1:162532126-162548551 methyltransferase like 13
Rrp8 2.725 1.913 0.348 0.519 -1.424 1.424 0.0229 ENSMUSG00000030888 ENSMUST00000098148 chr7:105732403-105737385 ribosomal RNA processing 8, methyltransferase, homolog (yeast)
Lcmt2 2.754 2.074 0.355 0.171 -1.328 1.328 0.0090 ENSMUSG00000074890 ENSMUST00000110674 chr2:121137597-121140653 leucine carboxyl methyltransferase 2
Kdm4b 3.066 2.192 0.087 0.625 -1.398 1.398 0.0346 ENSMUSG00000024201 ENSMUST00000141507 chr17:56393919-56402870 lysine (K)-specific demethylase 4B
Ss18l1 3.480 2.674 0.233 0.525 -1.301 1.301 0.0225 ENSMUSG00000039086 ENSMUST00000041126 chr2:180042508-180070201 SS18, nBAF chromatin remodeling complex subunit like 1
Hp1bp3 3.577 2.271 0.935 0.373 -1.575 1.575 0.0319 ENSMUSG00000028759 ENSMUST00000137865 chr4:138216625-138226023 heterochromatin protein 1, binding protein 3
Dnmt1 3.598 4.349 0.298 0.505 1.209 1.209 0.0264 ENSMUSG00000004099 ENSMUST00000004202 chr9:20907208-20952979 DNA methyltransferase (cytosine-5) 1
Mettl8 3.804 3.003 0.560 0.324 -1.267 1.267 0.0303 ENSMUSG00000041975 ENSMUST00000112186 chr2:70964560-71055583 methyltransferase like 8

Trmt61a 4.067 5.831 0.293 1.065 1.434 1.434 0.0184 ENSMUSG00000060950 ENSMUST00000084947 chr12:111678104-111683902tRNA methyltransferase 61A
Kmt2c 4.090 2.965 0.658 0.703 -1.379 1.379 0.0312 ENSMUSG00000038056 ENSMUST00000172556 chr5:25272425-25308550 lysine (K)-specific methyltransferase 2C
Mettl6 4.514 5.341 0.511 0.321 1.183 1.183 0.0190 ENSMUSG00000021891 ENSMUST00000055303 chr14:31478319-31495030 methyltransferase like 6
Rnmt 4.579 6.696 0.721 0.921 1.462 1.462 0.0041 ENSMUSG00000009535 ENSMUST00000025427 chr18:68300399-68321906 RNA (guanine-7-) methyltransferase

Smarca2 4.641 1.365 1.104 1.196 -3.401 3.401 0.0020 ENSMUSG00000024921 ENSMUST00000025862 chr19:26605051-26778321 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 2
Prmt1 4.894 9.588 0.867 0.745 1.959 1.959 0.0000 ENSMUSG00000109324 ENSMUST00000207659 chr7:44976757-44986356 protein arginine N-methyltransferase 1
Mmab 4.997 3.689 0.485 0.700 -1.355 1.355 0.0106 ENSMUSG00000029575 ENSMUST00000031560 chr5:114431033-114444060 methylmalonic aciduria (cobalamin deficiency) cblB type homolog (human)
Pcmt1 5.002 3.398 0.471 0.819 -1.472 1.472 0.0080 ENSMUSG00000019795 ENSMUST00000159977 chr10:7647618-7681130 protein-L-isoaspartate (D-aspartate) O-methyltransferase 1
Pcmtd1 5.002 2.128 0.644 2.056 -2.350 2.350 0.0325 ENSMUSG00000051285 ENSMUST00000182823 chr1:7089165-7172122 protein-L-isoaspartate (D-aspartate) O-methyltransferase domain containing 1
Ehmt2 5.089 3.188 0.919 0.305 -1.596 1.596 0.0075 ENSMUSG00000013787 ENSMUST00000124846 chr17:34906001-34908558 euchromatic histone lysine N-methyltransferase 2
Mettl1 5.217 3.644 0.556 1.241 -1.432 1.432 0.0445 ENSMUSG00000006732 ENSMUST00000135655 chr10:127041956-127044002methyltransferase like 1
Kmt2b 5.244 4.431 0.426 0.526 -1.183 1.183 0.0288 ENSMUSG00000006307 ENSMUST00000006470 chr7:30568857-30588717 lysine (K)-specific methyltransferase 2B
Acin1 5.299 3.925 0.796 0.864 -1.350 1.350 0.0310 ENSMUSG00000022185 ENSMUST00000124271 chr14:54644726-54648578 apoptotic chromatin condensation inducer 1
Mecp2 5.422 3.736 0.881 0.958 -1.451 1.451 0.0201 ENSMUSG00000031393 ENSMUST00000170481 X:74026827-74135363 methyl CpG binding protein 2
Ntmt1 5.481 6.695 0.413 0.984 1.221 1.221 0.0484 ENSMUSG00000026857 ENSMUST00000041830 chr2:30807825-30823033 N-terminal Xaa-Pro-Lys N-methyltransferase 1
Prmt3 6.133 7.380 0.526 0.369 1.203 1.203 0.0032 ENSMUSG00000030505 ENSMUST00000032715 chr7:49778345-49858265 protein arginine N-methyltransferase 3

Smarcd3 6.336 8.257 0.701 1.465 1.303 1.303 0.0399 ENSMUSG00000028949 ENSMUST00000144995 chr5:24590817-24601976 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily d, member 3
Kdm4b 6.566 4.634 0.485 0.888 -1.417 1.417 0.0049 ENSMUSG00000024201 ENSMUST00000025036 chr17:56326073-56402864 lysine (K)-specific demethylase 4B
Cmtr1 6.589 5.202 0.622 0.503 -1.267 1.267 0.0051 ENSMUSG00000024019 ENSMUST00000138939 chr17:29687055-29703359 cap methyltransferase 1
Carm1 7.193 5.498 0.756 0.613 -1.308 1.308 0.0050 ENSMUSG00000032185 ENSMUST00000034703 chr9:21546893-21589467 coactivator-associated arginine methyltransferase 1

Smarcc1 7.727 6.741 0.657 0.375 -1.146 1.146 0.0251 ENSMUSG00000032481 ENSMUST00000088716 chr9:110131979-110240178 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily c, member 1
Smarcd1 8.081 6.475 0.920 0.346 -1.248 1.248 0.0141 ENSMUSG00000023018 ENSMUST00000023759 chr15:99702286-99713995 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily d, member 1

Mbd6 8.984 4.511 0.841 0.652 -1.992 1.992 0.0000 ENSMUSG00000025409 ENSMUST00000026476 chr10:127281955-127288890methyl-CpG binding domain protein 6
Ppme1 9.100 3.270 1.016 2.147 -2.783 2.783 0.0018 ENSMUSG00000030718 ENSMUST00000207622 chr7:100327349-100335278 protein phosphatase methylesterase 1
Trmt2b 9.277 7.226 0.686 0.622 -1.284 1.284 0.0012 ENSMUSG00000067369 ENSMUST00000087541 X:134223094-134276982 TRM2 tRNA methyltransferase 2B
Ash1l 9.428 7.071 0.313 0.909 -1.333 1.333 0.0029 ENSMUSG00000028053 ENSMUST00000090933 chr3:88965811-89079373 ASH1 like histone lysine methyltransferase

Kdm6b 9.987 8.006 0.834 0.647 -1.248 1.248 0.0034 ENSMUSG00000018476 ENSMUST00000094077 chr11:69398507-69413675 KDM1 lysine (K)-specific demethylase 6B
Shmt2 10.115 7.977 1.539 1.214 -1.268 1.268 0.0422 ENSMUSG00000025403 ENSMUST00000026470 chr10:127517138-127522444serine hydroxymethyltransferase 2 (mitochondrial)

Camkmt 10.375 8.362 0.705 1.430 -1.241 1.241 0.0311 ENSMUSG00000071037 ENSMUST00000095188 chr17:85090725-85458139 calmodulin-lysine N-methyltransferase
Kmt2e 10.526 8.454 0.821 0.983 -1.245 1.245 0.0072 ENSMUSG00000029004 ENSMUST00000094962 chr5:23434440-23504235 lysine (K)-specific methyltransferase 2E
Ash2l 10.726 8.094 1.372 0.787 -1.325 1.325 0.0088 ENSMUSG00000031575 ENSMUST00000166078 chr8:25816869-25840082 ASH2 like histone lysine methyltransferase complex subunit
Mbd3 11.340 9.031 1.827 1.039 -1.256 1.256 0.0472 ENSMUSG00000035478 ENSMUST00000092295 chr10:80392538-80399550 methyl-CpG binding domain protein 3
Mbd6 12.344 9.200 1.948 1.091 -1.342 1.342 0.0186 ENSMUSG00000025409 ENSMUST00000119078 chr10:127281955-127289018methyl-CpG binding domain protein 6
Coq5 12.548 11.067 1.040 0.937 -1.134 1.134 0.0458 ENSMUSG00000041733 ENSMUST00000040421 chr5:115279665-115296972 coenzyme Q5 methyltransferase
Kmt5a 12.881 9.474 1.899 1.113 -1.360 1.360 0.0119 ENSMUSG00000049327 ENSMUST00000059580 chr5:124439929-124462308 lysine methyltransferase 5A
Kdm2a 13.544 12.132 0.618 0.826 -1.116 1.116 0.0171 ENSMUSG00000054611 ENSMUST00000075856 chr19:4316169-4397077 lysine (K)-specific demethylase 2A
Acin1 15.270 12.427 0.828 1.595 -1.229 1.229 0.0122 ENSMUSG00000022185 ENSMUST00000147714 chr14:54642161-54686616 apoptotic chromatin condensation inducer 1
Pcmt1 16.055 18.833 0.621 2.248 1.173 1.173 0.0486 ENSMUSG00000019795 ENSMUST00000163085 chr10:7637729-7663261 protein-L-isoaspartate (D-aspartate) O-methyltransferase 1
Mbd2 16.148 4.367 5.830 6.233 -3.698 3.698 0.0150 ENSMUSG00000024513 ENSMUST00000128555 chr18:70617772-70625777 methyl-CpG binding domain protein 2
Chtop 18.201 22.747 2.836 1.485 1.250 1.250 0.0190 ENSMUSG00000001017 ENSMUST00000049937 chr3:90498964-90509498 chromatin target of PRMT1
Kdm2b 18.494 14.086 1.514 3.004 -1.313 1.313 0.0267 ENSMUSG00000029475 ENSMUST00000031435 chr5:122870667-122900355 lysine (K)-specific demethylase 2B
Kdm1a 21.143 17.925 0.826 1.940 -1.180 1.180 0.0168 ENSMUSG00000036940 ENSMUST00000105847 chr4:136550543-136602687 lysine (K)-specific demethylase 1A
Pcmtd2 21.278 17.937 0.985 2.286 -1.186 1.186 0.0271 ENSMUSG00000027589 ENSMUST00000029116 chr2:181837853-181857461 protein-L-isoaspartate (D-aspartate) O-methyltransferase domain containing 2
Smarcc2 24.532 18.730 2.015 2.709 -1.310 1.310 0.0057 ENSMUSG00000025369 ENSMUST00000105235 chr10:128459320-128489356SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily c, member 2
Ehmt2 26.777 21.877 3.621 2.121 -1.224 1.224 0.0375 ENSMUSG00000013787 ENSMUST00000114033 chr17:34898468-34914051 euchromatic histone lysine N-methyltransferase 2
Rbbp7 28.890 34.964 1.837 2.333 1.210 1.210 0.0021 ENSMUSG00000031353 ENSMUST00000033720 X:162760401-162779092 retinoblastoma binding protein 7, chromatin remodeling factor
Hp1bp3 38.449 33.004 2.376 2.568 -1.165 1.165 0.0084 ENSMUSG00000028759 ENSMUST00000030541 chr4:138216626-138243170 heterochromatin protein 1, binding protein 3
Mthfd1 38.968 23.455 2.756 6.967 -1.661 1.661 0.0051 ENSMUSG00000021048 ENSMUST00000021443 chr12:76255297-76319803 methylenetetrahydrofolate dehydrogenase (NADP+ dependent), methenyltetrahydrofolate cyclohydrolase, formyltetrahydrofolate synthase
Mthfd2 40.622 28.398 3.453 6.336 -1.430 1.430 0.0086 ENSMUSG00000005667 ENSMUST00000005810 chr6:83305690-83317606 methylenetetrahydrofolate dehydrogenase (NAD+ dependent), methenyltetrahydrofolate cyclohydrolase

Hnrnpa0 33.424 43.457 3.917 3.616 1.300 1.300 0.0030 ENSMUSG00000007836 ENSMUST00000007980 chr13:58125878-58128556 heterogeneous nuclear ribonucleoprotein A0
Hnrnpa1 8.665 12.735 1.124 2.398 1.470 1.470 0.0151 ENSMUSG00000046434 ENSMUST00000036004 chr15:103240431-103244955heterogeneous nuclear ribonucleoprotein A1
Hnrnpa1 71.932 95.514 6.112 15.487 1.328 1.328 0.0235 ENSMUSG00000046434 ENSMUST00000087351 chr15:103240431-103244955heterogeneous nuclear ribonucleoprotein A1

Hnrnpa2b1 26.231 34.010 3.725 3.183 1.297 1.297 0.0078 ENSMUSG00000004980 ENSMUST00000069949 chr6:51460931-51469894 heterogeneous nuclear ribonucleoprotein A2/B1
Hnrnpa2b1 22.250 34.776 3.406 2.129 1.563 1.563 0.0003 ENSMUSG00000004980 ENSMUST00000090002 chr6:51461123-51469845 heterogeneous nuclear ribonucleoprotein A2/B1
Hnrnpa2b1 3.581 5.887 1.376 1.452 1.644 1.644 0.0328 ENSMUSG00000004980 ENSMUST00000203954 chr6:51461120-51469847 heterogeneous nuclear ribonucleoprotein A2/B1

 Supplementary Table S3: All transcripts encoding epigenetic modifiers and transcription factors with unadjusted p-value<0.05.



Hnrnpa2b1 8.706 4.280 2.911 2.530 -2.034 2.034 0.0339 ENSMUSG00000004980 ENSMUST00000204158 chr6:51461123-51469845 heterogeneous nuclear ribonucleoprotein A2/B1
Hnrnpa3 74.612 86.675 4.722 8.964 1.162 1.162 0.0370 ENSMUSG00000059005 ENSMUST00000111961 chr2:75659279-75666121 heterogeneous nuclear ribonucleoprotein A3
Hnrnpa3 50.122 76.613 5.975 17.498 1.529 1.529 0.0244 ENSMUSG00000059005 ENSMUST00000111964 chr2:75659260-75665839 heterogeneous nuclear ribonucleoprotein A3
Hnrnpab 1.603 2.544 0.320 0.712 1.587 1.587 0.0386 ENSMUSG00000020358 ENSMUST00000101249 chr11:51600868-51606847 heterogeneous nuclear ribonucleoprotein A/B
Hnrnpd 21.487 18.487 1.762 2.216 -1.162 1.162 0.0468 ENSMUSG00000000568 ENSMUST00000112939 chr5:99960997-99978917 heterogeneous nuclear ribonucleoprotein D
Hnrnpdl 3.186 4.539 0.691 1.033 1.425 1.425 0.0451 ENSMUSG00000029328 ENSMUST00000141337 chr5:100034827-100036725 heterogeneous nuclear ribonucleoprotein D-like
Hnrnpdl 4.082 5.825 0.539 0.435 1.427 1.427 0.0006 ENSMUSG00000029328 ENSMUST00000149384 chr5:100035425-100038895 heterogeneous nuclear ribonucleoprotein D-like
Hnrnpk 5.793 4.302 0.942 0.886 -1.347 1.347 0.0328 ENSMUSG00000021546 ENSMUST00000176558 chr13:58397036-58402116 heterogeneous nuclear ribonucleoprotein K
Hnrnpk 7.410 3.077 2.269 3.346 -2.408 2.408 0.0475 ENSMUSG00000021546 ENSMUST00000177019 chr13:58391238-58402464 heterogeneous nuclear ribonucleoprotein K
Hnrnpk 1.583 5.696 1.474 2.537 3.599 3.599 0.0185 ENSMUSG00000021546 ENSMUST00000177051 chr13:58391949-58393868 heterogeneous nuclear ribonucleoprotein K
Hnrnpk 1.915 2.652 0.432 0.535 1.385 1.385 0.0446 ENSMUSG00000021546 ENSMUST00000177497 chr13:58391238-58398055 heterogeneous nuclear ribonucleoprotein K
Hnrnpm 35.816 40.969 2.467 3.089 1.144 1.144 0.0205 ENSMUSG00000059208 ENSMUST00000087582 chr17:33646238-33685388 heterogeneous nuclear ribonucleoprotein M
Hnrnpu 0.336 3.014 0.750 2.160 8.974 8.974 0.0476 ENSMUSG00000039630 ENSMUST00000189450 chr1:178323619-178329407 heterogeneous nuclear ribonucleoprotein U

Hnrnpul1 9.709 7.781 1.214 1.247 -1.248 1.248 0.0382 ENSMUSG00000040725 ENSMUST00000043765 chr7:25721481-25754750 heterogeneous nuclear ribonucleoprotein U-like 1
Aatf 8.713 7.710 0.312 0.675 -1.130 1.130 0.0255 ENSMUSG00000018697 ENSMUST00000018841 chr11:84422854-84513522 apoptosis antagonizing transcription factor

Ahctf1 6.814 5.984 0.503 0.384 -1.139 1.139 0.0203 ENSMUSG00000026491 ENSMUST00000027768 chr1:179744893-179803680 AT hook containing transcription factor 1
Atf2 8.641 5.694 1.329 1.223 -1.517 1.517 0.0066 ENSMUSG00000027104 ENSMUST00000112010 chr2:73816508-73892536 activating transcription factor 2
Atf5 141.013 64.199 19.413 23.223 -2.196 2.196 0.0005 ENSMUSG00000038539 ENSMUST00000047356 chr7:44812255-44816658 activating transcription factor 5
Atf7 6.555 5.931 0.255 0.475 -1.105 1.105 0.0405 ENSMUSG00000099083 ENSMUST00000184616 chr15:102528635-102625450activating transcription factor 7

Bclaf1 13.993 11.279 0.992 0.781 -1.241 1.241 0.0016 ENSMUSG00000037608 ENSMUST00000043881 chr10:20312483-20342499 BCL2-associated transcription factor 1
Bptf 8.611 7.665 0.375 0.235 -1.123 1.123 0.0023 ENSMUSG00000040481 ENSMUST00000057892 chr11:107033080-107131922bromodomain PHD finger transcription factor

Dach1 9.824 5.797 1.319 1.484 -1.695 1.695 0.0020 ENSMUSG00000055639 ENSMUST00000069334 chr14:97786852-98169543 dachshund family transcription factor 1
E2f4 20.753 17.809 1.407 2.053 -1.165 1.165 0.0329 ENSMUSG00000014859 ENSMUST00000015003 chr8:105297662-105305370 E2F transcription factor 4
E2f5 8.968 7.541 0.465 0.656 -1.189 1.189 0.0051 ENSMUSG00000027552 ENSMUST00000029069 chr3:14578640-14606309 E2F transcription factor 5
Gtf2i 8.376 5.581 2.092 1.645 -1.501 1.501 0.0485 ENSMUSG00000060261 ENSMUST00000111261 chr5:134237836-134314746 general transcription factor II I
Gtf2i 18.963 11.903 2.153 4.911 -1.593 1.593 0.0287 ENSMUSG00000060261 ENSMUST00000172904 chr5:134237842-134279865 general transcription factor II I
Gtf2i 15.218 12.215 1.049 1.961 -1.246 1.246 0.0229 ENSMUSG00000060261 ENSMUST00000173341 chr5:134237838-134314720 general transcription factor II I

Gtf2ird1 1.120 0.820 0.118 0.046 -1.365 1.365 0.0028 ENSMUSG00000023079 ENSMUST00000200944 chr5:134357678-134456576 general transcription factor II I repeat domain-containing 1
Gtf3c1 18.108 13.941 0.621 2.636 -1.299 1.299 0.0222 ENSMUSG00000032777 ENSMUST00000055506 chr7:125640953-125707780 general transcription factor III C 1
Gtf3c2 6.139 4.675 0.654 0.680 -1.313 1.313 0.0085 ENSMUSG00000106864 ENSMUST00000202639 chr5:31156520-31180117 general transcription factor IIIC, polypeptide 2, beta
Gtf3c3 6.710 5.957 0.200 0.571 -1.126 1.126 0.0391 ENSMUSG00000041303 ENSMUST00000041638 chr1:54396003-54438971 general transcription factor IIIC, polypeptide 3
Hbp1 2.269 2.033 0.171 0.136 -1.116 1.116 0.0434 ENSMUSG00000002996 ENSMUST00000167458 chr12:31929382-31950223 high mobility group box transcription factor 1
Hsf4 2.154 1.304 0.395 0.484 -1.651 1.651 0.0168 ENSMUSG00000033249 ENSMUST00000036127 chr8:105269800-105275845 heat shock transcription factor 4
Isl1 34.332 25.139 3.718 3.243 -1.366 1.366 0.0033 ENSMUSG00000042258 ENSMUST00000036060 chr13:116298280-116309689ISL1 transcription factor, LIM/homeodomain
Isl1 3.087 2.167 0.380 0.727 -1.425 1.425 0.0459 ENSMUSG00000042258 ENSMUST00000177469 chr13:116306890-116309685ISL1 transcription factor, LIM/homeodomain

Lmx1b 2.320 1.219 0.170 0.279 -1.904 1.904 0.0002 ENSMUSG00000038765 ENSMUST00000041730 chr2:33560964-33640511 LIM homeobox transcription factor 1 beta
Mbtps1 29.369 24.615 1.338 2.334 -1.193 1.193 0.0067 ENSMUSG00000031835 ENSMUST00000081381 chr8:119508155-119558735 membrane-bound transcription factor peptidase, site 1

Mtf1 5.173 4.038 0.207 0.574 -1.281 1.281 0.0088 ENSMUSG00000028890 ENSMUST00000106193 chr4:124802103-124849379 metal response element binding transcription factor 1
Myt1 5.019 3.678 0.795 1.005 -1.364 1.364 0.0490 ENSMUSG00000010505 ENSMUST00000129843 chr2:181797575-181827768 myelin transcription factor 1
Nfx1 9.792 8.607 0.465 0.943 -1.138 1.138 0.0464 ENSMUSG00000028423 ENSMUST00000098143 chr4:40970905-41025993 nuclear transcription factor, X-box binding 1
Nfyb 1.036 0.655 0.167 0.289 -1.582 1.582 0.0408 ENSMUSG00000020248 ENSMUST00000127832 chr10:82752415-82763663 nuclear transcription factor-Y beta

Pou2f1 2.404 2.172 0.125 0.181 -1.107 1.107 0.0494 ENSMUSG00000026565 ENSMUST00000160260 chr1:165865153-166002678 POU domain, class 2, transcription factor 1
Sall1 5.046 3.548 0.369 0.720 -1.422 1.422 0.0061 ENSMUSG00000031665 ENSMUST00000034090 chr8:89027234-89044162 spalt like transcription factor 1
Sall2 3.967 3.450 0.175 0.343 -1.150 1.150 0.0242 ENSMUSG00000049532 ENSMUST00000135523 chr14:52311171-52316323 spalt like transcription factor 2
Sall4 1.859 1.334 0.190 0.298 -1.393 1.393 0.0133 ENSMUSG00000027547 ENSMUST00000029061 chr2:168748331-168767201 spalt like transcription factor 4
Sim1 1.804 1.275 0.258 0.202 -1.416 1.416 0.0075 ENSMUSG00000019913 ENSMUST00000020071 chr10:50895650-50989152 single-minded family bHLH transcription factor 1
Sp4 4.159 3.254 0.449 0.593 -1.278 1.278 0.0281 ENSMUSG00000025323 ENSMUST00000026367 chr12:118234932-118301440trans-acting transcription factor 4

Srebf1 20.831 16.375 1.136 1.610 -1.272 1.272 0.0014 ENSMUSG00000020538 ENSMUST00000020846 chr11:60199088-60220604 sterol regulatory element binding transcription factor 1
Srebf1 5.470 2.571 1.506 0.821 -2.127 2.127 0.0087 ENSMUSG00000020538 ENSMUST00000134660 chr11:60199088-60207188 sterol regulatory element binding transcription factor 1
Srebf1 2.258 0.792 1.095 0.485 -2.849 2.849 0.0370 ENSMUSG00000020538 ENSMUST00000136215 chr11:60206949-60222581 sterol regulatory element binding transcription factor 1
Srebf1 11.881 7.769 0.947 2.418 -1.529 1.529 0.0155 ENSMUSG00000020538 ENSMUST00000144942 chr11:60200462-60210465 sterol regulatory element binding transcription factor 1
Srebf1 1.536 0.791 0.292 0.403 -1.941 1.941 0.0115 ENSMUSG00000020538 ENSMUST00000154925 chr11:60201800-60203857 sterol regulatory element binding transcription factor 1
Tcf12 3.246 1.970 0.685 0.497 -1.648 1.648 0.0112 ENSMUSG00000032228 ENSMUST00000185117 chr9:71844722-72111651 transcription factor 12
Tfe3 1.954 0.651 0.808 0.901 -3.000 3.000 0.0431 ENSMUSG00000000134 ENSMUST00000115677 X:7763958-7775201 transcription factor E3
Ubtf 10.373 6.193 0.978 1.389 -1.675 1.675 0.0008 ENSMUSG00000020923 ENSMUST00000107123 chr11:102306297-102317635upstream binding transcription factor, RNA polymerase I
Ubtf 3.314 0.950 0.801 1.153 -3.490 3.490 0.0068 ENSMUSG00000020923 ENSMUST00000178839 chr11:102304560-102319096upstream binding transcription factor, RNA polymerase I
Usf2 19.930 15.733 2.405 1.839 -1.267 1.267 0.0159 ENSMUSG00000058239 ENSMUST00000058860 chr7:30945247-30956803 upstream transcription factor 2
Usf2 9.657 6.447 1.812 2.156 -1.498 1.498 0.0350 ENSMUSG00000058239 ENSMUST00000171338 chr7:30946579-30956757 upstream transcription factor 2
Yy1 21.428 18.749 1.694 0.625 -1.143 1.143 0.0206 ENSMUSG00000021264 ENSMUST00000021692 chr12:108792972-108816632YY1 transcription factor

Tfdp2 0.044 1.491 0.098 0.335 34.169 34.169 0.0003 ENSMUSG00000032411 ENSMUST00000190709 chr9:96196379-96247087 transcription factor Dp 2
Ubtf 0.179 2.192 0.386 1.362 12.243 12.243 0.0273 ENSMUSG00000020923 ENSMUST00000174302 chr11:102304559-102319096upstream binding transcription factor, RNA polymerase I
Crtc2 0.330 1.105 0.357 0.347 3.349 3.349 0.0084 ENSMUSG00000027936 ENSMUST00000123964 chr3:90254323-90258633 CREB regulated transcription coactivator 2
Tcf19 0.760 2.215 0.507 0.623 2.915 2.915 0.0040 ENSMUSG00000050410 ENSMUST00000159009 chr17:35514653-35516820 transcription factor 19
Maz 1.677 3.619 0.784 1.504 2.158 2.158 0.0427 ENSMUSG00000030678 ENSMUST00000205461 chr7:127022889-127026572 MYC-associated zinc finger protein (purine-binding transcription factor)

Gtf2a2 0.854 1.672 0.418 0.597 1.958 1.958 0.0396 ENSMUSG00000033543 ENSMUST00000119413 chr9:70012570-70022737 general transcription factor II A, 2
E2f2 1.009 1.970 0.126 0.474 1.951 1.951 0.0088 ENSMUSG00000018983 ENSMUST00000061721 chr4:136172393-136196057 E2F transcription factor 2
Elf4 0.714 1.313 0.256 0.353 1.840 1.840 0.0171 ENSMUSG00000031103 ENSMUST00000114958 X:48411045-48454169 E74-like factor 4 (ets domain transcription factor)

Tada1 1.920 3.447 0.823 0.579 1.795 1.795 0.0112 ENSMUSG00000026563 ENSMUST00000138148 chr1:166379316-166388928 transcriptional adaptor 1
Phtf1 2.291 3.964 0.701 0.970 1.730 1.730 0.0159 ENSMUSG00000058388 ENSMUST00000063717 chr3:103968257-104007488 putative homeodomain transcription factor 1

Tceal5 0.791 1.310 0.218 0.347 1.655 1.655 0.0264 ENSMUSG00000054034 ENSMUST00000066819 X:136200947-136203876 transcription elongation factor A (SII)-like 5
Tcf15 0.708 1.136 0.198 0.308 1.604 1.604 0.0357 ENSMUSG00000068079 ENSMUST00000089112 chr2:152143560-152149097 transcription factor 15
Stat2 0.737 1.152 0.088 0.185 1.564 1.564 0.0044 ENSMUSG00000040033 ENSMUST00000218863 chr10:128270558-128277410signal transducer and activator of transcription 2
E2f1 2.768 4.049 0.788 0.860 1.463 1.463 0.0398 ENSMUSG00000027490 ENSMUST00000103145 chr2:154559406-154569892 E2F transcription factor 1

Usf2-ps1 6.156 8.987 1.806 1.870 1.460 1.460 0.0409 ENSMUSG00000108352 ENSMUST00000206657 chr7:30926667-30927147 upstream transcription factor 2, pseudogene 1
Sp3os 4.131 5.748 0.779 0.548 1.391 1.391 0.0064 ENSMUSG00000063714 ENSMUST00000123087 chr2:72979423-72988677 trans-acting transcription factor 3, opposite strand
Lztfl1 4.864 6.652 1.038 0.924 1.367 1.367 0.0209 ENSMUSG00000025245 ENSMUST00000163207 chr9:123707908-123717553 leucine zipper transcription factor-like 1
Lztr1 2.764 3.733 0.437 0.757 1.350 1.350 0.0454 ENSMUSG00000022761 ENSMUST00000127649 chr16:17518065-17520528 leucine-zipper-like transcriptional regulator, 1
Rbl1 1.701 2.241 0.240 0.276 1.317 1.317 0.0111 ENSMUSG00000027641 ENSMUST00000029170 chr2:157145892-157204512 RB transcriptional corepressor like 1
Eny2 12.714 16.550 0.336 1.487 1.302 1.302 0.0037 ENSMUSG00000022338 ENSMUST00000060652 chr15:44428110-44437685 ENY2 transcription and export complex 2 subunit
Phtf2 1.586 2.008 0.235 0.293 1.266 1.266 0.0375 ENSMUSG00000039987 ENSMUST00000118174 chr5:20758662-20882124 putative homeodomain transcription factor 2
Mterf4 3.948 4.882 0.554 0.298 1.237 1.237 0.0155 ENSMUSG00000026273 ENSMUST00000027492 chr1:93301204-93305915 mitochondrial transcription termination factor 4
Gtf2b 25.186 30.808 1.807 3.664 1.223 1.223 0.0225 ENSMUSG00000028271 ENSMUST00000029938 chr3:142765044-142783606 general transcription factor IIB
Gtf2h5 17.980 21.465 2.197 2.513 1.194 1.194 0.0484 ENSMUSG00000034345 ENSMUST00000100955 chr17:6079929-6085132 general transcription factor IIH, polypeptide 5
Crebzf 11.582 13.816 1.396 1.543 1.193 1.193 0.0434 ENSMUSG00000051451 ENSMUST00000061767 chr7:90442728-90446104 CREB/ATF bZIP transcription factor
Pbxip1 16.082 19.111 0.362 1.428 1.188 1.188 0.0075 ENSMUSG00000042613 ENSMUST00000038942 chr3:89436705-89450952 pre B cell leukemia transcription factor interacting protein 1
Gtf2h5 8.955 10.600 0.983 0.439 1.184 1.184 0.0161 ENSMUSG00000034345 ENSMUST00000039487 chr17:6079785-6086517 general transcription factor IIH, polypeptide 5
Tceal8 67.942 79.382 6.228 7.132 1.168 1.168 0.0275 ENSMUSG00000051579 ENSMUST00000060101 X:136170080-136172342 transcription elongation factor A (SII)-like 8
Gtf2f1 17.056 19.655 1.122 1.758 1.152 1.152 0.0279 ENSMUSG00000002658 ENSMUST00000002733 chr17:57003404-57011288 general transcription factor IIF, polypeptide 1
Nfyb 8.026 9.137 0.636 0.528 1.138 1.138 0.0176 ENSMUSG00000020248 ENSMUST00000130911 chr10:82748700-82764144 nuclear transcription factor-Y beta



Category Term Genes Number of genes Fold Enrichment unadjusted p-value
KEGG_PATHWAY Metabolic pathways TUSC3, GNPDA1, PTGS2, GNPDA2, HMGCR, EHHADH, DTYMK, NDUFAB1, ITPKB, COX5B, HIBADH, FAHD1, UQCR10, UQCR11, SCLY, HADH, BPNT1, DCTPP1, NMNAT2, CRLS1, CMAS, TAT, GLCE, NME4, GNS, PYCR1, NME5, PLCE1, NME2, NME1, ABAT, FLAD1, MDH1, NMNAT1, ACADSB, AHCY, TALDO1, GNE, ATP6V1B2, ACAT1, HADHA, TK2, ATP6V0B, ATP6V0C, POLE3, GALC, PEMT, B4GALT6, GCNT1, AK1, GUSB, ACACA, MMAB, IDH3A, GLS, COX6A1, AHCYL2, ALG12, UQCRC2, SGSH, ACOX1, NDST2, HEXA, SYNJ1, PIP5K1C, PIP5K1A, CHPF2, UQCRQ, ASAH1, CDS2, NDUFS6, CRYL1, PLCB4, MCCC1, AGPAT3, COX17, NDUFB10, POLR1D, PIGV, NDUFC2, PI4KA, ATP6V1H, PIGT, PIGS, POLR1C, GRHPR, NDUFC1, ATP6V1D, ATP6V1A, PANK2, ALDH7A1, UQCRH, RRM2, RRM1, CHSY1, H2-KE6, INPP4A, ALDH9A1, REV3L, CYP2U1, POLR2G, POLR2F, PGS1, NDUFB6, POLR2E, NDUFB7, POLR2L, DCK, ADH5, NFS1, AASS, COMT, POLR2D, NDUFB2, POLR2A, MTMR3, CBR1, STT3A, INPP5K, DGKE, GGPS1, MAN1A, FASN, PAPSS1, ACSL6, HPGDS, GBA, GALNT14, NDUFA4, NDUFA2, SHMT2, GMDS, B3GALT2, ACLY, POLR3A, SDHC, ATP6V1E1, SDHD, ATP6V0A1, UCKL1, DPM3, HIBCH, SCP2143 1.6 5.10E-09
KEGG_PATHWAY Huntington's disease UQCRC2, POLR2G, POLR2F, DNAH9, NDUFB6, POLR2E, CLTB, POLR2L, NDUFB7, NDUFAB1, POLR2D, COX5B, UQCRQ, POLR2A, NDUFB2, NDUFS6, UQCR10, UQCR11, PLCB4, SIN3A, HAP1, AP2M1, NDUFA4, NDUFA2, NDUFB10, CREB3, HTT, NDUFC2, NDUFC1, SOD1, DNAIC1, VDAC2, ITPR1, PPIF, UQCRH, SDHC, BAX, SDHD,39 2.7 1.40E-08
KEGG_PATHWAY Pyrimidine metabolism POLR2G, POLR2F, POLR2E, POLR2L, POLR1D, DTYMK, DCK, POLR3A, POLR1C, POLR2D, POLR3E, TK2, CANT1, POLR2A, NME4, NME5, NME2, POLE3, NME1, RRM2, RRM1, UCKL1, DCTPP123 3.2 1.50E-06
KEGG_PATHWAY Oxidative phosphorylation UQCRC2, NDUFB6, NDUFB7, NDUFAB1, ATP6V1B2, COX5B, UQCRQ, ATP6V0B, NDUFB2, ATP6V0C, NDUFS6, UQCR10, UQCR11, COX17, NDUFA4, NDUFA2, NDUFB10, NDUFC2, ATP6V1H, NDUFC1, ATP6V1D, ATP6V1A, UQCRH, SDHC, ATP6V1E1, SDHD, ATP6V0A1, COX6A128 2.8 1.40E-06
KEGG_PATHWAY Ribosome RPL18, MRPS14, MRPS12, RPL15, RPL35, RPLP2, RPL38, MRPL20, MRPL10, MRPL12, MRPL15, RPLP1, MRPL36, RPL12, RPL10A, RPS21, RPS9, MRPS5, MRPS7, MRPS2, RPL28, RPL29, RPS19, MRPS18C, MRPL21, MRPL28, RPS16, RPL37A28 2.7 3.30E-06
KEGG_PATHWAY Lysosome SGSH, GNPTG, CLTB, HEXA, GUSB, ATP6V1H, CTSA, AP4M1, AP4S1, M6PR, ASAH1, ATP6V0B, SLC11A2, ATP6V0C, GNS, AP1S1, AP3M1, SUMF1, GALC, SORT1, ATP6V0A1, NEU1, SCARB2, GGA2, GBA25 2.9 4.30E-06
KEGG_PATHWAY RNA polymerase POLR2G, POLR2F, POLR2E, POLR2L, POLR1D, POLR1C, POLR3A, POLR2D, POLR3E, POLR2A10 4.7 1.70E-04
KEGG_PATHWAY Non-alcoholic fatty liver disease (NAFLD) UQCRC2, NDUFB6, NDUFB7, PRKAG1, NDUFAB1, COX5B, UQCRQ, NDUFB2, NDUFS6, UQCR10, UQCR11, PRKAA1, NDUFA4, NDUFA2, NDUFB10, SOCS3, NDUFC2, NDUFC1, UQCRH, MLX, BAX, SDHC, SDHD, MAPK9, COX6A125 2.2 3.00E-04
KEGG_PATHWAY Purine metabolism POLR2G, POLR2F, POLR2E, GMPR2, POLR2L, DCK, POLR2D, POLR2A, CANT1, PDE1B, NUDT9, POLE3, PDE8A, PAPSS1, POLR1D, AK1, POLR1C, POLR3A, POLR3E, NME4, NME5, NME2, NME1, RRM2, RRM1, PDE5A26 2 9.00E-04
KEGG_PATHWAY Alzheimer's disease UQCRC2, NDUFB6, NDUFB7, NDUFAB1, COX5B, UQCRQ, NDUFB2, NDUFS6, UQCR10, PLCB4, UQCR11, PPP3CB, NDUFA4, NDUFA2, NDUFB10, NDUFC2, FADD, BAD, NDUFC1, ITPR1, UQCRH, SDHC, BACE1, SDHD, COX6A1, CACNA1C26 2.1 7.60E-04
KEGG_PATHWAY Parkinson's disease UQCRC2, NDUFA4, NDUFA2, NDUFB10, NDUFB6, NDUFB7, GNAI1, NDUFAB1, NDUFC2, NDUFC1, VDAC2, COX5B, UQCRQ, NDUFB2, PPIF, NDUFS6, UQCR10, UQCR11, HTRA2, UQCRH, SDHC, SDHD, COX6A123 2.2 8.50E-04
KEGG_PATHWAY Synaptic vesicle cycle ATP6V0C, ATP6V1A, CLTB, ATP6V1E1, STXBP1, ATP6V1H, ATP6V0A1, ATP6V1B2, ATP6V1D, CACNA1A, ATP6V0B, CACNA1B, AP2M113 2.9 1.30E-03
KEGG_PATHWAY Cell cycle CDK1, ANAPC2, E2F2, FZR1, RBL2, CDC23, CHEK1, CDC20, CDC25A, MCM5, CCNB1, CDKN1A, MAD2L1, RAD21, CCNB2, CCND2, PLK1, CCNA2, GADD45A, ORC320 2.3 1.20E-03
KEGG_PATHWAY Valine, leucine and isoleucine degradation ALDH7A1, ACADSB, EHHADH, OXCT1, MCCC1, ABAT, HIBCH, HADH, ACAT1, ALDH9A1, HADHA, HIBADH12 3 1.50E-03
KEGG_PATHWAY Phosphatidylinositol signaling system SYNJ1, PI4KA, PIP5K1C, PPIP5K1, ITPKB, PIP5K1A, ITPR1, CDS2, MTMR3, PLCE1, PLCB4, INPP5K, DGKE, PIKFYVE, INPP4A, PIP4K2C16 2.3 3.50E-03
KEGG_PATHWAY Oxytocin signaling pathway ACTB, MYL6, HRAS, GNAO1, CAMK1G, PTGS2, ROCK2, GNAI1, PRKAG1, ITPR1, CAMKK2, ACTG1, CDKN1A, PLCB4, PPP1R12A, PPP3CB, CAMK1, GNAS, PRKAA1, CACNA1C, MYLK21 2 4.90E-03
KEGG_PATHWAY Fatty acid degradation ACOX1, ALDH7A1, ACADSB, EHHADH, ADH5, HADH, ACAT1, ALDH9A1, HADHA, ACSL610 2.8 7.10E-03
KEGG_PATHWAY Collecting duct acid secretion AOX1, ACADSB, SCD2, EHHADH, ACACA, FASN, HADH, ACAT1, HADHA, ACSL67 3.6 1.10E-02
KEGG_PATHWAY Inositol phosphate metabolism MTMR3, PLCE1, PLCB4, INPP5K, SYNJ1, PIKFYVE, PI4KA, PIP5K1C, ITPKB, INPP4A, PIP5K1A, PIP4K2C12 2.4 1.00E-02
KEGG_PATHWAY Vasopressin-regulated water reabsorption DYNC1I1, ARHGDIG, CREB3, DYNC2H1, GNAS, DCTN5, DCTN6, DYNC1I2, ARHGDIA9 2.9 1.00E-02
KEGG_PATHWAY Regulation of actin cytoskeleton ACTB, HRAS, VAV3, ROCK2, WASF1, SSH2, ITGA1, ITGB5, PIP5K1C, PIP5K1A, ITGA4, ARHGEF12, IQGAP1, NCKAP1, ACTG1, ARPC1B, PFN1, GSN, PIKFYVE, SOS2, PPP1R12A, PAK1, PIP4K2C, MYLK, APC, FN126 1.7 9.40E-03
KEGG_PATHWAY Biosynthesis of antibiotics TALDO1, HMGCR, EHHADH, ADH5, AASS, ACAT1, HADHA, GGPS1, PAPSS1, HADH, BPNT1, SHMT2, AK1, ACLY, TAT, IDH3A, NME4, PYCR1, NME5, ALDH7A1, NME2, NME1, SDHC, SDHD, ALDH9A1, MDH126 1.7 9.90E-03
KEGG_PATHWAY Fatty acid metabolism COX1, ACADSB, SCD2, EHHADH, ACACA, FASN, HADH, ACAT1, HADHA, ACSL610 2.7 9.30E-03
KEGG_PATHWAY Protein export SRP14, IMMP2L, SEC61B, SRP54A, SEC11A, SPCS2, SEC61G7 3.4 1.50E-02
KEGG_PATHWAY Cytosolic DNA-sensing pathway POLR2F, POLR2E, POLR2L, POLR1D, RIPK1, IRF3, POLR1C, POLR3A, IL33, POLR3E, CHUK11 2.4 1.50E-02
KEGG_PATHWAY Dopaminergic synapse GNAO1, CREB3, KIF5A, GNAI1, GNG11, ARNTL, COMT, ITPR1, ATF2, PLCB4, GNB2, PPP3CB, MAPK9, GNAS, GNG2, CACNA1C, CACNA1A, CACNA1B18 1.9 1.50E-02
KEGG_PATHWAY Protein processing in endoplasmic reticulum RAD23B, SEC24B, SEC31A, TUSC3, RRBP1, RAD23A, CKAP4, DERL3, OS9, HSPBP1, SEC61B, EIF2AK1, STT3A, BAX, HSPA4L, MAN1A, MAPK9, SAR1B, MBTPS1, UBE2E2, SEC61G21 1.7 1.60E-02
KEGG_PATHWAY Progesterone-mediated oocyte maturation ANAPC2, CDK1, FZR1, GNAI1, CDC23, CPEB1, CDC25A, CCNB1, CCNB2, MAD2L1, PLK1, MAPK9, CCNA213 2.1 2.00E-02
KEGG_PATHWAY p53 signaling pathway CCNB1, CDK1, CDKN1A, CCNB2, CCND2, BAX, RRM2, CHEK1, SESN2, GADD45A, SESN311 2.3 2.00E-02
KEGG_PATHWAY Phagosome DYNC1I1, ACTB, ITGB5, ATP6V1H, ATP6V1B2, ATP6V1D, M6PR, ATP6V0B, ACTG1, ATP6V0C, ATP6V1A, SEC61B, ATP6V1E1, PIKFYVE, DYNC2H1, TUBB6, ATP6V0A1, SCARB1, THBS2, DYNC1I2, SEC61G21 1.7 2.00E-02
KEGG_PATHWAY Lysine degradation ALDH7A1, PLOD3, EHHADH, ASH1L, AASS, HADH, ACAT1, ALDH9A1, HADHA9 2.4 3.00E-02
KEGG_PATHWAY Other glycan degradation MAN2B2, HEXA, NEU1, FUCA1, GBA 5 3.9 3.50E-02
KEGG_PATHWAY Insulin secretion KCNMA1, GCG, PLCB4, CREB3, SLC2A2, GNAS, RAPGEF4, CACNA1C, PCLO, ABCC8, GLP1R, ATF212 1.9 4.20E-02
KEGG_PATHWAY Propanoate metabolism EHHADH, ACACA, ABAT, HIBCH, ACAT1, HADHA 6 3.1 4.00E-02
KEGG_PATHWAY Butanoate metabolism EHHADH, OXCT1, ABAT, HADH, ACAT1, HADHA 6 3.1 4.00E-02
KEGG_PATHWAY Insulin signaling pathway HRAS, SOCS2, SOCS3, PRKAG1, FLOT1, ACACA, MKNK1, RPS6KB2, BAD, EIF4E, TSC1, SOS2, FASN, MAPK9, SHC1, PRKAA1, EIF4E217 1.7 4.10E-02
KEGG_PATHWAY Focal adhesion ACTB, HRAS, VAV3, TNXB, ROCK2, MET, ITGA1, ITGB5, BAD, ITGA4, ACTG1, VEGFB, CCND2, RASGRF1, SOS2, PPP1R12A, RAP1A, MAPK9, SHC1, PAK1, THBS2, MYLK, FN123 1.6 3.90E-02
KEGG_PATHWAY GABAergic synapse GPHN, GNAO1, GNB2, GNAI1, GLS, ABAT, GNG2, GNG11, CACNA1C, HAP1, CACNA1A, CACNA1B12 1.9 4.50E-02

 Supplementary Table S4: Pathway enrichment analysis of 1374 genes displayed differential expression in islets of both DP animals and in diabetic subjects  ( see Figure 3). Both
datasets were obtained from RNA sequencing, unadjusted p-value<0.05.



Chromosome Position unadjusted p-
value

p-value
Neighbors Beta.DR Methylation. DR in % Beta.DP Methylation. DP in % sd.bDR sd.DR in % SEM.DR in % sd.bDP sd.DP in % SEM.DP in % delta_meth Delta methylation in % DMRs.annotations Human conservation CpG localization Exact genic localization Gene symbol

chr1 3,968,495 4.94E-02 4.94E-02 0.520 52.000 0.778 77.778 0.285 28.465 5.693 0.095 9.539 1.908 0.258 25.778 1_1 -- Open Sea Intergenic
chr1 3,969,244 3.05E-02 7.79E-02 0.650 64.964 0.788 78.846 0.117 11.659 2.332 0.072 7.244 1.449 0.139 13.883 1_1 -- Open Sea Intergenic
chr1 4,293,808 1.21E-02 5.07E-05 0.583 58.333 0.841 84.091 0.279 27.873 5.575 0.149 14.907 2.981 0.258 25.758 2_1 -- Open Sea Intergenic
chr1 4,293,820 1.27E-03 5.07E-05 0.541 54.054 0.881 88.095 0.279 27.867 5.573 0.077 7.724 1.545 0.340 34.041 2_1 -- Open Sea Intergenic
chr1 5,337,125 4.17E-02 8.23E-02 0.610 60.976 0.816 81.579 0.198 19.754 3.951 0.163 16.328 3.266 0.206 20.603 3_1 -- Open Sea Intergenic
chr1 5,337,214 3.60E-02 6.53E-03 0.658 65.789 0.854 85.417 0.126 12.638 2.528 0.147 14.704 2.941 0.196 19.627 3_1 -- Open Sea Intergenic
chr1 6,305,013 2.47E-03 3.08E-04 0.226 22.642 0.541 54.098 0.144 14.398 2.880 0.169 16.860 3.372 0.315 31.457 4_1 -- Open Sea Intergenic
chr1 6,305,029 1.47E-02 3.08E-04 0.211 21.053 0.413 41.333 0.138 13.788 2.758 0.195 19.542 3.908 0.203 20.281 4_1 -- Open Sea Intergenic
chr1 7,447,774 1.85E-02 1.85E-02 0.879 87.879 0.641 64.103 0.103 10.286 2.057 0.224 22.400 4.480 -0.238 -23.776 5_1 -- Open Sea Intergenic
chr1 7,447,986 4.93E-02 5.68E-02 0.479 47.917 0.662 66.176 0.245 24.466 4.893 0.075 7.509 1.502 0.183 18.260 5_1 AC Open Sea Intergenic
chr1 11,527,033 3.71E-02 2.14E-03 0.250 25.000 0.542 54.167 0.182 18.197 3.639 0.172 17.202 3.440 0.292 29.167 6_1 -- Open Sea Intergenic
chr1 11,527,089 1.05E-02 1.22E-03 0.786 78.571 0.469 46.875 0.123 12.338 2.468 0.141 14.063 2.813 -0.317 -31.696 6_1 -- Open Sea Intergenic
chr1 16,946,337 3.64E-02 3.12E-03 0.242 24.242 0.537 53.704 0.194 19.415 3.883 0.206 20.641 4.128 0.295 29.461 7_1 -- Open Sea Intergenic
chr1 16,946,380 2.31E-02 2.09E-03 0.167 16.667 0.444 44.444 0.124 12.400 2.480 0.171 17.050 3.410 0.278 27.778 7_1 Check manually Open Sea Intergenic
chr1 17,689,388 1.13E-02 7.42E-04 0.195 19.512 0.486 48.649 0.106 10.575 2.115 0.256 25.550 5.110 0.291 29.136 8_1 -- Open Sea Intergenic
chr1 17,689,492 1.25E-02 7.42E-04 0.302 30.189 0.552 55.224 0.203 20.338 4.068 0.100 9.954 1.991 0.250 25.035 8_1 -- Open Sea Intergenic
chr1 18,962,705 2.42E-02 1.23E-03 0.297 29.730 0.621 62.069 0.173 17.295 3.459 0.319 31.918 6.384 0.323 32.339 9_1 CG nearby Open Sea Intergenic
chr1 18,962,720 4.44E-02 2.20E-03 0.351 35.135 0.594 59.375 0.189 18.855 3.771 0.289 28.870 5.774 0.242 24.240 9_1 AG Open Sea Intergenic
chr1 21,795,508 4.06E-02 1.06E-01 0.700 70.000 0.865 86.538 0.152 15.183 3.037 0.095 9.501 1.900 0.165 16.538 10_1 -- Open Sea Intergenic
chr1 21,796,053 5.90E-03 5.90E-03 0.724 72.368 0.500 50.000 0.053 5.274 1.055 0.178 17.820 3.564 -0.224 -22.368 10_1 -- Open Sea Intergenic
chr1 22,421,917 2.60E-02 1.85E-02 0.516 51.613 0.706 70.588 0.227 22.734 4.547 0.111 11.059 2.212 0.190 18.975 11_1 CT Open Sea Intergenic
chr1 22,421,932 4.41E-02 1.85E-02 0.333 33.333 0.541 54.054 0.188 18.782 3.756 0.234 23.388 4.678 0.207 20.721 11_1 AG Open Sea Intergenic
chr1 23,589,078 6.01E-03 6.01E-03 0.711 71.053 0.894 89.394 0.323 32.339 6.468 0.080 8.040 1.608 0.183 18.341 12_1 C- Open Sea Intergenic
chr1 23,589,354 4.58E-02 4.73E-01 0.850 85.000 0.630 62.963 0.390 39.049 7.810 0.253 25.266 5.053 -0.220 -22.037 12_1 CA Open Sea Intergenic
chr1 25,570,900 4.54E-02 8.01E-02 0.371 37.143 0.592 59.184 0.080 7.958 1.592 0.172 17.153 3.431 0.220 22.041 13_1 Check manually Open Sea Intron 2/30 Adgrb3
chr1 25,571,158 1.85E-02 1.85E-02 0.804 80.435 0.579 57.895 0.119 11.893 2.379 0.300 29.962 5.992 -0.225 -22.540 13_1 C- Open Sea Intron 2/30 Adgrb3
chr1 26,372,672 4.05E-02 1.88E-01 0.811 81.081 0.538 53.846 0.193 19.317 3.863 0.295 29.524 5.905 -0.272 -27.235 14_1 -- Open Sea Intergenic
chr1 26,372,811 4.69E-02 1.86E-01 0.836 83.607 0.683 68.254 0.129 12.909 2.582 0.198 19.802 3.960 -0.154 -15.353 14_1 CT Open Sea Intergenic
chr1 26,437,850 1.68E-02 5.51E-07 0.138 13.793 0.412 41.176 0.153 15.292 3.058 0.097 9.674 1.935 0.274 27.383 15_1 TA Open Sea Intergenic
chr1 26,438,007 3.86E-03 5.51E-07 0.404 40.351 0.719 71.875 0.282 28.197 5.639 0.167 16.730 3.346 0.315 31.524 15_1 -G Open Sea Intergenic
chr1 26,438,010 4.57E-02 5.51E-07 0.439 43.860 0.632 63.235 0.281 28.057 5.611 0.198 19.794 3.959 0.194 19.376 15_1 -G Open Sea Intergenic
chr1 27,518,345 1.12E-02 6.08E-03 0.814 81.356 0.582 58.209 0.378 37.788 7.558 0.110 10.954 2.191 -0.231 -23.147 16_1 -- Open Sea Intergenic
chr1 27,518,849 3.35E-02 3.35E-02 0.179 17.857 0.458 45.833 0.391 39.102 7.820 0.191 19.105 3.821 0.280 27.976 16_1 -- Open Sea Intergenic
chr1 27,628,233 3.51E-02 6.93E-02 0.532 53.191 0.279 27.907 0.253 25.304 5.061 0.189 18.889 3.778 -0.253 -25.285 17_1 TC Open Sea Intergenic
chr1 27,628,487 5.36E-03 8.44E-03 0.797 79.730 0.582 58.209 0.104 10.375 2.075 0.133 13.289 2.658 -0.215 -21.521 17_1 -- Open Sea Intergenic
chr1 29,883,870 1.04E-02 2.23E-01 0.737 73.684 0.876 87.591 0.079 7.917 1.583 0.051 5.137 1.027 0.139 13.907 18_1 -- Open Sea Intergenic
chr1 29,884,475 1.58E-02 1.67E-01 0.620 61.972 0.819 81.928 0.194 19.401 3.880 0.108 10.831 2.166 0.200 19.956 18_1 -- Open Sea Intergenic
chr1 30,933,368 4.36E-02 2.75E-04 0.423 42.308 0.800 80.000 0.291 29.098 5.820 0.387 38.668 7.734 0.377 37.692 19_1 -- Open Sea Intergenic
chr1 30,933,380 1.64E-03 2.75E-04 0.250 25.000 0.714 71.429 0.179 17.889 3.578 0.155 15.454 3.091 0.464 46.429 19_1 -- Open Sea Intergenic
chr1 33,085,992 2.06E-03 2.75E-02 0.731 73.103 0.559 55.882 0.329 32.851 6.570 0.084 8.357 1.671 -0.172 -17.221 20_1 -- Open Sea Intergenic
chr1 33,086,675 4.05E-02 4.05E-02 0.742 74.194 0.481 48.148 0.177 17.659 3.532 0.097 9.730 1.946 -0.260 -26.045 20_1 tg Open Sea Intergenic
chr1 33,426,416 2.67E-02 2.74E-03 0.481 48.077 0.684 68.421 0.058 5.773 1.155 0.344 34.411 6.882 0.203 20.344 21_1 -- Open Sea Intergenic
chr1 33,426,456 1.95E-02 2.74E-03 0.721 72.131 0.882 88.235 0.163 16.288 3.258 0.070 7.038 1.408 0.161 16.104 21_1 -- Open Sea Intergenic
chr1 34,224,766 1.24E-02 1.46E-04 0.250 25.000 0.500 50.000 0.078 7.831 1.566 0.272 27.159 5.432 0.250 25.000 22_1 Check manually Open Sea Intron 50/92 Dst
chr1 34,224,766 1.24E-02 1.46E-04 0.250 25.000 0.500 50.000 0.078 7.831 1.566 0.272 27.159 5.432 0.250 25.000 22_1 Check manually Open Sea Intron 40/83 Dst
chr1 34,224,788 5.76E-03 3.11E-05 0.250 25.000 0.519 51.852 0.203 20.325 4.065 0.177 17.733 3.547 0.269 26.852 22_1 TT Open Sea Intron 50/92 Dst
chr1 34,224,788 5.76E-03 3.11E-05 0.250 25.000 0.519 51.852 0.203 20.325 4.065 0.177 17.733 3.547 0.269 26.852 22_1 TT Open Sea Intron 40/83 Dst
chr1 40,269,146 4.73E-03 3.72E-03 0.205 20.455 0.481 48.077 0.130 12.971 2.594 0.127 12.681 2.536 0.276 27.622 23_1 Check manually S Shelf Intron 1/10 Il1r1
chr1 40,269,146 4.73E-03 3.72E-03 0.205 20.455 0.481 48.077 0.130 12.971 2.594 0.127 12.681 2.536 0.276 27.622 23_1 Check manually S Shelf Intron 2/3 Il1r1
chr1 40,269,192 1.96E-02 1.26E-03 0.178 17.778 0.389 38.889 0.110 11.011 2.202 0.180 18.018 3.604 0.211 21.111 23_1 CA S Shelf Intron 1/10 Il1r1
chr1 40,269,192 1.96E-02 1.26E-03 0.178 17.778 0.389 38.889 0.110 11.011 2.202 0.180 18.018 3.604 0.211 21.111 23_1 CA S Shelf Intron 2/3 Il1r1
chr1 43,627,089 3.37E-02 3.49E-01 0.927 92.683 0.750 75.000 0.076 7.633 1.527 0.135 13.535 2.707 -0.177 -17.683 24_1 -- Open Sea Intergenic
chr1 43,627,928 2.72E-02 7.23E-02 0.750 75.000 0.435 43.478 0.366 36.650 7.330 0.121 12.082 2.416 -0.315 -31.522 24_1 -- Open Sea Intergenic
chr1 43,777,811 3.94E-02 4.16E-01 0.889 88.889 0.772 77.174 0.065 6.451 1.290 0.089 8.881 1.776 -0.117 -11.715 25_1 -- Open Sea Intron 7/14 Uxs1
chr1 43,777,811 3.94E-02 4.16E-01 0.889 88.889 0.772 77.174 0.065 6.451 1.290 0.089 8.881 1.776 -0.117 -11.715 25_1 -- Open Sea Intron 7/14 Uxs1
chr1 43,777,811 3.94E-02 4.16E-01 0.889 88.889 0.772 77.174 0.065 6.451 1.290 0.089 8.881 1.776 -0.117 -11.715 25_1 -- Open Sea Intron 7/9 Uxs1
chr1 43,777,933 3.11E-02 2.08E-01 0.682 68.217 0.794 79.375 0.053 5.255 1.051 0.028 2.827 0.565 0.112 11.158 25_1 -- Open Sea Intron 7/14 Uxs1
chr1 43,777,933 3.11E-02 2.08E-01 0.682 68.217 0.794 79.375 0.053 5.255 1.051 0.028 2.827 0.565 0.112 11.158 25_1 -- Open Sea Intron 7/14 Uxs1
chr1 43,777,933 3.11E-02 2.08E-01 0.682 68.217 0.794 79.375 0.053 5.255 1.051 0.028 2.827 0.565 0.112 11.158 25_1 -- Open Sea Intron 7/9 Uxs1
chr1 43,778,726 1.94E-03 7.17E-01 0.626 62.581 0.793 79.310 0.059 5.852 1.170 0.062 6.170 1.234 0.167 16.730 25_1 -- Open Sea Intron 7/14 Uxs1
chr1 43,778,726 1.94E-03 7.17E-01 0.626 62.581 0.793 79.310 0.059 5.852 1.170 0.062 6.170 1.234 0.167 16.730 25_1 -- Open Sea Intron 7/14 Uxs1
chr1 43,778,726 1.94E-03 7.17E-01 0.626 62.581 0.793 79.310 0.059 5.852 1.170 0.062 6.170 1.234 0.167 16.730 25_1 -- Open Sea Intron 7/9 Uxs1
chr1 43,973,876 1.94E-02 1.35E-01 0.500 50.000 0.765 76.471 0.267 26.708 5.342 0.131 13.108 2.622 0.265 26.471 26_1 cg Open Sea Intron 15/29 Tpp2
chr1 43,973,876 1.94E-02 1.35E-01 0.500 50.000 0.765 76.471 0.267 26.708 5.342 0.131 13.108 2.622 0.265 26.471 26_1 cg Open Sea Intron 15/28 Tpp2
chr1 43,973,959 3.86E-02 1.35E-01 0.441 44.118 0.704 70.370 0.238 23.773 4.755 0.171 17.069 3.414 0.263 26.253 26_1 CA Open Sea Intron 15/29 Tpp2
chr1 43,973,959 3.86E-02 1.35E-01 0.441 44.118 0.704 70.370 0.238 23.773 4.755 0.171 17.069 3.414 0.263 26.253 26_1 CA Open Sea Intron 15/28 Tpp2
chr1 44,225,561 2.54E-02 9.88E-04 0.233 23.256 0.465 46.512 0.167 16.693 3.339 0.098 9.771 1.954 0.233 23.256 27_1 -- Open Sea Intergenic
chr1 44,225,923 3.94E-02 3.94E-02 0.900 90.000 0.714 71.429 0.049 4.932 0.986 0.238 23.849 4.770 -0.186 -18.571 27_1 -- Open Sea Intergenic
chr1 44,623,194 2.88E-02 6.44E-03 0.525 52.459 0.717 71.667 0.232 23.160 4.632 0.094 9.445 1.889 0.192 19.208 28_1 -- Open Sea Intergenic
chr1 44,623,315 2.36E-02 3.65E-03 0.868 86.842 0.716 71.642 0.074 7.408 1.482 0.134 13.359 2.672 -0.152 -15.200 28_1 GG Open Sea Intergenic
chr1 51,687,840 2.03E-03 1.20E-02 0.147 14.706 0.328 32.836 0.071 7.132 1.426 0.077 7.737 1.547 0.181 18.130 29_1 -- Open Sea Intergenic
chr1 51,687,906 2.89E-02 1.39E-04 0.144 14.433 0.319 31.858 0.109 10.867 2.173 0.124 12.395 2.479 0.174 17.425 29_1 -- Open Sea Intergenic
chr1 52,229,873 4.15E-03 2.23E-01 0.257 25.714 0.531 53.125 0.174 17.443 3.489 0.102 10.187 2.037 0.274 27.411 30_1 -- N Shelf Intron 1/14 Gls
chr1 52,229,873 4.15E-03 2.23E-01 0.257 25.714 0.531 53.125 0.174 17.443 3.489 0.102 10.187 2.037 0.274 27.411 30_1 -- N Shelf Intron 1/17 Gls
chr1 52,229,873 4.15E-03 2.23E-01 0.257 25.714 0.531 53.125 0.174 17.443 3.489 0.102 10.187 2.037 0.274 27.411 30_1 -- N Shelf Intron 1/17 Gls
chr1 52,230,446 4.28E-02 4.28E-02 0.417 41.667 0.708 70.833 0.317 31.697 6.339 0.177 17.729 3.546 0.292 29.167 30_1 GA N Shore Intron 1/14 Gls
chr1 52,230,446 4.28E-02 4.28E-02 0.417 41.667 0.708 70.833 0.317 31.697 6.339 0.177 17.729 3.546 0.292 29.167 30_1 GA N Shore Intron 1/17 Gls
chr1 52,230,446 4.28E-02 4.28E-02 0.417 41.667 0.708 70.833 0.317 31.697 6.339 0.177 17.729 3.546 0.292 29.167 30_1 GA N Shore Intron 1/17 Gls
chr1 52,257,174 2.84E-02 5.06E-02 0.391 39.130 0.720 72.000 0.373 37.264 7.453 0.253 25.345 5.069 0.329 32.870 31_1 AA Open Sea Intergenic
chr1 52,257,203 7.47E-03 5.06E-02 0.172 17.241 0.538 53.846 0.194 19.351 3.870 0.266 26.588 5.318 0.366 36.605 31_1 TT Open Sea Intergenic
chr1 54,914,041 3.41E-02 1.96E-02 0.810 81.022 0.683 68.293 0.094 9.408 1.882 0.140 13.992 2.798 -0.127 -12.729 32_1 -- Open Sea Intron 1/27 Ankrd44
chr1 54,914,263 5.83E-03 1.32E-02 0.676 67.647 0.300 30.000 0.336 33.565 6.713 0.196 19.580 3.916 -0.376 -37.647 32_1 -- Open Sea Intron 1/27 Ankrd44
chr1 56,060,516 4.76E-02 1.38E-02 0.287 28.704 0.421 42.105 0.335 33.478 6.696 0.149 14.882 2.976 0.134 13.402 33_1 Check manually Open Sea Intergenic
chr1 56,060,532 7.94E-03 1.38E-02 0.272 27.193 0.474 47.423 0.341 34.119 6.824 0.169 16.925 3.385 0.202 20.230 33_1 ct Open Sea Intergenic
chr1 56,249,424 8.03E-03 5.53E-01 0.690 69.048 0.400 40.000 0.143 14.287 2.857 0.151 15.084 3.017 -0.290 -29.048 34_1 CA Open Sea Intergenic
chr1 56,250,134 1.88E-02 1.07E-01 0.478 47.826 0.818 81.818 0.360 35.993 7.199 0.207 20.750 4.150 0.340 33.992 34_1 TG Open Sea Intergenic
chr1 56,419,559 2.84E-02 4.73E-02 0.472 47.170 0.714 71.429 0.259 25.911 5.182 0.337 33.749 6.750 0.243 24.259 35_1 CA Open Sea Intergenic
chr1 56,419,675 4.31E-03 3.31E-03 0.538 53.846 0.841 84.091 0.116 11.562 2.312 0.109 10.929 2.186 0.302 30.245 35_1 CG Open Sea Intergenic
chr1 58,681,156 3.22E-02 4.11E-01 0.587 58.696 0.833 83.333 0.321 32.094 6.419 0.413 41.292 8.258 0.246 24.638 36_1 -- Open Sea Intergenic
chr1 58,681,670 4.56E-02 3.17E-01 0.708 70.833 0.881 88.136 0.169 16.906 3.381 0.082 8.246 1.649 0.173 17.302 36_1 -- Open Sea Intergenic
chr1 60,364,041 2.14E-02 4.09E-03 0.347 34.694 0.583 58.333 0.349 34.858 6.972 0.086 8.587 1.717 0.236 23.639 37_1 -- Open Sea Intron 5/12 Cyp20a1
chr1 60,364,041 2.14E-02 4.09E-03 0.347 34.694 0.583 58.333 0.349 34.858 6.972 0.086 8.587 1.717 0.236 23.639 37_1 -- Open Sea Intron 4/11 Cyp20a1
chr1 60,364,107 4.03E-02 8.73E-03 0.216 21.622 0.435 43.478 0.401 40.103 8.021 0.057 5.714 1.143 0.219 21.857 37_1 -- Open Sea Intron 5/12 Cyp20a1
chr1 60,364,107 4.03E-02 8.73E-03 0.216 21.622 0.435 43.478 0.401 40.103 8.021 0.057 5.714 1.143 0.219 21.857 37_1 -- Open Sea Intron 4/11 Cyp20a1
chr1 61,792,358 2.24E-02 2.64E-03 0.286 28.571 0.622 62.222 0.239 23.854 4.771 0.144 14.379 2.876 0.337 33.651 38_1 Check manually Open Sea Intron 2/22 Pard3b
chr1 61,792,421 2.42E-02 2.64E-03 0.275 27.451 0.592 59.184 0.369 36.913 7.383 0.127 12.692 2.538 0.317 31.733 38_1 Check manually Open Sea Intron 2/22 Pard3b
chr1 62,335,695 4.83E-02 9.92E-02 0.390 38.983 0.577 57.692 0.134 13.449 2.690 0.263 26.283 5.257 0.187 18.709 39_1 T- Open Sea Intron 16/22 Pard3b
chr1 62,335,710 4.29E-02 9.92E-02 0.304 30.357 0.500 50.000 0.065 6.519 1.304 0.259 25.863 5.173 0.196 19.643 39_1 TA Open Sea Intron 16/22 Pard3b
chr1 64,756,991 2.81E-02 6.13E-03 0.793 79.310 0.516 51.613 0.156 15.646 3.129 0.238 23.801 4.760 -0.277 -27.697 40_1 -- Open Sea Intergenic
chr1 64,757,012 4.14E-02 6.13E-03 0.650 65.000 0.382 38.235 0.173 17.314 3.463 0.316 31.643 6.329 -0.268 -26.765 40_1 -- Open Sea Intergenic
chr1 67,958,959 4.16E-02 4.16E-02 0.600 60.000 0.839 83.871 0.372 37.188 7.438 0.168 16.787 3.357 0.239 23.871 41_1 -- Open Sea Intergenic
chr1 67,959,538 3.75E-02 2.14E-02 0.620 61.983 0.744 74.419 0.070 7.017 1.403 0.085 8.550 1.710 0.124 12.435 41_1 -- Open Sea Intergenic
chr1 72,915,229 3.02E-02 4.03E-04 0.823 82.292 0.655 65.517 0.072 7.177 1.435 0.236 23.567 4.713 -0.168 -16.774 42_1 TA Open Sea Intergenic
chr1 72,915,262 3.63E-02 5.29E-04 0.731 73.103 0.612 61.194 0.058 5.832 1.166 0.105 10.496 2.099 -0.119 -11.909 42_1 Check manually Open Sea Intergenic
chr1 72,915,277 4.08E-02 5.29E-04 0.786 78.571 0.686 68.553 0.044 4.388 0.878 0.127 12.719 2.544 -0.100 -10.018 42_1 Check manually Open Sea Intergenic
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chr1 75,005,581 4.24E-02 1.94E-03 0.121 12.121 0.357 35.714 0.135 13.491 2.698 0.214 21.369 4.274 0.236 23.593 43_1 CG nearby Open Sea Intron 2/4 Nhej1
chr1 75,005,585 7.81E-03 1.94E-03 0.091 9.091 0.429 42.857 0.105 10.542 2.108 0.253 25.255 5.051 0.338 33.766 43_1 tg Open Sea Intron 2/4 Nhej1
chr1 75,901,943 3.78E-02 4.49E-02 0.512 51.163 0.667 66.667 0.226 22.606 4.521 0.047 4.732 0.946 0.155 15.504 44_1 ta Open Sea Intergenic
chr1 75,902,066 4.03E-02 7.48E-02 0.159 15.888 0.272 27.193 0.079 7.922 1.584 0.062 6.150 1.230 0.113 11.305 44_1 ta Open Sea Intergenic
chr1 76,253,856 3.76E-02 4.31E-01 0.795 79.487 0.500 50.000 0.178 17.835 3.567 0.189 18.857 3.771 -0.295 -29.487 45_1 ta Open Sea Intergenic
chr1 76,254,620 1.09E-02 1.09E-02 0.630 62.963 0.303 30.303 0.258 25.760 5.152 0.109 10.900 2.180 -0.327 -32.660 45_1 tG Open Sea Intergenic
chr1 79,205,235 2.11E-03 1.73E-03 0.121 12.069 0.287 28.671 0.059 5.945 1.189 0.074 7.420 1.484 0.166 16.602 46_1 Check manually Open Sea Intergenic
chr1 79,205,294 4.39E-02 3.69E-03 0.198 19.780 0.406 40.602 0.119 11.923 2.385 0.151 15.071 3.014 0.208 20.821 46_1 Check manually Open Sea Intergenic
chr1 84,987,979 3.58E-02 8.18E-02 0.701 70.079 0.814 81.429 0.163 16.336 3.267 0.094 9.368 1.874 0.113 11.350 47_1 -- Open Sea Intergenic
chr1 84,988,150 3.27E-02 1.38E-02 0.459 45.902 0.667 66.667 0.104 10.353 2.071 0.128 12.760 2.552 0.208 20.765 47_1 -- Open Sea Intergenic
chr1 85,267,728 3.09E-02 8.03E-01 0.664 66.438 0.776 77.632 0.092 9.237 1.847 0.102 10.245 2.049 0.112 11.193 48_1 -- Open Sea Intron 1/2 C130026I21Rik
chr1 85,268,597 1.56E-02 1.20E-01 0.192 19.231 0.500 50.000 0.169 16.851 3.370 0.183 18.256 3.651 0.308 30.769 48_1 -- Open Sea Intron 1/2 C130026I21Rik
chr1 85,588,041 3.15E-02 2.21E-01 0.401 40.136 0.534 53.390 0.148 14.799 2.960 0.058 5.838 1.168 0.133 13.254 49_1 GG Open Sea Intron 5/11 Sp110
chr1 85,588,311 3.50E-02 6.95E-01 0.887 88.679 0.725 72.549 0.080 7.958 1.592 0.114 11.360 2.272 -0.161 -16.130 49_1 -- Open Sea Intron 5/11 Sp110
chr1 88,279,210 4.71E-02 4.35E-01 0.419 41.892 0.593 59.322 0.224 22.355 4.471 0.187 18.696 3.739 0.174 17.430 50_1 tg S Shore TSS 2000 Hjurp
chr1 88,279,210 4.71E-02 4.35E-01 0.419 41.892 0.593 59.322 0.224 22.355 4.471 0.187 18.696 3.739 0.174 17.430 50_1 tg S Shore TSS 2000 Hjurp
chr1 88,279,210 4.71E-02 4.35E-01 0.419 41.892 0.593 59.322 0.224 22.355 4.471 0.187 18.696 3.739 0.174 17.430 50_1 tg S Shore TSS 2000 Hjurp
chr1 88,279,554 3.90E-02 2.74E-01 0.514 51.429 0.220 21.951 0.292 29.155 5.831 0.279 27.894 5.579 -0.295 -29.477 50_1 at S Shore TSS 2000 Hjurp
chr1 88,279,554 3.90E-02 2.74E-01 0.514 51.429 0.220 21.951 0.292 29.155 5.831 0.279 27.894 5.579 -0.295 -29.477 50_1 at S Shore TSS 2000 Hjurp
chr1 88,279,554 3.90E-02 2.74E-01 0.514 51.429 0.220 21.951 0.292 29.155 5.831 0.279 27.894 5.579 -0.295 -29.477 50_1 at S Shore TSS 2000 Hjurp
chr1 88,283,628 3.75E-02 5.11E-03 0.625 62.500 0.852 85.185 0.290 29.015 5.803 0.207 20.703 4.141 0.227 22.685 51_1 AG Open Sea Intergenic
chr1 88,283,812 4.91E-02 2.46E-02 0.836 83.607 0.679 67.925 0.158 15.832 3.166 0.227 22.692 4.538 -0.157 -15.682 51_1 CA Open Sea Intergenic
chr1 93,924,615 3.41E-02 9.05E-03 0.211 21.053 0.432 43.182 0.171 17.082 3.416 0.251 25.080 5.016 0.221 22.129 52_1 -- Open Sea Intergenic
chr1 93,924,618 4.64E-02 9.05E-03 0.351 35.135 0.581 58.140 0.273 27.287 5.457 0.066 6.596 1.319 0.230 23.004 52_1 -- Open Sea Intergenic
chr1 94,391,528 8.05E-03 1.84E-01 0.292 29.167 0.644 64.444 0.131 13.075 2.615 0.229 22.885 4.577 0.353 35.278 53_1 -- Open Sea Intergenic
chr1 94,391,604 2.73E-02 2.67E-01 0.864 86.364 0.683 68.254 0.077 7.687 1.537 0.118 11.783 2.357 -0.181 -18.110 53_1 -- Open Sea Intergenic
chr1 95,355,608 1.37E-02 9.73E-05 0.200 20.000 0.474 47.368 0.376 37.636 7.527 0.080 8.001 1.600 0.274 27.368 54_1 -- Open Sea Intergenic
chr1 95,355,630 2.79E-02 9.73E-05 0.171 17.143 0.436 43.590 0.397 39.749 7.950 0.210 21.034 4.207 0.264 26.447 54_1 -- Open Sea Intergenic
chr1 95,355,799 9.74E-03 9.73E-05 0.148 14.815 0.500 50.000 0.145 14.538 2.908 0.202 20.231 4.046 0.352 35.185 54_1 -- Open Sea Intergenic
chr1 96,623,178 3.78E-03 2.91E-02 0.215 21.538 0.470 46.970 0.072 7.159 1.432 0.135 13.512 2.702 0.254 25.431 55_1 TA Open Sea Intergenic
chr1 96,623,275 4.84E-02 7.56E-02 0.309 30.909 0.500 50.000 0.141 14.069 2.814 0.134 13.405 2.681 0.191 19.091 55_1 TA Open Sea Intergenic
chr1 98,786,382 4.56E-02 4.40E-01 0.791 79.070 0.898 89.796 0.101 10.076 2.015 0.069 6.901 1.380 0.107 10.726 56_1 -- Open Sea Intergenic
chr1 98,786,971 3.27E-02 3.27E-02 0.542 54.217 0.346 34.615 0.135 13.464 2.693 0.073 7.319 1.464 -0.196 -19.601 56_1 -- Open Sea Intergenic
chr1 99,750,468 2.66E-02 2.66E-02 0.400 40.000 0.739 73.913 0.292 29.230 5.846 0.187 18.723 3.745 0.339 33.913 57_1 -- Open Sea Intergenic
chr1 99,751,428 1.66E-02 1.98E-01 0.634 63.441 0.798 79.775 0.102 10.175 2.035 0.112 11.214 2.243 0.163 16.334 57_1 -- Open Sea Intergenic
chr1 100,770,097 2.22E-02 2.59E-03 0.723 72.289 0.540 53.968 0.137 13.738 2.748 0.127 12.679 2.536 -0.183 -18.321 58_1 -- Open Sea Intergenic
chr1 100,770,109 1.82E-02 2.59E-03 0.803 80.282 0.617 61.667 0.129 12.869 2.574 0.129 12.905 2.581 -0.186 -18.615 58_1 -- Open Sea Intergenic
chr1 106,066,061 9.02E-03 2.29E-04 0.783 78.261 0.424 42.424 0.208 20.825 4.165 0.359 35.899 7.180 -0.358 -35.837 59_1 Check manually Open Sea Intergenic
chr1 106,066,215 1.17E-02 2.35E-04 0.694 69.355 0.481 48.052 0.105 10.493 2.099 0.108 10.760 2.152 -0.213 -21.303 59_1 CG nearby Open Sea Intergenic
chr1 106,449,396 2.98E-02 3.61E-02 0.726 72.581 0.845 84.466 0.063 6.303 1.261 0.039 3.862 0.772 0.119 11.885 60_1 GA Open Sea Intergenic
chr1 106,449,415 2.69E-02 2.02E-02 0.600 60.000 0.759 75.904 0.130 13.007 2.601 0.160 16.027 3.205 0.159 15.904 60_1 AG Open Sea Intergenic
chr1 107,210,562 6.60E-04 6.60E-04 0.240 24.000 0.600 60.000 0.126 12.561 2.512 0.144 14.411 2.882 0.360 36.000 61_1 -- Open Sea Intergenic
chr1 107,211,464 2.08E-02 2.08E-02 0.316 31.579 0.588 58.824 0.168 16.790 3.358 0.304 30.358 6.072 0.272 27.245 61_1 -- Open Sea Intergenic
chr1 107,952,656 5.53E-03 7.85E-04 0.302 30.189 0.609 60.870 0.128 12.838 2.568 0.202 20.209 4.042 0.307 30.681 62_1 -- Open Sea Intergenic
chr1 107,952,698 2.26E-02 7.85E-04 0.580 58.000 0.804 80.435 0.317 31.659 6.332 0.093 9.310 1.862 0.224 22.435 62_1 -- Open Sea Intergenic
chr1 111,369,745 2.06E-02 2.06E-02 0.792 79.245 0.500 50.000 0.389 38.863 7.773 0.197 19.677 3.935 -0.292 -29.245 63_1 -- Open Sea Intergenic
chr1 111,370,140 3.22E-02 4.62E-02 0.621 62.069 0.871 87.097 0.267 26.714 5.343 0.123 12.303 2.461 0.250 25.028 63_1 -- Open Sea Intergenic
chr1 112,883,589 1.26E-02 1.76E-03 0.542 54.217 0.328 32.813 0.257 25.694 5.139 0.220 22.004 4.401 -0.214 -21.404 64_1 -- Open Sea Intergenic
chr1 112,883,671 2.70E-02 1.76E-03 0.542 54.167 0.350 35.000 0.235 23.508 4.702 0.127 12.712 2.542 -0.192 -19.167 64_1 -- Open Sea Intergenic
chr1 113,637,690 7.00E-03 1.49E-03 0.850 85.000 0.695 69.461 0.099 9.851 1.970 0.101 10.147 2.029 -0.155 -15.539 65_1 -- Open Sea Intergenic
chr1 113,637,758 2.73E-02 1.49E-03 0.748 74.775 0.606 60.584 0.141 14.089 2.818 0.162 16.229 3.246 -0.142 -14.191 65_1 -- Open Sea Intergenic
chr1 114,890,611 2.70E-02 1.09E-02 0.600 60.000 0.829 82.927 0.315 31.515 6.303 0.132 13.219 2.644 0.229 22.927 66_1 -- Open Sea Intergenic
chr1 114,890,710 4.47E-02 5.44E-03 0.451 45.070 0.638 63.830 0.282 28.225 5.645 0.184 18.377 3.675 0.188 18.759 66_1 -- Open Sea Intergenic
chr1 115,643,983 4.76E-02 2.70E-02 0.773 77.320 0.656 65.625 0.133 13.271 2.654 0.125 12.462 2.492 -0.117 -11.695 67_1 -- Open Sea Intergenic
chr1 115,644,040 3.28E-02 2.70E-02 0.667 66.667 0.496 49.580 0.196 19.598 3.920 0.085 8.466 1.693 -0.171 -17.087 67_1 -- Open Sea Intergenic
chr1 117,143,662 3.69E-02 3.69E-02 0.303 30.303 0.556 55.556 0.170 16.990 3.398 0.197 19.681 3.936 0.253 25.253 68_1 -- Open Sea Intergenic
chr1 117,144,515 4.07E-02 2.72E-01 0.731 73.077 0.879 87.879 0.127 12.673 2.535 0.074 7.392 1.478 0.148 14.802 68_1 -- Open Sea Intergenic
chr1 119,604,666 1.98E-02 2.16E-06 0.385 38.462 0.714 71.429 0.110 10.999 2.200 0.387 38.668 7.734 0.330 32.967 69_1 -- Open Sea Intron 14/16 Epb41l5
chr1 119,604,666 1.98E-02 2.16E-06 0.385 38.462 0.714 71.429 0.110 10.999 2.200 0.387 38.668 7.734 0.330 32.967 69_1 -- Open Sea Intron 14/16 Epb41l5
chr1 119,604,679 2.17E-03 2.16E-06 0.290 29.032 0.769 76.923 0.188 18.849 3.770 0.217 21.679 4.336 0.479 47.891 69_1 -- Open Sea Intron 14/16 Epb41l5
chr1 119,604,679 2.17E-03 2.16E-06 0.290 29.032 0.769 76.923 0.188 18.849 3.770 0.217 21.679 4.336 0.479 47.891 69_1 -- Open Sea Intron 14/16 Epb41l5
chr1 124,816,218 1.63E-02 1.60E-02 0.875 87.500 0.650 65.000 0.069 6.912 1.382 0.142 14.183 2.837 -0.225 -22.500 70_1 -- Open Sea Intergenic
chr1 124,816,275 4.23E-02 2.32E-02 0.324 32.353 0.633 63.333 0.344 34.417 6.883 0.243 24.266 4.853 0.310 30.980 70_1 ta Open Sea Intergenic
chr1 129,516,263 3.46E-02 1.01E-03 0.381 38.095 0.639 63.889 0.163 16.337 3.267 0.189 18.902 3.780 0.258 25.794 71_1 TA Open Sea Intergenic
chr1 129,516,288 5.75E-03 1.01E-03 0.468 46.809 0.806 80.556 0.151 15.147 3.029 0.146 14.646 2.929 0.337 33.747 71_1 CA Open Sea Intergenic
chr1 129,516,344 3.83E-02 1.01E-03 0.538 53.846 0.739 73.913 0.243 24.250 4.850 0.154 15.446 3.089 0.201 20.067 71_1 CC Open Sea Intergenic
chr1 129,717,547 3.70E-02 4.76E-01 0.756 75.610 0.513 51.282 0.186 18.641 3.728 0.152 15.227 3.045 -0.243 -24.328 72_1 -- Open Sea Intergenic
chr1 129,718,442 7.83E-03 7.83E-03 0.509 50.877 0.774 77.419 0.276 27.603 5.521 0.100 10.046 2.009 0.265 26.542 72_1 CA Open Sea Intergenic
chr1 130,123,694 3.50E-02 5.23E-03 0.386 38.636 0.636 63.636 0.237 23.709 4.742 0.185 18.508 3.702 0.250 25.000 73_1 AA Open Sea Intergenic
chr1 130,123,763 3.59E-02 5.23E-03 0.647 64.706 0.880 88.000 0.319 31.871 6.374 0.110 10.963 2.193 0.233 23.294 73_1 TA Open Sea Intergenic
chr1 133,440,547 4.09E-03 1.79E-02 0.160 16.000 0.538 53.846 0.139 13.864 2.773 0.295 29.502 5.900 0.378 37.846 74_1 Check manually Open Sea Intergenic
chr1 133,440,593 2.14E-03 1.79E-02 0.364 36.364 0.833 83.333 0.257 25.681 5.136 0.125 12.516 2.503 0.470 46.970 74_1 Check manually Open Sea Intergenic
chr1 137,802,435 4.48E-02 1.95E-02 0.467 46.667 0.757 75.676 0.272 27.243 5.449 0.336 33.558 6.712 0.290 29.009 75_1 AT Open Sea Intergenic
chr1 137,802,815 4.52E-02 9.01E-02 0.820 82.000 0.680 67.961 0.138 13.759 2.752 0.085 8.483 1.697 -0.140 -14.039 75_1 AA Open Sea Intergenic
chr1 138,828,399 4.46E-02 2.67E-02 0.250 25.000 0.500 50.000 0.218 21.848 4.370 0.290 29.014 5.803 0.250 25.000 76_1 AA Open Sea Intergenic
chr1 138,829,301 3.31E-02 5.67E-01 0.444 44.444 0.750 75.000 0.292 29.193 5.839 0.166 16.632 3.326 0.306 30.556 76_1 CG Open Sea Intergenic
chr1 139,869,974 9.12E-03 1.04E-01 0.595 59.504 0.756 75.573 0.037 3.665 0.733 0.099 9.873 1.975 0.161 16.068 77_1 -- Open Sea Intergenic
chr1 139,869,978 2.83E-02 1.04E-01 0.717 71.667 0.831 83.088 0.117 11.735 2.347 0.058 5.822 1.164 0.114 11.422 77_1 -- Open Sea Intergenic
chr1 139,932,368 2.39E-02 8.50E-02 0.614 61.446 0.778 77.778 0.115 11.491 2.298 0.073 7.313 1.463 0.163 16.332 78_1 -- Open Sea Intergenic
chr1 139,932,685 4.43E-02 6.80E-01 0.430 42.969 0.559 55.932 0.073 7.338 1.468 0.168 16.760 3.352 0.130 12.963 78_1 -- Open Sea Intergenic
chr1 140,266,599 1.99E-02 2.90E-05 0.500 50.000 0.632 63.194 0.114 11.447 2.289 0.138 13.800 2.760 0.132 13.194 79_1 TG Open Sea Intergenic
chr1 140,266,687 2.32E-02 1.77E-04 0.169 16.883 0.281 28.058 0.087 8.711 1.742 0.066 6.575 1.315 0.112 11.174 79_1 ta Open Sea Intergenic
chr1 140,450,905 2.85E-02 6.55E-02 0.828 82.759 0.500 50.000 0.127 12.729 2.546 0.361 36.056 7.211 -0.328 -32.759 80_1 CG nearby Open Sea Intergenic
chr1 140,451,047 4.83E-02 4.08E-02 0.667 66.667 0.885 88.462 0.201 20.132 4.026 0.085 8.539 1.708 0.218 21.795 80_1 TG Open Sea Intergenic
chr1 140,519,799 4.91E-02 4.43E-01 0.887 88.679 0.722 72.222 0.122 12.159 2.432 0.100 10.028 2.006 -0.165 -16.457 81_1 TT Open Sea Intergenic
chr1 140,520,066 2.54E-02 1.91E-01 0.611 61.111 0.833 83.333 0.144 14.407 2.881 0.094 9.354 1.871 0.222 22.222 81_1 ag Open Sea Intergenic
chr1 144,651,546 3.02E-02 2.53E-01 0.250 25.000 0.552 55.172 0.472 47.157 9.431 0.152 15.187 3.037 0.302 30.172 82_1 TA Open Sea Intergenic
chr1 144,652,022 4.30E-02 4.40E-02 0.533 53.261 0.683 68.293 0.084 8.429 1.686 0.146 14.600 2.920 0.150 15.032 82_1 ta Open Sea Intergenic
chr1 145,701,016 2.84E-02 2.80E-01 0.520 52.000 0.818 81.818 0.298 29.814 5.963 0.211 21.095 4.219 0.298 29.818 83_1 -- Open Sea Intergenic
chr1 145,701,227 4.22E-02 3.24E-01 0.571 57.143 0.816 81.633 0.395 39.483 7.897 0.121 12.053 2.411 0.245 24.490 83_1 -- Open Sea Intergenic
chr1 146,267,244 2.32E-02 2.32E-02 0.764 76.423 0.871 87.117 0.125 12.539 2.508 0.080 7.971 1.594 0.107 10.694 84_1 -- Open Sea Intergenic
chr1 146,267,868 4.68E-02 6.03E-01 0.506 50.649 0.667 66.667 0.098 9.850 1.970 0.122 12.234 2.447 0.160 16.017 84_1 -- Open Sea Intergenic
chr1 146,426,068 6.28E-03 1.14E-03 0.225 22.500 0.568 56.757 0.161 16.070 3.214 0.280 27.969 5.594 0.343 34.257 85_1 TA Open Sea Intergenic
chr1 146,426,102 3.53E-03 1.14E-03 0.333 33.333 0.667 66.667 0.175 17.494 3.499 0.087 8.664 1.733 0.333 33.333 85_1 Check manually Open Sea Intergenic
chr1 146,966,050 2.64E-02 6.19E-03 0.316 31.579 0.494 49.398 0.181 18.143 3.629 0.140 14.034 2.807 0.178 17.819 86_1 TG Open Sea Intergenic
chr1 146,966,102 4.98E-02 6.19E-03 0.565 56.471 0.705 70.526 0.202 20.150 4.030 0.107 10.721 2.144 0.141 14.056 86_1 AG Open Sea Intergenic
chr1 148,602,198 1.87E-02 1.87E-02 0.684 68.421 0.807 80.702 0.313 31.279 6.256 0.111 11.090 2.218 0.123 12.281 87_1 -- Open Sea Intergenic
chr1 148,602,791 4.98E-02 3.57E-02 0.630 62.963 0.794 79.365 0.304 30.361 6.072 0.114 11.384 2.277 0.164 16.402 87_1 TT Open Sea Intergenic
chr1 160,862,779 2.85E-02 2.81E-03 0.782 78.226 0.659 65.926 0.146 14.646 2.929 0.091 9.150 1.830 -0.123 -12.300 88_1 -- Open Sea Intergenic
chr1 160,862,846 2.03E-02 2.81E-03 0.807 80.702 0.658 65.766 0.094 9.422 1.884 0.120 12.022 2.404 -0.149 -14.936 88_1 -- Open Sea Intergenic
chr1 161,559,288 1.45E-02 7.09E-04 0.250 25.000 0.475 47.541 0.139 13.862 2.772 0.148 14.804 2.961 0.225 22.541 89_1 -- Open Sea Intergenic
chr1 161,559,313 1.35E-02 7.09E-04 0.568 56.790 0.757 75.676 0.066 6.558 1.312 0.123 12.276 2.455 0.189 18.886 89_1 -- Open Sea Intergenic
chr1 161,559,321 2.48E-02 7.09E-04 0.500 50.000 0.667 66.667 0.059 5.871 1.174 0.134 13.443 2.689 0.167 16.667 89_1 -- Open Sea Intergenic
chr1 166,169,434 4.88E-02 4.03E-02 0.873 87.324 0.719 71.875 0.104 10.393 2.079 0.346 34.631 6.926 -0.154 -15.449 90_1 -- Open Sea Intergenic
chr1 166,169,474 2.22E-02 1.06E-01 0.742 74.194 0.861 86.087 0.123 12.334 2.467 0.089 8.868 1.774 0.119 11.893 90_1 ag Open Sea Intergenic
chr1 173,634,291 2.51E-02 2.75E-01 0.904 90.385 0.717 71.739 0.418 41.758 8.352 0.166 16.557 3.311 -0.186 -18.645 91_1 TT Open Sea Intergenic
chr1 173,634,581 2.70E-02 1.59E-01 0.640 64.000 0.404 40.385 0.233 23.265 4.653 0.068 6.846 1.369 -0.236 -23.615 91_1 tt Open Sea Intergenic
chr1 173,803,247 4.24E-02 1.80E-02 0.296 29.630 0.577 57.692 0.333 33.305 6.661 0.134 13.391 2.678 0.281 28.063 92_1 -- Open Sea Intergenic
chr1 173,803,315 4.80E-02 8.86E-03 0.375 37.500 0.667 66.667 0.352 35.246 7.049 0.196 19.636 3.927 0.292 29.167 92_1 -- Open Sea Intergenic



chr1 174,110,930 2.70E-02 3.51E-03 0.556 55.556 0.771 77.083 0.105 10.543 2.109 0.131 13.084 2.617 0.215 21.528 93_1 AA Open Sea Intergenic
chr1 174,110,998 2.71E-02 3.51E-03 0.658 65.789 0.893 89.286 0.108 10.761 2.152 0.207 20.736 4.147 0.235 23.496 93_1 CA Open Sea Intergenic
chr1 185,031,331 2.78E-02 4.74E-03 0.655 65.455 0.824 82.432 0.320 32.024 6.405 0.079 7.872 1.574 0.170 16.978 94_1 -- CpG Island Intergenic
chr1 185,031,333 1.89E-02 4.74E-03 0.473 47.273 0.681 68.116 0.096 9.620 1.924 0.055 5.537 1.107 0.208 20.843 94_1 -- CpG Island Intergenic
chr1 185,031,335 4.77E-02 2.69E-03 0.600 60.000 0.764 76.389 0.287 28.653 5.731 0.089 8.949 1.790 0.164 16.389 94_1 -- CpG Island Intergenic
chr1 185,031,347 3.30E-02 2.69E-03 0.679 67.857 0.841 84.058 0.332 33.249 6.650 0.054 5.364 1.073 0.162 16.201 94_1 -- CpG Island Intergenic
chr1 185,031,361 8.69E-03 1.61E-03 0.586 58.621 0.838 83.824 0.300 30.032 6.006 0.128 12.775 2.555 0.252 25.203 94_1 -- CpG Island Intergenic
chr1 185,031,365 1.31E-02 1.61E-03 0.611 61.111 0.829 82.857 0.304 30.383 6.077 0.122 12.233 2.447 0.217 21.746 94_1 -- CpG Island Intergenic
chr1 185,031,397 1.09E-02 2.62E-04 0.610 61.017 0.826 82.609 0.204 20.390 4.078 0.081 8.112 1.622 0.216 21.592 94_1 -- CpG Island Intergenic
chr1 185,031,399 2.67E-02 2.62E-04 0.600 60.000 0.822 82.192 0.254 25.414 5.083 0.098 9.849 1.970 0.222 22.192 94_1 -- CpG Island Intergenic
chr1 185,031,401 4.95E-02 2.47E-04 0.534 53.448 0.746 74.648 0.245 24.504 4.901 0.196 19.555 3.911 0.212 21.200 94_1 -- CpG Island Intergenic
chr1 185,031,403 2.37E-02 2.47E-04 0.526 52.632 0.738 73.846 0.264 26.437 5.287 0.065 6.463 1.293 0.212 21.215 94_1 -- CpG Island Intergenic
chr1 185,438,378 1.33E-03 2.46E-01 0.783 78.261 0.292 29.167 0.201 20.125 4.025 0.195 19.525 3.905 -0.491 -49.094 95_1 Check manually Open Sea Intergenic
chr1 185,438,690 3.96E-02 6.90E-01 0.611 61.111 0.789 78.873 0.292 29.154 5.831 0.131 13.141 2.628 0.178 17.762 95_1 ca Open Sea Intergenic
chr1 188,257,223 2.16E-02 1.07E-06 0.297 29.670 0.465 46.512 0.137 13.723 2.745 0.156 15.564 3.113 0.168 16.841 96_1 TG Open Sea Intergenic
chr1 188,257,241 1.44E-03 1.07E-06 0.299 29.870 0.579 57.895 0.150 15.020 3.004 0.141 14.076 2.815 0.280 28.025 96_1 -- Open Sea Intergenic
chr1 188,257,246 2.62E-03 1.07E-06 0.282 28.169 0.543 54.286 0.164 16.378 3.276 0.144 14.369 2.874 0.261 26.117 96_1 TG Open Sea Intergenic
chr1 188,257,269 2.20E-02 3.32E-07 0.222 22.222 0.500 50.000 0.183 18.251 3.650 0.217 21.679 4.336 0.278 27.778 96_1 Check manually Open Sea Intergenic
chr1 189,989,836 3.62E-02 3.88E-03 0.733 73.333 0.457 45.714 0.299 29.869 5.974 0.146 14.567 2.913 -0.276 -27.619 97_1 TT Open Sea Intergenic
chr1 189,989,861 4.25E-02 2.30E-03 0.655 65.517 0.353 35.294 0.375 37.481 7.496 0.253 25.318 5.064 -0.302 -30.223 97_1 CA Open Sea Intergenic
chr1 192,902,746 1.02E-02 1.75E-04 0.138 13.793 0.441 44.118 0.137 13.704 2.741 0.242 24.196 4.839 0.303 30.325 98_1 Check manually Open Sea Intron 6/7 Syt14
chr1 192,902,782 3.07E-03 1.75E-04 0.154 15.385 0.528 52.778 0.164 16.394 3.279 0.251 25.149 5.030 0.374 37.393 98_1 Check manually Open Sea Intron 6/7 Syt14
chr1 193,244,181 4.84E-02 1.85E-01 0.620 62.000 0.800 80.000 0.205 20.467 4.093 0.084 8.353 1.671 0.180 18.000 99_1 AG Open Sea TSS 2000 Hsd11b1
chr1 193,244,181 4.84E-02 1.85E-01 0.620 62.000 0.800 80.000 0.205 20.467 4.093 0.084 8.353 1.671 0.180 18.000 99_1 AG Open Sea Intron 1/6 Hsd11b1
chr1 193,244,486 6.03E-03 8.20E-03 0.750 75.000 0.429 42.857 0.378 37.781 7.556 0.221 22.085 4.417 -0.321 -32.143 99_1 AA Open Sea TSS 2000 Hsd11b1
chr1 193,244,486 6.03E-03 8.20E-03 0.750 75.000 0.429 42.857 0.378 37.781 7.556 0.221 22.085 4.417 -0.321 -32.143 99_1 AA Open Sea Intron 1/6 Hsd11b1
chr1 193,244,504 4.02E-02 8.20E-03 0.385 38.462 0.680 68.000 0.121 12.106 2.421 0.338 33.794 6.759 0.295 29.538 99_1 Check manually Open Sea TSS 2000 Hsd11b1
chr1 193,244,504 4.02E-02 8.20E-03 0.385 38.462 0.680 68.000 0.121 12.106 2.421 0.338 33.794 6.759 0.295 29.538 99_1 Check manually Open Sea Intron 1/6 Hsd11b1

chr10 4,778,184 1.19E-02 1.05E-01 0.667 66.667 0.333 33.333 0.184 18.394 3.679 0.333 33.341 6.668 -0.333 -33.333 100_10 TA Open Sea Intergenic
chr10 4,778,443 2.58E-02 1.76E-01 0.591 59.091 0.789 78.947 0.211 21.096 4.219 0.224 22.419 4.484 0.199 19.856 100_10 TA Open Sea Intergenic
chr10 7,912,801 2.73E-02 1.43E-01 0.212 21.212 0.481 48.148 0.130 13.047 2.609 0.168 16.802 3.360 0.269 26.936 101_10 Check manually Open Sea Intron 3/6 Tab2
chr10 7,912,801 2.73E-02 1.43E-01 0.212 21.212 0.481 48.148 0.130 13.047 2.609 0.168 16.802 3.360 0.269 26.936 101_10 Check manually Open Sea Intron 4/4 Tab2
chr10 7,912,810 1.15E-02 1.43E-01 0.344 34.375 0.679 67.857 0.171 17.124 3.425 0.247 24.721 4.944 0.335 33.482 101_10 CT Open Sea Intron 3/6 Tab2
chr10 7,912,810 1.15E-02 1.43E-01 0.344 34.375 0.679 67.857 0.171 17.124 3.425 0.247 24.721 4.944 0.335 33.482 101_10 CT Open Sea Intron 4/4 Tab2
chr10 10,603,885 3.02E-02 3.87E-04 0.500 50.000 0.756 75.610 0.299 29.916 5.983 0.143 14.251 2.850 0.256 25.610 102_10 TA Open Sea Intergenic
chr10 10,603,888 1.23E-02 3.87E-04 0.382 38.235 0.683 68.293 0.205 20.523 4.105 0.343 34.297 6.859 0.301 30.057 102_10 Check manually Open Sea Intergenic
chr10 10,603,997 2.72E-02 1.04E-02 0.552 55.172 0.795 79.545 0.312 31.160 6.232 0.032 3.205 0.641 0.244 24.373 102_10 -- Open Sea Intergenic
chr10 10,654,609 3.16E-02 1.16E-02 0.679 67.949 0.822 82.222 0.312 31.179 6.236 0.108 10.795 2.159 0.143 14.274 103_10 Check manually Open Sea Intergenic
chr10 10,654,703 1.03E-02 1.69E-03 0.290 29.000 0.479 47.899 0.333 33.340 6.668 0.130 12.962 2.592 0.189 18.899 103_10 ta Open Sea Intergenic
chr10 11,037,137 3.04E-03 1.16E-01 0.500 50.000 0.833 83.333 0.159 15.882 3.176 0.098 9.769 1.954 0.333 33.333 104_10 -- Open Sea Intergenic
chr10 11,037,505 3.12E-02 1.29E-01 0.900 90.000 0.686 68.571 0.085 8.539 1.708 0.204 20.435 4.087 -0.214 -21.429 104_10 AG Open Sea Intergenic
chr10 11,953,622 2.43E-02 3.50E-02 0.868 86.792 0.661 66.102 0.418 41.804 8.361 0.090 8.975 1.795 -0.207 -20.691 105_10 -- Open Sea Intergenic
chr10 11,953,684 3.66E-02 3.50E-02 0.854 85.366 0.634 63.415 0.184 18.353 3.671 0.376 37.564 7.513 -0.220 -21.951 105_10 -- Open Sea Intergenic
chr10 14,816,708 1.75E-02 5.92E-04 0.744 74.419 0.471 47.059 0.390 38.954 7.791 0.136 13.608 2.722 -0.274 -27.360 106_10 -- Open Sea Intergenic
chr10 14,816,840 6.24E-03 5.92E-04 0.213 21.333 0.418 41.772 0.098 9.827 1.965 0.136 13.622 2.724 0.204 20.439 106_10 AA Open Sea Intergenic
chr10 16,647,737 4.49E-02 1.89E-01 0.690 68.966 0.417 41.667 0.204 20.375 4.075 0.380 38.021 7.604 -0.273 -27.299 107_10 -- Open Sea Intergenic
chr10 16,648,544 3.37E-02 4.83E-03 0.731 73.077 0.595 59.483 0.165 16.507 3.301 0.097 9.746 1.949 -0.136 -13.594 107_10 -- Open Sea Intergenic
chr10 18,917,498 2.29E-02 4.45E-04 0.422 42.188 0.232 23.188 0.217 21.717 4.343 0.152 15.181 3.036 -0.190 -18.999 108_10 C- Open Sea Intergenic
chr10 18,917,502 2.19E-02 4.45E-04 0.547 54.688 0.323 32.308 0.321 32.130 6.426 0.058 5.832 1.166 -0.224 -22.380 108_10 CA Open Sea Intergenic
chr10 20,286,828 1.64E-02 5.27E-04 0.172 17.241 0.457 45.714 0.126 12.636 2.527 0.147 14.672 2.934 0.285 28.473 109_10 -- Open Sea Intergenic
chr10 20,286,860 3.78E-02 2.05E-02 0.160 16.000 0.528 52.778 0.273 27.274 5.455 0.192 19.185 3.837 0.368 36.778 109_10 -- Open Sea Intergenic
chr10 22,639,216 2.36E-02 9.49E-02 0.677 67.742 0.889 88.889 0.184 18.426 3.685 0.138 13.766 2.753 0.211 21.147 110_10 -- Open Sea Intergenic
chr10 22,639,585 3.10E-02 8.31E-02 0.756 75.556 0.897 89.655 0.143 14.280 2.856 0.032 3.153 0.631 0.141 14.100 110_10 -- Open Sea Intergenic
chr10 26,664,702 1.02E-02 1.42E-03 0.465 46.512 0.771 77.143 0.262 26.151 5.230 0.183 18.325 3.665 0.306 30.631 111_10 -- Open Sea Intergenic
chr10 26,664,714 1.96E-02 1.42E-03 0.419 41.860 0.694 69.444 0.195 19.532 3.906 0.241 24.114 4.823 0.276 27.584 111_10 -- Open Sea Intergenic
chr10 28,703,996 2.92E-02 3.28E-01 0.618 61.765 0.837 83.721 0.176 17.589 3.518 0.140 14.000 2.800 0.220 21.956 112_10 Check manually Open Sea Intergenic
chr10 28,704,369 2.71E-02 1.96E-01 0.629 62.857 0.857 85.714 0.211 21.136 4.227 0.193 19.334 3.867 0.229 22.857 112_10 tg Open Sea Intergenic
chr10 33,300,870 2.00E-02 3.25E-01 0.625 62.500 0.853 85.294 0.145 14.536 2.907 0.163 16.334 3.267 0.228 22.794 113_10 CA Open Sea Intergenic
chr10 33,301,312 4.86E-02 4.74E-01 0.161 16.129 0.420 42.000 0.149 14.879 2.976 0.266 26.562 5.312 0.259 25.871 113_10 GC Open Sea Intergenic
chr10 33,350,768 1.98E-02 3.35E-03 0.444 44.444 0.605 60.484 0.100 10.001 2.000 0.115 11.460 2.292 0.160 16.039 114_10 -- Open Sea Intergenic
chr10 33,350,863 2.78E-02 2.09E-03 0.728 72.789 0.835 83.544 0.082 8.225 1.645 0.049 4.933 0.987 0.108 10.755 114_10 -- Open Sea Intergenic
chr10 35,962,781 3.65E-02 6.76E-03 0.406 40.625 0.714 71.429 0.203 20.254 4.051 0.224 22.361 4.472 0.308 30.804 115_10 -- Open Sea Intergenic
chr10 35,962,884 4.27E-02 6.76E-03 0.576 57.576 0.833 83.333 0.336 33.611 6.722 0.162 16.165 3.233 0.258 25.758 115_10 -- Open Sea Intergenic
chr10 37,915,012 4.93E-03 1.32E-04 0.897 89.744 0.525 52.500 0.074 7.360 1.472 0.320 32.046 6.409 -0.372 -37.244 116_10 -- Open Sea Intergenic
chr10 37,915,041 3.63E-03 1.32E-04 0.830 82.979 0.519 51.923 0.096 9.618 1.924 0.239 23.875 4.775 -0.311 -31.056 116_10 -- Open Sea Intergenic
chr10 38,024,811 1.49E-02 1.31E-02 0.875 87.500 0.581 58.065 0.206 20.563 4.113 0.182 18.166 3.633 -0.294 -29.435 117_10 -- Open Sea Intergenic
chr10 38,024,945 3.98E-03 7.20E-04 0.849 84.906 0.587 58.730 0.091 9.125 1.825 0.155 15.494 3.099 -0.262 -26.176 117_10 -- Open Sea Intergenic
chr10 44,380,657 8.39E-03 5.96E-06 0.793 79.310 0.474 47.368 0.198 19.805 3.961 0.247 24.673 4.935 -0.319 -31.942 118_10 CG Open Sea Intergenic
chr10 44,380,677 2.87E-02 6.27E-06 0.774 77.419 0.513 51.282 0.280 27.971 5.594 0.260 25.988 5.198 -0.261 -26.137 118_10 CG nearby Open Sea Intergenic
chr10 44,508,158 4.31E-02 9.31E-03 0.222 22.222 0.469 46.875 0.374 37.444 7.489 0.194 19.397 3.879 0.247 24.653 119_10 ct Open Sea Intergenic
chr10 44,508,196 4.80E-02 9.49E-03 0.469 46.875 0.714 71.429 0.301 30.148 6.030 0.177 17.693 3.539 0.246 24.554 119_10 aa Open Sea Intergenic
chr10 47,287,175 3.65E-02 2.51E-02 0.628 62.791 0.829 82.927 0.295 29.539 5.908 0.149 14.888 2.978 0.201 20.136 120_10 Check manually Open Sea Intergenic
chr10 47,287,779 4.67E-02 4.67E-02 0.649 64.912 0.810 80.952 0.055 5.512 1.102 0.037 3.713 0.743 0.160 16.040 120_10 ca Open Sea Intergenic
chr10 49,796,316 3.20E-04 1.47E-07 0.242 24.242 0.818 81.818 0.207 20.736 4.147 0.086 8.556 1.711 0.576 57.576 121_10 GG Open Sea Intergenic
chr10 49,796,328 2.40E-04 1.47E-07 0.216 21.622 0.750 75.000 0.180 18.020 3.604 0.116 11.576 2.315 0.534 53.378 121_10 TG Open Sea Intergenic
chr10 49,796,418 9.61E-03 1.17E-07 0.311 31.111 0.625 62.500 0.366 36.612 7.322 0.109 10.856 2.171 0.314 31.389 121_10 CC Open Sea Intergenic
chr10 52,928,981 2.94E-02 5.98E-02 0.806 80.645 0.538 53.846 0.121 12.121 2.424 0.137 13.744 2.749 -0.268 -26.799 122_10 -- Open Sea Intron 1/7 Slc35f1
chr10 52,929,078 3.51E-02 5.98E-02 0.762 76.190 0.478 47.826 0.171 17.051 3.410 0.309 30.892 6.178 -0.284 -28.364 122_10 -- Open Sea Intron 1/7 Slc35f1
chr10 57,741,519 2.60E-03 7.19E-02 0.741 74.138 0.433 43.333 0.183 18.287 3.657 0.134 13.439 2.688 -0.308 -30.805 123_10 -- Open Sea Intergenic
chr10 57,742,305 3.71E-02 7.67E-02 0.688 68.817 0.811 81.148 0.173 17.303 3.461 0.060 5.974 1.195 0.123 12.330 123_10 TT Open Sea Intergenic
chr10 59,265,652 4.17E-02 4.36E-04 0.804 80.412 0.673 67.347 0.104 10.386 2.077 0.106 10.571 2.114 -0.131 -13.065 124_10 -- Open Sea Intergenic
chr10 59,265,665 1.24E-02 1.06E-04 0.818 81.818 0.616 61.628 0.114 11.430 2.286 0.189 18.887 3.777 -0.202 -20.190 124_10 -- Open Sea Intergenic
chr10 62,051,514 4.08E-03 2.11E-03 0.204 20.370 0.511 51.111 0.129 12.945 2.589 0.265 26.455 5.291 0.307 30.741 125_10 -- Open Sea Intergenic
chr10 62,051,537 1.62E-02 2.11E-03 0.159 15.909 0.400 40.000 0.118 11.773 2.355 0.211 21.120 4.224 0.241 24.091 125_10 -- Open Sea Intergenic
chr10 65,322,232 3.59E-02 1.84E-03 0.600 60.000 0.810 80.952 0.209 20.909 4.182 0.124 12.447 2.489 0.210 20.952 126_10 -- Open Sea Intergenic
chr10 65,322,355 2.31E-02 1.84E-03 0.289 28.947 0.600 60.000 0.167 16.707 3.341 0.278 27.849 5.570 0.311 31.053 126_10 -- Open Sea Intergenic
chr10 72,824,911 3.72E-03 1.67E-01 0.743 74.286 0.360 36.000 0.140 13.966 2.793 0.120 12.044 2.409 -0.383 -38.286 127_10 -- Open Sea Intergenic
chr10 72,825,261 3.62E-02 6.35E-01 0.370 37.037 0.658 65.789 0.285 28.524 5.705 0.177 17.737 3.547 0.288 28.752 127_10 -- Open Sea Intergenic
chr10 73,847,329 3.02E-02 1.70E-02 0.775 77.477 0.642 64.151 0.133 13.321 2.664 0.063 6.324 1.265 -0.133 -13.327 128_10 CA Open Sea Intron 1/34 Pcdh15
chr10 73,847,440 3.95E-02 5.32E-03 0.879 87.850 0.776 77.600 0.040 4.007 0.801 0.067 6.670 1.334 -0.103 -10.250 128_10 AG Open Sea Intron 1/34 Pcdh15
chr10 74,911,129 8.68E-03 1.11E-01 0.627 62.667 0.812 81.176 0.179 17.872 3.574 0.107 10.706 2.141 0.185 18.510 129_10 -- Open Sea Intergenic
chr10 74,912,048 3.54E-02 3.54E-02 0.500 50.000 0.810 80.952 0.280 28.013 5.603 0.418 41.826 8.365 0.310 30.952 129_10 GA Open Sea Intergenic
chr10 76,865,684 2.59E-02 4.40E-02 0.515 51.515 0.800 80.000 0.271 27.067 5.413 0.240 24.023 4.805 0.285 28.485 130_10 Check manually Open Sea Intron 2/15 Pcbp3
chr10 76,865,684 2.59E-02 4.40E-02 0.515 51.515 0.800 80.000 0.271 27.067 5.413 0.240 24.023 4.805 0.285 28.485 130_10 Check manually Open Sea Intron 2/18 Pcbp3
chr10 76,865,684 2.59E-02 4.40E-02 0.515 51.515 0.800 80.000 0.271 27.067 5.413 0.240 24.023 4.805 0.285 28.485 130_10 Check manually Open Sea Intron 2/7 Pcbp3
chr10 76,866,668 2.65E-02 1.78E-01 0.879 87.879 0.619 61.905 0.077 7.674 1.535 0.327 32.750 6.550 -0.260 -25.974 130_10 Check manually Open Sea Intron 2/15 Pcbp3
chr10 76,866,668 2.65E-02 1.78E-01 0.879 87.879 0.619 61.905 0.077 7.674 1.535 0.327 32.750 6.550 -0.260 -25.974 130_10 Check manually Open Sea Intron 2/18 Pcbp3
chr10 76,866,668 2.65E-02 1.78E-01 0.879 87.879 0.619 61.905 0.077 7.674 1.535 0.327 32.750 6.550 -0.260 -25.974 130_10 Check manually Open Sea Intron 2/7 Pcbp3
chr10 79,330,250 1.95E-02 4.72E-01 0.500 50.000 0.813 81.250 0.213 21.255 4.251 0.205 20.514 4.103 0.313 31.250 131_10 -- Open Sea Intergenic
chr10 79,330,698 2.63E-02 1.15E-01 0.848 84.848 0.606 60.606 0.124 12.400 2.480 0.217 21.731 4.346 -0.242 -24.242 131_10 -- Open Sea Intergenic
chr10 79,330,743 9.32E-03 1.15E-01 0.550 55.000 0.829 82.927 0.172 17.219 3.444 0.105 10.490 2.098 0.279 27.927 131_10 -- Open Sea Intergenic
chr10 87,444,242 1.37E-02 1.99E-01 0.645 64.474 0.420 41.975 0.166 16.622 3.324 0.211 21.131 4.226 -0.225 -22.498 132_10 CG nearby Open Sea Intergenic
chr10 87,444,250 2.23E-02 1.99E-01 0.667 66.667 0.481 48.148 0.211 21.073 4.215 0.154 15.449 3.090 -0.185 -18.519 132_10 CG nearby Open Sea Intergenic
chr10 88,042,625 4.08E-03 2.69E-02 0.289 28.947 0.636 63.636 0.086 8.642 1.728 0.085 8.497 1.699 0.347 34.689 133_10 -- Open Sea Intergenic
chr10 88,043,571 4.54E-02 4.54E-02 0.782 78.205 0.595 59.494 0.150 15.045 3.009 0.134 13.395 2.679 -0.187 -18.711 133_10 -- Open Sea Intergenic
chr10 88,580,108 1.78E-02 1.55E-02 0.489 48.936 0.744 74.359 0.152 15.230 3.046 0.049 4.950 0.990 0.254 25.423 134_10 aa Open Sea Intergenic
chr10 88,580,421 2.58E-02 7.68E-02 0.621 62.069 0.854 85.366 0.235 23.534 4.707 0.097 9.725 1.945 0.233 23.297 134_10 CA Open Sea Intergenic
chr10 88,957,266 3.15E-02 2.38E-01 0.662 66.216 0.852 85.246 0.330 33.019 6.604 0.104 10.443 2.089 0.190 19.030 135_10 -- Open Sea Intergenic
chr10 88,957,761 3.76E-02 4.39E-01 0.500 50.000 0.769 76.923 0.309 30.881 6.176 0.184 18.355 3.671 0.269 26.923 135_10 tg Open Sea Intergenic



chr10 90,737,668 2.53E-02 3.57E-02 0.167 16.667 0.365 36.538 0.137 13.670 2.734 0.180 17.956 3.591 0.199 19.872 136_10 -- Open Sea Intergenic
chr10 90,738,353 8.58E-03 4.25E-01 0.146 14.583 0.312 31.183 0.109 10.864 2.173 0.081 8.137 1.627 0.166 16.599 136_10 -- Open Sea Intergenic
chr10 92,240,079 3.13E-02 2.14E-01 0.330 33.028 0.475 47.458 0.122 12.244 2.449 0.123 12.314 2.463 0.144 14.430 137_10 CG Open Sea Intergenic
chr10 92,240,213 4.61E-02 4.81E-02 0.438 43.750 0.698 69.767 0.346 34.626 6.925 0.155 15.500 3.100 0.260 26.017 137_10 CG Open Sea Intergenic
chr10 94,822,131 3.98E-02 1.92E-04 0.375 37.500 0.647 64.706 0.250 24.972 4.994 0.195 19.453 3.891 0.272 27.206 138_10 CG nearby Open Sea Intron 21/30 Plxnc1
chr10 94,822,140 3.17E-02 1.92E-04 0.375 37.500 0.667 66.667 0.208 20.815 4.163 0.310 30.998 6.200 0.292 29.167 138_10 CG Open Sea Intron 21/30 Plxnc1
chr10 94,822,163 2.78E-03 2.07E-04 0.400 40.000 0.833 83.333 0.233 23.286 4.657 0.195 19.546 3.909 0.433 43.333 138_10 CG Open Sea Intron 21/30 Plxnc1
chr10 94,871,725 1.60E-02 3.30E-02 0.455 45.455 0.662 66.176 0.137 13.712 2.742 0.102 10.203 2.041 0.207 20.722 139_10 tg Open Sea Intron 5/30 Plxnc1
chr10 94,871,729 8.18E-03 3.30E-02 0.494 49.351 0.723 72.308 0.155 15.505 3.101 0.056 5.622 1.124 0.230 22.957 139_10 tg Open Sea Intron 5/30 Plxnc1
chr10 98,135,919 8.76E-03 1.37E-02 0.503 50.314 0.656 65.574 0.136 13.649 2.730 0.079 7.901 1.580 0.153 15.259 140_10 -- Open Sea Intergenic
chr10 98,136,106 2.79E-02 1.94E-02 0.420 42.000 0.644 64.444 0.197 19.717 3.943 0.117 11.706 2.341 0.224 22.444 140_10 CG Open Sea Intergenic
chr10 99,247,071 2.69E-02 1.42E-02 0.594 59.375 0.833 83.333 0.102 10.225 2.045 0.120 12.043 2.409 0.240 23.958 141_10 CG nearby Open Sea Intergenic
chr10 99,247,111 4.29E-02 2.86E-02 0.700 70.000 0.884 88.372 0.182 18.222 3.644 0.112 11.180 2.236 0.184 18.372 141_10 CT Open Sea Intergenic
chr10 99,247,961 4.16E-02 3.85E-02 0.647 64.706 0.875 87.500 0.244 24.370 4.874 0.098 9.782 1.956 0.228 22.794 141_10 -- Open Sea Intergenic
chr10 99,849,407 2.89E-02 1.28E-01 0.845 84.507 0.700 70.000 0.114 11.409 2.282 0.156 15.613 3.123 -0.145 -14.507 142_10 Check manually Open Sea Intergenic
chr10 99,850,380 2.27E-02 1.45E-01 0.582 58.209 0.779 77.895 0.300 30.030 6.006 0.139 13.898 2.780 0.197 19.686 142_10 Check manually Open Sea Intergenic
chr10 101,762,073 4.93E-02 3.67E-03 0.578 57.831 0.410 41.000 0.210 21.012 4.202 0.108 10.817 2.163 -0.168 -16.831 143_10 -- Open Sea Intergenic
chr10 101,762,202 4.35E-02 3.67E-03 0.681 68.116 0.831 83.077 0.164 16.357 3.271 0.083 8.332 1.666 0.150 14.961 143_10 -- Open Sea Intergenic
chr10 102,677,505 3.81E-02 1.79E-01 0.460 46.043 0.582 58.170 0.073 7.333 1.467 0.088 8.752 1.750 0.121 12.127 144_10 ag Open Sea Intergenic
chr10 102,678,184 2.28E-02 8.49E-01 0.600 60.000 0.875 87.500 0.222 22.223 4.445 0.207 20.750 4.150 0.275 27.500 144_10 CA Open Sea Intergenic
chr10 103,731,390 1.78E-02 6.64E-05 0.186 18.644 0.372 37.179 0.125 12.513 2.503 0.155 15.457 3.091 0.185 18.535 145_10 CA Open Sea Intergenic
chr10 103,731,427 3.43E-04 6.64E-05 0.129 12.903 0.434 43.373 0.084 8.367 1.673 0.116 11.561 2.312 0.305 30.470 145_10 CG nearby Open Sea Intergenic
chr10 104,011,999 1.18E-02 1.45E-01 0.467 46.667 0.763 76.316 0.283 28.300 5.660 0.125 12.506 2.501 0.296 29.649 146_10 -- Open Sea Intergenic
chr10 104,012,376 5.00E-02 3.56E-01 0.855 85.455 0.702 70.175 0.105 10.509 2.102 0.158 15.831 3.166 -0.153 -15.279 146_10 -- Open Sea Intergenic
chr10 106,368,956 3.05E-02 2.98E-01 0.862 86.207 0.692 69.231 0.069 6.944 1.389 0.170 17.050 3.410 -0.170 -16.976 147_10 -- Open Sea Intergenic
chr10 106,369,699 2.87E-02 1.70E-01 0.769 76.923 0.558 55.814 0.128 12.845 2.569 0.159 15.912 3.182 -0.211 -21.109 147_10 -- Open Sea Intergenic
chr10 106,497,444 1.65E-02 9.47E-03 0.791 79.070 0.514 51.429 0.166 16.600 3.320 0.186 18.614 3.723 -0.276 -27.641 148_10 -- Open Sea Intergenic
chr10 106,497,764 1.39E-02 3.04E-01 0.721 72.093 0.856 85.616 0.112 11.159 2.232 0.134 13.445 2.689 0.135 13.523 148_10 -- Open Sea Intergenic
chr10 107,128,146 2.88E-02 3.03E-01 0.903 90.323 0.667 66.667 0.088 8.768 1.754 0.264 26.406 5.281 -0.237 -23.656 149_10 CA Open Sea Intergenic
chr10 107,128,594 3.00E-02 1.35E-01 0.852 85.185 0.560 56.000 0.097 9.658 1.932 0.392 39.186 7.837 -0.292 -29.185 149_10 -- Open Sea Intergenic
chr10 108,232,178 4.61E-02 1.16E-01 0.667 66.667 0.868 86.842 0.168 16.754 3.351 0.100 10.000 2.000 0.202 20.175 150_10 TT Open Sea Intron 4/25 Ppp1r12a
chr10 108,232,178 4.61E-02 1.16E-01 0.667 66.667 0.868 86.842 0.168 16.754 3.351 0.100 10.000 2.000 0.202 20.175 150_10 TT Open Sea Intron 4/24 Ppp1r12a
chr10 108,232,231 3.60E-02 1.11E-01 0.765 76.471 0.917 91.667 0.132 13.233 2.647 0.104 10.393 2.079 0.152 15.196 150_10 AG Open Sea Intron 4/25 Ppp1r12a
chr10 108,232,231 3.60E-02 1.11E-01 0.765 76.471 0.917 91.667 0.132 13.233 2.647 0.104 10.393 2.079 0.152 15.196 150_10 AG Open Sea Intron 4/24 Ppp1r12a
chr10 108,903,046 1.06E-02 1.17E-01 0.579 57.895 0.870 86.957 0.239 23.898 4.780 0.126 12.638 2.528 0.291 29.062 151_10 tc Open Sea Intron 1/10 Syt1
chr10 108,903,248 4.99E-02 2.98E-01 0.500 50.000 0.759 75.862 0.240 24.024 4.805 0.223 22.342 4.468 0.259 25.862 151_10 Check manually Open Sea Intron 1/10 Syt1
chr10 109,092,253 1.98E-02 1.98E-02 0.900 90.000 0.730 73.016 0.079 7.903 1.581 0.119 11.944 2.389 -0.170 -16.984 152_10 -a Open Sea Intergenic
chr10 109,092,473 2.40E-03 2.72E-01 0.375 37.500 0.815 81.481 0.297 29.651 5.930 0.104 10.429 2.086 0.440 43.981 152_10 tg Open Sea Intergenic
chr10 109,115,906 2.63E-02 3.39E-03 0.653 65.306 0.847 84.746 0.179 17.902 3.580 0.129 12.940 2.588 0.194 19.440 153_10 -- Open Sea Intergenic
chr10 109,115,965 2.63E-02 3.39E-03 0.473 47.273 0.741 74.138 0.295 29.529 5.906 0.121 12.132 2.426 0.269 26.865 153_10 -- Open Sea Intergenic
chr10 111,763,172 4.49E-02 7.98E-06 0.696 69.565 0.863 86.275 0.202 20.191 4.038 0.104 10.377 2.075 0.167 16.709 154_10 -- Open Sea Intergenic
chr10 111,763,292 3.20E-02 1.84E-06 0.245 24.528 0.439 43.860 0.141 14.064 2.813 0.123 12.285 2.457 0.193 19.331 154_10 -- Open Sea Intergenic
chr10 111,763,295 1.11E-02 1.46E-07 0.192 19.231 0.414 41.379 0.099 9.900 1.980 0.127 12.694 2.539 0.221 22.149 154_10 -- Open Sea Intergenic
chr10 111,763,324 7.92E-03 1.46E-07 0.196 19.565 0.444 44.444 0.116 11.643 2.329 0.147 14.724 2.945 0.249 24.879 154_10 -- Open Sea Intergenic
chr10 111,763,340 2.07E-02 1.46E-07 0.357 35.714 0.647 64.706 0.221 22.080 4.416 0.264 26.369 5.274 0.290 28.992 154_10 -- Open Sea Intergenic
chr10 112,527,819 3.81E-02 3.02E-02 0.677 67.742 0.407 40.741 0.222 22.180 4.436 0.099 9.924 1.985 -0.270 -27.001 155_10 -- Open Sea Intergenic
chr10 112,528,226 3.66E-02 3.66E-02 0.672 67.213 0.864 86.364 0.185 18.534 3.707 0.087 8.689 1.738 0.192 19.151 155_10 -- Open Sea Intergenic
chr10 112,703,980 4.94E-02 3.93E-02 0.429 42.857 0.720 72.000 0.314 31.403 6.281 0.212 21.213 4.243 0.291 29.143 156_10 -- Open Sea Intergenic
chr10 112,704,170 1.84E-02 3.04E-02 0.486 48.571 0.778 77.778 0.141 14.082 2.816 0.244 24.370 4.874 0.292 29.206 156_10 -- Open Sea Intergenic
chr10 112,731,987 6.82E-03 1.73E-05 0.278 27.778 0.523 52.308 0.144 14.433 2.887 0.114 11.351 2.270 0.245 24.530 157_10 GG Open Sea Intergenic
chr10 112,732,018 2.32E-04 9.92E-06 0.105 10.526 0.462 46.154 0.183 18.326 3.665 0.043 4.260 0.852 0.356 35.628 157_10 TG Open Sea Intergenic
chr10 112,768,467 2.27E-02 8.77E-04 0.421 42.105 0.149 14.894 0.241 24.128 4.826 0.079 7.857 1.571 -0.272 -27.212 158_10 -- Open Sea Intergenic
chr10 112,768,548 8.35E-03 8.77E-04 0.842 84.211 0.548 54.839 0.095 9.531 1.906 0.240 23.965 4.793 -0.294 -29.372 158_10 -- Open Sea Intergenic
chr10 112,985,397 2.95E-02 2.84E-02 0.794 79.412 0.565 56.522 0.151 15.081 3.016 0.130 13.033 2.607 -0.229 -22.890 159_10 TC Open Sea Intergenic
chr10 112,985,533 3.95E-02 2.84E-02 0.714 71.429 0.919 91.892 0.206 20.578 4.116 0.089 8.879 1.776 0.205 20.463 159_10 TA Open Sea Intergenic
chr10 113,034,217 3.83E-02 8.89E-04 0.185 18.519 0.543 54.286 0.388 38.763 7.753 0.249 24.929 4.986 0.358 35.767 160_10 -- Open Sea Intergenic
chr10 113,034,242 1.11E-02 8.89E-04 0.179 17.949 0.457 45.714 0.123 12.338 2.468 0.227 22.749 4.550 0.278 27.766 160_10 ag Open Sea Intergenic
chr10 113,034,278 1.99E-02 8.89E-04 0.318 31.818 0.618 61.765 0.128 12.790 2.558 0.190 18.966 3.793 0.299 29.947 160_10 ca Open Sea Intergenic
chr10 113,322,487 1.36E-02 2.60E-01 0.316 31.579 0.538 53.846 0.333 33.290 6.658 0.102 10.155 2.031 0.223 22.267 161_10 TG Open Sea Intergenic
chr10 113,322,808 4.52E-02 2.43E-02 0.462 46.154 0.235 23.529 0.263 26.320 5.264 0.124 12.395 2.479 -0.226 -22.624 161_10 -- Open Sea Intergenic
chr10 113,923,557 3.79E-02 5.05E-02 0.559 55.932 0.731 73.077 0.111 11.072 2.214 0.093 9.258 1.852 0.171 17.145 162_10 AT Open Sea Intergenic
chr10 113,924,505 3.51E-02 2.98E-01 0.697 69.697 0.895 89.474 0.166 16.567 3.313 0.125 12.488 2.498 0.198 19.777 162_10 CA Open Sea Intergenic
chr10 114,040,908 4.73E-02 4.53E-02 0.843 84.286 0.687 68.657 0.146 14.598 2.920 0.061 6.056 1.211 -0.156 -15.629 163_10 -- Open Sea Intergenic
chr10 114,041,149 9.68E-03 9.68E-03 0.465 46.512 0.627 62.687 0.078 7.805 1.561 0.073 7.323 1.465 0.162 16.175 163_10 -- Open Sea Intergenic
chr10 114,543,459 4.05E-02 4.37E-01 0.520 52.000 0.700 70.000 0.231 23.143 4.629 0.169 16.934 3.387 0.180 18.000 164_10 ca Open Sea Intergenic
chr10 114,544,320 3.66E-02 4.26E-01 0.922 92.188 0.800 80.000 0.198 19.803 3.961 0.094 9.412 1.882 -0.122 -12.188 164_10 Check manually Open Sea Intergenic
chr10 114,792,929 7.12E-03 1.75E-04 0.129 12.903 0.500 50.000 0.116 11.643 2.329 0.226 22.605 4.521 0.371 37.097 165_10 ct Open Sea Intergenic
chr10 114,792,962 1.38E-02 1.75E-04 0.143 14.286 0.520 52.000 0.424 42.375 8.475 0.140 14.025 2.805 0.377 37.714 165_10 CA Open Sea Intergenic
chr10 114,798,428 2.98E-02 6.12E-01 0.382 38.235 0.158 15.789 0.194 19.398 3.880 0.100 10.049 2.010 -0.224 -22.446 166_10 CT N Shelf Intergenic
chr10 114,798,588 2.14E-02 2.46E-01 0.545 54.545 0.194 19.444 0.362 36.218 7.244 0.146 14.590 2.918 -0.351 -35.101 166_10 TG N Shelf Intergenic
chr10 114,953,038 1.96E-02 6.48E-02 0.444 44.444 0.750 75.000 0.298 29.814 5.963 0.188 18.758 3.752 0.306 30.556 167_10 CG Open Sea Intergenic
chr10 114,953,062 3.24E-02 6.48E-02 0.222 22.222 0.560 56.000 0.156 15.587 3.117 0.391 39.058 7.812 0.338 33.778 167_10 TG Open Sea Intergenic
chr10 115,708,998 3.00E-02 2.08E-02 0.828 82.759 0.568 56.757 0.235 23.534 4.707 0.152 15.162 3.032 -0.260 -26.002 168_10 CA Open Sea Intergenic
chr10 115,709,083 2.49E-03 5.05E-03 0.887 88.710 0.675 67.470 0.121 12.147 2.429 0.056 5.617 1.123 -0.212 -21.240 168_10 TC Open Sea Intergenic
chr10 115,709,121 8.53E-03 1.94E-04 0.823 82.258 0.593 59.259 0.203 20.349 4.070 0.095 9.501 1.900 -0.230 -22.999 168_10 -G Open Sea Intergenic
chr10 115,709,138 4.60E-03 7.81E-05 0.783 78.333 0.526 52.632 0.153 15.322 3.064 0.068 6.819 1.364 -0.257 -25.702 168_10 tt Open Sea Intergenic
chr10 116,304,235 4.71E-02 3.28E-02 0.659 65.909 0.846 84.615 0.083 8.347 1.669 0.114 11.375 2.275 0.187 18.706 169_10 TG S Shelf Intron 2/31 Ptprb
chr10 116,304,343 3.36E-02 7.86E-02 0.825 82.456 0.606 60.606 0.106 10.627 2.125 0.201 20.071 4.014 -0.219 -21.850 169_10 Check manually S Shelf Intron 2/31 Ptprb
chr10 116,814,870 5.43E-03 1.90E-03 0.614 61.429 0.855 85.542 0.133 13.291 2.658 0.121 12.079 2.416 0.241 24.114 170_10 -- Open Sea Intergenic
chr10 116,814,880 9.87E-03 1.90E-03 0.324 32.353 0.549 54.878 0.098 9.847 1.969 0.113 11.266 2.253 0.225 22.525 170_10 -- Open Sea Intergenic
chr10 117,831,288 2.47E-02 1.54E-03 0.848 84.848 0.533 53.333 0.125 12.550 2.510 0.386 38.580 7.716 -0.315 -31.515 171_10 CT Open Sea Intron 1/7 Rap1b
chr10 117,831,309 5.61E-03 1.54E-03 0.806 80.556 0.484 48.387 0.086 8.582 1.716 0.253 25.276 5.055 -0.322 -32.168 171_10 CG Open Sea Intron 1/7 Rap1b
chr10 125,744,872 3.58E-02 5.12E-02 0.414 41.436 0.308 30.769 0.068 6.755 1.351 0.056 5.631 1.126 -0.107 -10.667 172_10 Check manually Open Sea Intergenic
chr10 125,744,882 2.56E-02 5.12E-02 0.587 58.721 0.448 44.828 0.268 26.812 5.362 0.107 10.748 2.150 -0.139 -13.893 172_10 Check manually Open Sea Intergenic
chr10 126,215,307 2.07E-03 2.07E-03 0.701 70.136 0.550 54.962 0.032 3.225 0.645 0.082 8.203 1.641 -0.152 -15.174 173_10 -- Open Sea Intergenic
chr10 126,215,668 1.86E-02 3.20E-01 0.694 69.444 0.855 85.526 0.116 11.583 2.317 0.092 9.227 1.845 0.161 16.082 173_10 -- Open Sea Intergenic
chr10 129,124,523 4.36E-02 5.19E-01 0.812 81.176 0.678 67.816 0.088 8.790 1.758 0.080 7.973 1.595 -0.134 -13.360 174_10 -- Open Sea Intergenic
chr10 129,125,293 2.53E-02 2.53E-02 0.741 74.074 0.896 89.552 0.139 13.920 2.784 0.084 8.447 1.689 0.155 15.478 174_10 -- Open Sea Intergenic
chr11 3,121,196 1.20E-02 6.80E-02 0.778 77.778 0.525 52.500 0.136 13.583 2.717 0.191 19.051 3.810 -0.253 -25.278 175_11 -- N Shelf Intergenic
chr11 3,121,247 2.35E-02 6.80E-02 0.500 50.000 0.717 71.698 0.066 6.628 1.326 0.220 21.961 4.392 0.217 21.698 175_11 -- N Shelf Intergenic
chr11 3,133,850 1.94E-02 7.53E-03 0.736 73.649 0.605 60.465 0.023 2.348 0.470 0.063 6.317 1.263 -0.132 -13.184 176_11 ta Open Sea Intron 28/31 Sfi1
chr11 3,133,850 1.94E-02 7.53E-03 0.736 73.649 0.605 60.465 0.023 2.348 0.470 0.063 6.317 1.263 -0.132 -13.184 176_11 ta Open Sea Intron 29/32 Sfi1
chr11 3,133,850 1.94E-02 7.53E-03 0.736 73.649 0.605 60.465 0.023 2.348 0.470 0.063 6.317 1.263 -0.132 -13.184 176_11 ta Open Sea Intron 8/9 Sfi1
chr11 3,133,850 1.94E-02 7.53E-03 0.736 73.649 0.605 60.465 0.023 2.348 0.470 0.063 6.317 1.263 -0.132 -13.184 176_11 ta Open Sea Exon 3/4 Sfi1
chr11 3,134,112 2.81E-02 2.81E-02 0.258 25.806 0.390 38.983 0.114 11.444 2.289 0.076 7.647 1.529 0.132 13.177 176_11 tG Open Sea Intron 28/31 Sfi1
chr11 3,134,112 2.81E-02 2.81E-02 0.258 25.806 0.390 38.983 0.114 11.444 2.289 0.076 7.647 1.529 0.132 13.177 176_11 tG Open Sea Intron 29/32 Sfi1
chr11 3,134,112 2.81E-02 2.81E-02 0.258 25.806 0.390 38.983 0.114 11.444 2.289 0.076 7.647 1.529 0.132 13.177 176_11 tG Open Sea Intron 8/9 Sfi1
chr11 3,134,112 2.81E-02 2.81E-02 0.258 25.806 0.390 38.983 0.114 11.444 2.289 0.076 7.647 1.529 0.132 13.177 176_11 tG Open Sea Exon 3/4 Sfi1
chr11 3,134,673 3.95E-02 1.35E-01 0.745 74.545 0.607 60.748 0.136 13.555 2.711 0.091 9.076 1.815 -0.138 -13.798 176_11 CG nearby Open Sea Exon 27/32 Sfi1
chr11 3,134,673 3.95E-02 1.35E-01 0.745 74.545 0.607 60.748 0.136 13.555 2.711 0.091 9.076 1.815 -0.138 -13.798 176_11 CG nearby Open Sea Exon 28/33 Sfi1
chr11 3,134,673 3.95E-02 1.35E-01 0.745 74.545 0.607 60.748 0.136 13.555 2.711 0.091 9.076 1.815 -0.138 -13.798 176_11 CG nearby Open Sea Exon 7/10 Sfi1
chr11 3,134,673 3.95E-02 1.35E-01 0.745 74.545 0.607 60.748 0.136 13.555 2.711 0.091 9.076 1.815 -0.138 -13.798 176_11 CG nearby Open Sea Exon 3/4 Sfi1
chr11 3,142,467 3.67E-02 1.37E-02 0.532 53.205 0.672 67.200 0.276 27.609 5.522 0.127 12.731 2.546 0.140 13.995 177_11 TG Open Sea Intron 19/31 Sfi1
chr11 3,142,467 3.67E-02 1.37E-02 0.532 53.205 0.672 67.200 0.276 27.609 5.522 0.127 12.731 2.546 0.140 13.995 177_11 TG Open Sea Intron 20/32 Sfi1
chr11 3,142,467 3.67E-02 1.37E-02 0.532 53.205 0.672 67.200 0.276 27.609 5.522 0.127 12.731 2.546 0.140 13.995 177_11 TG Open Sea TSS 200 Sfi1
chr11 3,142,655 1.60E-02 1.71E-03 0.655 65.517 0.778 77.778 0.169 16.877 3.375 0.104 10.387 2.077 0.123 12.261 177_11 ca Open Sea Intron 19/31 Sfi1
chr11 3,142,655 1.60E-02 1.71E-03 0.655 65.517 0.778 77.778 0.169 16.877 3.375 0.104 10.387 2.077 0.123 12.261 177_11 ca Open Sea Intron 20/32 Sfi1
chr11 3,142,655 1.60E-02 1.71E-03 0.655 65.517 0.778 77.778 0.169 16.877 3.375 0.104 10.387 2.077 0.123 12.261 177_11 ca Open Sea TSS 1500 Sfi1
chr11 3,143,632 4.46E-02 1.23E-01 0.463 46.324 0.663 66.279 0.155 15.457 3.091 0.128 12.770 2.554 0.200 19.956 178_11 -G Open Sea Intron 18/31 Sfi1



chr11 3,143,632 4.46E-02 1.23E-01 0.463 46.324 0.663 66.279 0.155 15.457 3.091 0.128 12.770 2.554 0.200 19.956 178_11 -G Open Sea Intron 19/32 Sfi1
chr11 3,143,632 4.46E-02 1.23E-01 0.463 46.324 0.663 66.279 0.155 15.457 3.091 0.128 12.770 2.554 0.200 19.956 178_11 -G Open Sea TSS 1500 Sfi1
chr11 3,143,632 4.46E-02 1.23E-01 0.463 46.324 0.663 66.279 0.155 15.457 3.091 0.128 12.770 2.554 0.200 19.956 178_11 -G Open Sea false intergenic Sfi1
chr11 3,144,267 1.60E-02 1.60E-02 0.700 70.000 0.871 87.097 0.083 8.267 1.653 0.059 5.869 1.174 0.171 17.097 178_11 CG nearby Open Sea Exon 18/32 Sfi1
chr11 3,144,267 1.60E-02 1.60E-02 0.700 70.000 0.871 87.097 0.083 8.267 1.653 0.059 5.869 1.174 0.171 17.097 178_11 CG nearby Open Sea Exon 18/33 Sfi1
chr11 3,144,267 1.60E-02 1.60E-02 0.700 70.000 0.871 87.097 0.083 8.267 1.653 0.059 5.869 1.174 0.171 17.097 178_11 CG nearby Open Sea TSS 2000 Sfi1
chr11 3,144,267 1.60E-02 1.60E-02 0.700 70.000 0.871 87.097 0.083 8.267 1.653 0.059 5.869 1.174 0.171 17.097 178_11 CG nearby Open Sea false intergenic Sfi1
chr11 4,513,231 2.74E-02 1.09E-02 0.167 16.667 0.486 48.649 0.205 20.501 4.100 0.205 20.525 4.105 0.320 31.982 179_11 -- Open Sea Intron 6/17 Mtmr3
chr11 4,513,231 2.74E-02 1.09E-02 0.167 16.667 0.486 48.649 0.205 20.501 4.100 0.205 20.525 4.105 0.320 31.982 179_11 -- Open Sea Intron 4/16 Mtmr3
chr11 4,513,344 3.67E-02 5.18E-03 0.282 28.235 0.432 43.158 0.183 18.345 3.669 0.063 6.296 1.259 0.149 14.923 179_11 -- Open Sea Intron 6/17 Mtmr3
chr11 4,513,344 3.67E-02 5.18E-03 0.282 28.235 0.432 43.158 0.183 18.345 3.669 0.063 6.296 1.259 0.149 14.923 179_11 -- Open Sea Intron 4/16 Mtmr3
chr11 4,634,483 3.14E-02 1.34E-02 0.654 65.354 0.779 77.876 0.127 12.729 2.546 0.113 11.262 2.252 0.125 12.522 180_11 -- N Shelf Intergenic
chr11 4,634,490 2.44E-03 1.34E-02 0.509 50.862 0.734 73.394 0.064 6.440 1.288 0.123 12.251 2.450 0.225 22.532 180_11 -- N Shelf Intergenic
chr11 6,521,155 1.44E-02 6.64E-02 0.880 88.000 0.638 63.830 0.186 18.602 3.720 0.170 17.027 3.405 -0.242 -24.170 181_11 -- Open Sea TSS 200 Myo1g
chr11 6,521,225 3.69E-02 2.71E-03 0.791 79.114 0.660 66.049 0.251 25.081 5.016 0.195 19.475 3.895 -0.131 -13.065 181_11 -- Open Sea TSS 1500 Myo1g
chr11 7,271,417 8.30E-03 1.31E-03 0.567 56.667 0.796 79.630 0.177 17.720 3.544 0.141 14.138 2.828 0.230 22.963 182_11 -- Open Sea Intergenic
chr11 7,271,726 2.58E-02 1.60E-01 0.148 14.754 0.333 33.333 0.101 10.133 2.027 0.196 19.558 3.912 0.186 18.579 182_11 -- Open Sea Intergenic
chr11 7,730,850 1.97E-02 9.48E-02 0.887 88.660 0.756 75.581 0.062 6.184 1.237 0.171 17.149 3.430 -0.131 -13.078 183_11 -- Open Sea Intergenic
chr11 7,731,006 3.69E-02 1.42E-02 0.706 70.588 0.870 87.037 0.327 32.707 6.541 0.080 8.045 1.609 0.164 16.449 183_11 -- Open Sea Intergenic
chr11 7,911,679 3.18E-02 3.80E-02 0.638 63.830 0.857 85.714 0.215 21.548 4.310 0.108 10.817 2.163 0.219 21.884 184_11 GA Open Sea Intergenic
chr11 7,911,779 4.06E-02 3.80E-02 0.655 65.517 0.885 88.462 0.200 19.951 3.990 0.093 9.283 1.857 0.229 22.944 184_11 CG nearby Open Sea Intergenic
chr11 14,459,230 1.44E-02 6.28E-02 0.644 64.384 0.831 83.117 0.305 30.542 6.108 0.119 11.937 2.387 0.187 18.733 185_11 -- Open Sea Intergenic
chr11 14,459,253 4.43E-02 6.28E-02 0.536 53.623 0.694 69.412 0.252 25.215 5.043 0.113 11.332 2.266 0.158 15.789 185_11 -- Open Sea Intergenic
chr11 15,676,254 2.55E-02 4.40E-01 0.806 80.556 0.614 61.446 0.114 11.368 2.274 0.102 10.166 2.033 -0.191 -19.110 186_11 -- Open Sea Intergenic
chr11 15,676,777 3.67E-02 9.11E-04 0.605 60.526 0.837 83.673 0.287 28.651 5.730 0.217 21.654 4.331 0.231 23.147 186_11 -- Open Sea Intergenic
chr11 15,676,970 3.10E-02 9.11E-04 0.690 69.048 0.873 87.273 0.142 14.236 2.847 0.085 8.518 1.704 0.182 18.225 186_11 -- Open Sea Intergenic
chr11 15,676,977 2.78E-02 9.11E-04 0.514 51.351 0.778 77.778 0.245 24.462 4.892 0.236 23.587 4.717 0.264 26.426 186_11 -- Open Sea Intergenic
chr11 15,773,271 4.93E-02 3.56E-02 0.450 45.000 0.767 76.667 0.336 33.600 6.720 0.250 25.000 5.000 0.317 31.667 187_11 aa Open Sea Intergenic
chr11 15,773,667 3.36E-02 3.36E-02 0.689 68.868 0.547 54.717 0.154 15.423 3.085 0.139 13.913 2.783 -0.142 -14.151 187_11 -- Open Sea Intergenic
chr11 21,739,358 6.65E-03 1.59E-03 0.154 15.385 0.385 38.462 0.065 6.469 1.294 0.133 13.325 2.665 0.231 23.077 188_11 Check manually Open Sea Intron 12/17 Wdpcp
chr11 21,739,365 3.06E-02 1.59E-03 0.130 13.043 0.283 28.333 0.100 10.023 2.005 0.193 19.255 3.851 0.153 15.290 188_11 Check manually Open Sea Intron 12/17 Wdpcp
chr11 26,308,542 4.87E-02 6.17E-04 0.517 51.724 0.767 76.667 0.252 25.210 5.042 0.257 25.695 5.139 0.249 24.943 189_11 AC Open Sea Intergenic
chr11 26,308,701 2.81E-02 6.17E-04 0.713 71.296 0.845 84.524 0.184 18.405 3.681 0.049 4.881 0.976 0.132 13.228 189_11 GA Open Sea Intergenic
chr11 26,308,731 1.66E-02 6.17E-04 0.343 34.259 0.511 51.111 0.088 8.818 1.764 0.113 11.347 2.269 0.169 16.852 189_11 CT Open Sea Intergenic
chr11 27,075,459 1.59E-02 1.08E-02 0.227 22.727 0.476 47.619 0.149 14.900 2.980 0.187 18.725 3.745 0.249 24.892 190_11 Check manually Open Sea Intergenic
chr11 27,075,499 1.54E-02 5.37E-03 0.222 22.222 0.459 45.902 0.211 21.148 4.230 0.158 15.790 3.158 0.237 23.679 190_11 -a Open Sea Intergenic
chr11 34,506,005 7.19E-03 4.31E-02 0.718 71.765 0.883 88.298 0.163 16.335 3.267 0.065 6.465 1.293 0.165 16.533 191_11 tg Open Sea Intron 23/51 Dock2
chr11 34,506,163 3.26E-02 4.31E-02 0.797 79.710 0.603 60.317 0.230 22.952 4.590 0.078 7.753 1.551 -0.194 -19.393 191_11 -- Open Sea Intron 23/51 Dock2
chr11 36,653,033 4.22E-02 2.03E-02 0.889 88.889 0.729 72.941 0.087 8.682 1.736 0.154 15.436 3.087 -0.159 -15.948 192_11 TA Open Sea Intron 4/30 Tenm2
chr11 36,653,160 1.77E-02 4.95E-04 0.863 86.290 0.746 74.627 0.084 8.406 1.681 0.097 9.671 1.934 -0.117 -11.663 192_11 TG Open Sea Intron 4/30 Tenm2
chr11 38,080,572 2.78E-03 2.78E-03 0.409 40.909 0.833 83.333 0.317 31.702 6.340 0.150 14.965 2.993 0.424 42.424 193_11 -- Open Sea Intergenic
chr11 38,081,569 2.48E-02 1.23E-01 0.769 76.923 0.894 89.362 0.121 12.061 2.412 0.038 3.832 0.766 0.124 12.439 193_11 ag Open Sea Intergenic
chr11 38,882,767 2.09E-02 2.87E-03 0.836 83.562 0.674 67.442 0.121 12.073 2.415 0.269 26.863 5.373 -0.161 -16.120 194_11 -- Open Sea Intergenic
chr11 38,882,780 1.86E-02 2.87E-03 0.847 84.722 0.630 62.963 0.102 10.239 2.048 0.136 13.552 2.710 -0.218 -21.759 194_11 -- Open Sea Intergenic
chr11 39,719,882 1.42E-02 9.64E-03 0.360 36.000 0.694 69.444 0.169 16.897 3.379 0.198 19.783 3.957 0.334 33.444 195_11 TA Open Sea Intergenic
chr11 39,719,895 1.81E-02 9.64E-03 0.381 38.095 0.710 70.968 0.269 26.916 5.383 0.064 6.401 1.280 0.329 32.873 195_11 TG Open Sea Intergenic
chr11 42,346,135 1.11E-02 4.91E-02 0.139 13.924 0.328 32.787 0.086 8.612 1.722 0.166 16.599 3.320 0.189 18.863 196_11 -- Open Sea Intergenic
chr11 42,346,283 1.66E-02 9.31E-04 0.200 20.000 0.367 36.709 0.100 10.004 2.001 0.182 18.182 3.636 0.167 16.709 196_11 -- Open Sea Intergenic
chr11 50,370,912 2.01E-02 7.69E-02 0.324 32.432 0.590 58.974 0.214 21.426 4.285 0.271 27.146 5.429 0.265 26.542 197_11 -- Open Sea Intergenic
chr11 50,370,936 1.58E-02 3.61E-02 0.250 25.000 0.647 64.706 0.233 23.253 4.651 0.389 38.906 7.781 0.397 39.706 197_11 -- Open Sea Intergenic
chr11 63,435,222 4.80E-02 4.80E-02 0.902 90.217 0.800 80.000 0.111 11.121 2.224 0.033 3.344 0.669 -0.102 -10.217 198_11 -- Open Sea Intergenic
chr11 63,435,803 3.22E-02 3.97E-01 0.750 75.000 0.542 54.167 0.211 21.063 4.213 0.260 26.019 5.204 -0.208 -20.833 198_11 tt Open Sea Intergenic
chr11 69,121,314 3.00E-02 5.58E-03 0.615 61.538 0.333 33.333 0.209 20.917 4.183 0.158 15.756 3.151 -0.282 -28.205 199_11 CG N Shore Intergenic
chr11 69,121,328 3.95E-02 2.45E-03 0.423 42.308 0.172 17.241 0.285 28.504 5.701 0.413 41.276 8.255 -0.251 -25.066 199_11 TG N Shore Intergenic
chr11 73,991,296 4.05E-02 1.12E-01 0.606 60.606 0.463 46.296 0.098 9.785 1.957 0.162 16.234 3.247 -0.143 -14.310 200_11 -- Open Sea Intergenic
chr11 73,992,116 1.68E-02 3.75E-02 0.483 48.276 0.756 75.556 0.286 28.614 5.723 0.176 17.614 3.523 0.273 27.280 200_11 -- Open Sea Intergenic
chr11 75,067,851 1.68E-02 2.30E-04 0.436 43.636 0.600 60.000 0.120 11.977 2.395 0.086 8.606 1.721 0.164 16.364 201_11 -- Open Sea Intron 13/18 Smg6
chr11 75,067,851 1.68E-02 2.30E-04 0.436 43.636 0.600 60.000 0.120 11.977 2.395 0.086 8.606 1.721 0.164 16.364 201_11 -- Open Sea Intron 11/16 Smg6
chr11 75,067,851 1.68E-02 2.30E-04 0.436 43.636 0.600 60.000 0.120 11.977 2.395 0.086 8.606 1.721 0.164 16.364 201_11 -- Open Sea Intron 4/4 Smg6
chr11 75,067,857 3.06E-03 2.30E-04 0.374 37.383 0.579 57.944 0.138 13.809 2.762 0.083 8.269 1.654 0.206 20.561 201_11 -- Open Sea Intron 13/18 Smg6
chr11 75,067,857 3.06E-03 2.30E-04 0.374 37.383 0.579 57.944 0.138 13.809 2.762 0.083 8.269 1.654 0.206 20.561 201_11 -- Open Sea Intron 11/16 Smg6
chr11 75,067,857 3.06E-03 2.30E-04 0.374 37.383 0.579 57.944 0.138 13.809 2.762 0.083 8.269 1.654 0.206 20.561 201_11 -- Open Sea Intron 4/4 Smg6
chr11 76,183,803 3.51E-02 1.68E-01 0.792 79.167 0.517 51.724 0.173 17.301 3.460 0.326 32.600 6.520 -0.274 -27.443 202_11 -- Open Sea Intergenic
chr11 76,184,250 1.10E-02 2.83E-01 0.667 66.667 0.449 44.928 0.065 6.487 1.297 0.084 8.428 1.686 -0.217 -21.739 202_11 CG nearby Open Sea Intergenic
chr11 87,412,684 3.83E-02 4.90E-02 0.538 53.846 0.774 77.419 0.259 25.923 5.185 0.186 18.619 3.724 0.236 23.573 203_11 -- Open Sea Intergenic
chr11 87,412,695 1.79E-02 4.90E-02 0.568 56.757 0.862 86.207 0.339 33.851 6.770 0.120 12.042 2.408 0.295 29.450 203_11 -- Open Sea Intergenic
chr11 90,213,270 3.30E-02 2.03E-04 0.265 26.471 0.536 53.571 0.132 13.152 2.630 0.345 34.495 6.899 0.271 27.101 204_11 CG nearby Open Sea Intron 2/3 Gm45716
chr11 90,213,359 1.57E-02 2.03E-04 0.185 18.462 0.476 47.619 0.094 9.390 1.878 0.304 30.359 6.072 0.292 29.158 204_11 CA Open Sea Intron 2/3 Gm45716
chr11 90,213,470 1.42E-02 3.60E-03 0.309 30.851 0.533 53.261 0.126 12.591 2.518 0.140 13.969 2.794 0.224 22.410 204_11 AT Open Sea Intron 2/3 Gm45716
chr11 91,555,118 3.29E-02 1.13E-01 0.433 43.333 0.727 72.727 0.166 16.556 3.311 0.283 28.294 5.659 0.294 29.394 205_11 CA Open Sea Intergenic
chr11 91,555,217 3.12E-02 4.64E-03 0.561 56.098 0.800 80.000 0.250 25.031 5.006 0.099 9.863 1.973 0.239 23.902 205_11 TT Open Sea Intergenic
chr11 94,611,766 1.54E-02 2.65E-02 0.806 80.645 0.458 45.833 0.400 40.042 8.008 0.274 27.355 5.471 -0.348 -34.812 206_11 -- Open Sea Intergenic
chr11 94,611,903 3.78E-03 1.27E-02 0.728 72.840 0.479 47.945 0.144 14.416 2.883 0.111 11.124 2.225 -0.249 -24.894 206_11 -- Open Sea Intergenic
chr11 96,289,601 5.14E-03 1.21E-01 0.105 10.526 0.377 37.736 0.100 10.000 2.000 0.134 13.389 2.678 0.272 27.210 207_11 AA CpG Island Intergenic
chr11 96,289,607 1.37E-03 1.21E-01 0.122 12.195 0.444 44.444 0.085 8.480 1.696 0.173 17.287 3.457 0.322 32.249 207_11 CG CpG Island Intergenic
chr11 96,289,658 4.32E-02 4.79E-02 0.371 37.097 0.612 61.194 0.252 25.173 5.035 0.128 12.796 2.559 0.241 24.097 207_11 CG S Shore Intergenic
chr11 99,042,882 2.86E-02 2.53E-03 0.809 80.851 0.591 59.091 0.088 8.836 1.767 0.224 22.412 4.482 -0.218 -21.760 208_11 CT S Shore Intron 1/3 Igfbp4
chr11 99,042,882 2.86E-02 2.53E-03 0.809 80.851 0.591 59.091 0.088 8.836 1.767 0.224 22.412 4.482 -0.218 -21.760 208_11 CT S Shore TSS 1500 Igfbp4
chr11 99,042,950 6.00E-03 2.64E-03 0.863 86.275 0.596 59.649 0.123 12.326 2.465 0.198 19.817 3.963 -0.266 -26.625 208_11 CA S Shore Intron 1/3 Igfbp4
chr11 99,042,950 6.00E-03 2.64E-03 0.863 86.275 0.596 59.649 0.123 12.326 2.465 0.198 19.817 3.963 -0.266 -26.625 208_11 CA S Shore TSS 1500 Igfbp4
chr11 100,151,176 4.78E-03 1.58E-06 0.292 29.167 0.714 71.429 0.190 19.017 3.803 0.254 25.444 5.089 0.423 42.262 209_11 -- Open Sea Intergenic
chr11 100,151,207 2.78E-02 1.58E-06 0.250 25.000 0.533 53.333 0.131 13.123 2.625 0.205 20.497 4.099 0.283 28.333 209_11 AA Open Sea Intergenic
chr11 100,151,259 1.49E-02 4.86E-06 0.286 28.571 0.652 65.217 0.221 22.124 4.425 0.317 31.702 6.340 0.366 36.646 209_11 TT Open Sea Intergenic
chr11 102,532,198 2.76E-02 2.76E-02 0.116 11.594 0.267 26.667 0.055 5.468 1.094 0.189 18.912 3.782 0.151 15.072 210_11 -- Open Sea Intron 2/7 Gpatch8
chr11 102,532,964 2.06E-02 1.87E-01 0.745 74.528 0.872 87.156 0.146 14.582 2.916 0.036 3.562 0.712 0.126 12.628 210_11 -- Open Sea Intron 2/7 Gpatch8
chr11 104,769,643 3.11E-02 1.07E-02 0.759 75.862 0.481 48.148 0.119 11.948 2.390 0.255 25.458 5.092 -0.277 -27.714 211_11 -- Open Sea Intergenic
chr11 104,769,813 1.49E-02 1.05E-01 0.564 56.410 0.848 84.783 0.304 30.351 6.070 0.088 8.788 1.758 0.284 28.372 211_11 -- Open Sea Intergenic
chr11 105,036,925 5.74E-03 2.42E-02 0.304 30.435 0.600 60.000 0.154 15.393 3.079 0.239 23.864 4.773 0.296 29.565 212_11 CA Open Sea Intergenic
chr11 105,037,005 1.09E-02 3.49E-04 0.600 60.000 0.806 80.597 0.077 7.710 1.542 0.149 14.856 2.971 0.206 20.597 212_11 -- Open Sea Intergenic
chr11 105,099,425 3.04E-02 3.04E-02 0.370 37.037 0.677 67.742 0.197 19.685 3.937 0.202 20.221 4.044 0.307 30.705 213_11 -- Open Sea Intergenic
chr11 105,099,971 1.46E-02 1.95E-02 0.217 21.739 0.650 65.000 0.217 21.731 4.346 0.399 39.861 7.972 0.433 43.261 213_11 TG Open Sea Intergenic
chr11 107,403,502 8.88E-04 9.88E-15 0.136 13.580 0.377 37.662 0.075 7.539 1.508 0.085 8.531 1.706 0.241 24.082 214_11 -- Open Sea Intron 1/9 Pitpnc1
chr11 107,403,517 8.06E-03 9.88E-15 0.167 16.667 0.360 36.000 0.105 10.515 2.103 0.086 8.626 1.725 0.193 19.333 214_11 -- Open Sea Intron 1/9 Pitpnc1
chr11 107,403,537 2.93E-03 1.48E-13 0.158 15.789 0.432 43.210 0.097 9.741 1.948 0.136 13.645 2.729 0.274 27.420 214_11 -- Open Sea Intron 1/9 Pitpnc1
chr11 107,403,617 5.66E-03 1.38E-09 0.124 12.360 0.294 29.358 0.106 10.600 2.120 0.069 6.928 1.386 0.170 16.998 214_11 -- Open Sea Intron 1/9 Pitpnc1
chr11 108,027,952 2.92E-02 2.63E-03 0.307 30.682 0.526 52.632 0.210 21.025 4.205 0.154 15.382 3.076 0.219 21.950 215_11 Check manually Open Sea Intron 5/16 Prkca
chr11 108,028,100 1.30E-02 2.21E-06 0.107 10.714 0.296 29.630 0.069 6.887 1.377 0.225 22.476 4.495 0.189 18.915 215_11 Check manually Open Sea Intron 5/16 Prkca
chr11 111,388,911 2.48E-02 2.37E-03 0.324 32.432 0.607 60.714 0.327 32.694 6.539 0.147 14.677 2.935 0.283 28.282 216_11 at Open Sea Intergenic
chr11 111,389,039 5.98E-03 2.37E-03 0.509 50.877 0.784 78.431 0.226 22.571 4.514 0.158 15.755 3.151 0.276 27.554 216_11 tg Open Sea Intergenic
chr11 115,084,230 1.61E-02 8.62E-03 0.280 28.000 0.640 64.000 0.387 38.736 7.747 0.374 37.351 7.470 0.360 36.000 217_11 Check manually Open Sea Intergenic
chr11 115,084,286 2.51E-02 6.58E-03 0.577 57.692 0.791 79.070 0.212 21.227 4.245 0.124 12.356 2.471 0.214 21.377 217_11 Check manually Open Sea Intergenic
chr11 115,142,284 3.21E-02 2.41E-03 0.812 81.176 0.570 56.977 0.120 12.025 2.405 0.172 17.185 3.437 -0.242 -24.200 218_11 -- Open Sea Intron 1/8 Rab37
chr11 115,142,291 1.06E-02 2.41E-03 0.833 83.333 0.589 58.889 0.088 8.793 1.759 0.237 23.711 4.742 -0.244 -24.444 218_11 -- Open Sea Intron 1/8 Rab37
chr12 6,328,643 4.44E-02 4.44E-02 0.760 76.000 0.478 47.826 0.195 19.460 3.892 0.250 25.011 5.002 -0.282 -28.174 219_12 -- Open Sea Intergenic
chr12 6,328,905 2.21E-02 2.01E-02 0.707 70.690 0.469 46.939 0.090 9.013 1.803 0.180 17.967 3.593 -0.238 -23.751 219_12 -- Open Sea Intergenic
chr12 6,828,278 1.61E-02 1.55E-02 0.600 60.000 0.875 87.500 0.202 20.219 4.044 0.114 11.402 2.280 0.275 27.500 220_12 -- Open Sea Intergenic
chr12 6,828,605 3.43E-02 3.43E-02 0.630 62.963 0.880 88.000 0.205 20.494 4.099 0.114 11.388 2.278 0.250 25.037 220_12 -- Open Sea Intergenic
chr12 7,424,651 5.21E-03 3.53E-01 0.523 52.308 0.761 76.119 0.135 13.487 2.697 0.084 8.399 1.680 0.238 23.812 221_12 -- Open Sea Intergenic
chr12 7,424,927 3.69E-02 2.03E-01 0.611 61.111 0.846 84.615 0.196 19.568 3.914 0.217 21.683 4.337 0.235 23.504 221_12 AT Open Sea Intergenic



chr12 7,969,252 1.67E-02 7.22E-02 0.217 21.739 0.435 43.548 0.109 10.918 2.184 0.158 15.777 3.155 0.218 21.809 222_12 -- Open Sea Intergenic
chr12 7,969,339 2.24E-03 7.22E-02 0.222 22.222 0.551 55.072 0.119 11.877 2.375 0.207 20.695 4.139 0.329 32.850 222_12 -- Open Sea Intergenic
chr12 9,794,523 2.94E-02 2.94E-02 0.656 65.625 0.375 37.500 0.273 27.330 5.466 0.081 8.140 1.628 -0.281 -28.125 223_12 -- Open Sea Intergenic
chr12 9,795,187 2.88E-02 5.54E-02 0.823 82.270 0.714 71.429 0.054 5.377 1.075 0.042 4.192 0.838 -0.108 -10.841 223_12 -- Open Sea Intergenic
chr12 10,086,594 4.98E-02 1.56E-01 0.822 82.222 0.634 63.415 0.125 12.459 2.492 0.234 23.376 4.675 -0.188 -18.808 224_12 TG Open Sea Intergenic
chr12 10,087,261 1.84E-02 1.84E-02 0.600 60.000 0.800 80.000 0.069 6.890 1.378 0.117 11.748 2.350 0.200 20.000 224_12 CA Open Sea Intergenic
chr12 11,010,824 4.27E-02 1.04E-02 0.596 59.574 0.789 78.947 0.295 29.548 5.910 0.141 14.139 2.828 0.194 19.373 225_12 ta Open Sea Intergenic
chr12 11,010,877 3.66E-02 1.04E-02 0.313 31.250 0.578 57.778 0.244 24.421 4.884 0.132 13.243 2.649 0.265 26.528 225_12 ag Open Sea Intergenic
chr12 11,313,336 2.75E-02 9.61E-03 0.540 54.000 0.814 81.395 0.232 23.193 4.639 0.152 15.230 3.046 0.274 27.395 226_12 -- Open Sea Intron 24/26 Smc6
chr12 11,313,336 2.75E-02 9.61E-03 0.540 54.000 0.814 81.395 0.232 23.193 4.639 0.152 15.230 3.046 0.274 27.395 226_12 -- Open Sea Intron 23/25 Smc6
chr12 11,313,353 4.19E-02 9.61E-03 0.625 62.500 0.821 82.051 0.099 9.919 1.984 0.181 18.089 3.618 0.196 19.551 226_12 -- Open Sea Intron 24/26 Smc6
chr12 11,313,353 4.19E-02 9.61E-03 0.625 62.500 0.821 82.051 0.099 9.919 1.984 0.181 18.089 3.618 0.196 19.551 226_12 -- Open Sea Intron 23/25 Smc6
chr12 12,471,157 3.92E-02 1.60E-03 0.500 50.000 0.781 78.125 0.236 23.623 4.725 0.149 14.879 2.976 0.281 28.125 227_12 -- Open Sea Intergenic
chr12 12,471,294 4.43E-02 1.38E-01 0.750 75.000 0.867 86.667 0.081 8.088 1.618 0.101 10.077 2.015 0.117 11.667 227_12 -- Open Sea Intergenic
chr12 14,947,599 1.35E-02 4.65E-03 0.400 40.000 0.731 73.077 0.224 22.418 4.484 0.183 18.326 3.665 0.331 33.077 228_12 -- Open Sea Intergenic
chr12 14,947,617 7.31E-03 4.65E-03 0.576 57.576 0.889 88.889 0.279 27.866 5.573 0.206 20.558 4.112 0.313 31.313 228_12 -- Open Sea Intergenic
chr12 16,965,164 2.57E-03 6.79E-03 0.217 21.739 0.571 57.143 0.129 12.869 2.574 0.194 19.398 3.880 0.354 35.404 229_12 TG Open Sea Exon 19/33 Rock2
chr12 16,965,230 4.04E-02 6.24E-03 0.458 45.763 0.655 65.455 0.292 29.159 5.832 0.181 18.136 3.627 0.197 19.692 229_12 TG Open Sea Intron 19/32 Rock2
chr12 18,445,403 4.83E-02 1.68E-01 0.643 64.286 0.875 87.500 0.207 20.696 4.139 0.108 10.830 2.166 0.232 23.214 230_12 -- Open Sea Intergenic
chr12 18,445,462 3.94E-02 1.68E-01 0.292 29.167 0.591 59.091 0.185 18.513 3.703 0.266 26.613 5.323 0.299 29.924 230_12 -- Open Sea Intergenic
chr12 24,172,203 1.36E-02 7.40E-03 0.583 58.333 0.889 88.889 0.363 36.276 7.255 0.205 20.501 4.100 0.306 30.556 231_12 -- Open Sea Intergenic
chr12 24,172,235 4.20E-02 7.10E-03 0.643 64.286 0.370 37.037 0.368 36.819 7.364 0.364 36.376 7.275 -0.272 -27.249 231_12 -- Open Sea Intergenic
chr12 28,413,696 2.73E-02 3.09E-03 0.881 88.136 0.730 72.973 0.072 7.218 1.444 0.083 8.300 1.660 -0.152 -15.163 232_12 -- Open Sea Intergenic
chr12 28,413,732 2.20E-02 1.62E-03 0.769 76.923 0.606 60.577 0.112 11.185 2.237 0.106 10.592 2.118 -0.163 -16.346 232_12 -- Open Sea Intergenic
chr12 31,156,087 3.96E-02 7.37E-03 0.683 68.333 0.857 85.714 0.183 18.331 3.666 0.122 12.220 2.444 0.174 17.381 233_12 AA Open Sea Intergenic
chr12 31,156,122 4.60E-02 1.80E-02 0.366 36.585 0.615 61.538 0.233 23.283 4.657 0.238 23.786 4.757 0.250 24.953 233_12 CG nearby Open Sea Intergenic
chr12 33,717,175 4.19E-02 4.68E-02 0.593 59.259 0.821 82.051 0.209 20.852 4.170 0.161 16.073 3.215 0.228 22.792 234_12 AA Open Sea Intergenic
chr12 33,717,687 3.33E-02 1.92E-01 0.333 33.333 0.655 65.517 0.267 26.715 5.343 0.180 18.014 3.603 0.322 32.184 234_12 CA Open Sea Intergenic
chr12 33,717,717 9.13E-03 1.92E-01 0.182 18.182 0.625 62.500 0.207 20.736 4.147 0.298 29.814 5.963 0.443 44.318 234_12 CG Open Sea Intergenic
chr12 36,305,145 7.15E-03 2.23E-03 0.455 45.455 0.791 79.070 0.295 29.547 5.909 0.131 13.057 2.611 0.336 33.615 235_12 CC Open Sea Intergenic
chr12 36,305,179 6.20E-03 2.23E-03 0.229 22.917 0.483 48.333 0.382 38.179 7.636 0.044 4.391 0.878 0.254 25.417 235_12 GG Open Sea Intergenic
chr12 36,511,031 3.84E-02 3.54E-03 0.364 36.364 0.667 66.667 0.242 24.250 4.850 0.183 18.273 3.655 0.303 30.303 236_12 TA Open Sea Intron 6/9 Ispd
chr12 36,511,129 2.71E-03 6.97E-05 0.343 34.286 0.716 71.622 0.121 12.060 2.412 0.184 18.411 3.682 0.373 37.336 236_12 TA Open Sea Intron 6/9 Ispd
chr12 37,631,569 8.85E-03 4.62E-03 0.673 67.347 0.400 40.000 0.147 14.651 2.930 0.178 17.840 3.568 -0.273 -27.347 237_12 TA Open Sea Intergenic
chr12 37,631,600 2.86E-02 2.93E-03 0.818 81.818 0.630 62.963 0.153 15.323 3.065 0.150 15.006 3.001 -0.189 -18.855 237_12 GG Open Sea Intergenic
chr12 40,450,015 4.66E-02 5.32E-02 0.851 85.106 0.735 73.469 0.180 18.026 3.605 0.043 4.275 0.855 -0.116 -11.637 238_12 CA S Shelf Intron 1/52 Dock4
chr12 40,450,127 4.90E-02 9.57E-03 0.818 81.818 0.682 68.235 0.096 9.573 1.915 0.118 11.769 2.354 -0.136 -13.583 238_12 CA S Shelf Intron 1/52 Dock4
chr12 42,511,080 5.94E-03 5.94E-03 0.677 67.742 0.831 83.077 0.078 7.771 1.554 0.056 5.586 1.117 0.153 15.335 239_12 gg Open Sea Intergenic
chr12 42,511,567 2.45E-02 2.45E-02 0.545 54.545 0.833 83.333 0.266 26.572 5.314 0.140 13.964 2.793 0.288 28.788 239_12 cg Open Sea Intergenic
chr12 43,362,169 2.59E-02 1.93E-01 0.771 77.108 0.900 90.000 0.128 12.755 2.551 0.013 1.345 0.269 0.129 12.892 240_12 -- Open Sea Intergenic
chr12 43,362,532 2.57E-02 5.39E-01 0.367 36.667 0.656 65.625 0.373 37.268 7.454 0.139 13.890 2.778 0.290 28.958 240_12 -- Open Sea Intergenic
chr12 46,494,358 1.38E-02 5.99E-05 0.375 37.500 0.640 64.000 0.219 21.930 4.386 0.213 21.339 4.268 0.265 26.500 241_12 CA Open Sea Intergenic
chr12 46,494,455 1.29E-03 5.99E-05 0.400 40.000 0.773 77.273 0.189 18.926 3.785 0.167 16.742 3.348 0.373 37.273 241_12 Check manually Open Sea Intergenic
chr12 47,308,159 2.92E-02 2.92E-02 0.699 69.939 0.808 80.822 0.137 13.723 2.745 0.065 6.470 1.294 0.109 10.883 242_12 -- Open Sea Intergenic
chr12 47,308,860 4.60E-02 9.37E-02 0.732 73.214 0.542 54.167 0.182 18.166 3.633 0.166 16.564 3.313 -0.190 -19.048 242_12 -- Open Sea Intergenic
chr12 47,536,632 1.41E-02 3.43E-02 0.474 47.403 0.634 63.372 0.099 9.866 1.973 0.106 10.569 2.114 0.160 15.969 243_12 CG nearby Open Sea Intergenic
chr12 47,537,449 2.11E-02 2.11E-02 0.821 82.143 0.522 52.174 0.119 11.857 2.371 0.289 28.918 5.784 -0.300 -29.969 243_12 -- Open Sea Intergenic
chr12 47,669,879 2.08E-02 2.08E-02 0.517 51.667 0.716 71.591 0.124 12.426 2.485 0.151 15.116 3.023 0.199 19.924 244_12 -- Open Sea Intergenic
chr12 47,670,813 1.27E-02 4.82E-02 0.573 57.282 0.736 73.636 0.163 16.322 3.264 0.091 9.051 1.810 0.164 16.355 244_12 -- Open Sea Intergenic
chr12 48,083,412 3.07E-02 5.11E-03 0.571 57.143 0.333 33.333 0.219 21.924 4.385 0.124 12.360 2.472 -0.238 -23.810 245_12 AA Open Sea Intergenic
chr12 48,083,487 3.70E-02 1.54E-03 0.705 70.455 0.900 90.000 0.172 17.165 3.433 0.088 8.768 1.754 0.195 19.545 245_12 CG nearby Open Sea Intergenic
chr12 48,584,740 2.70E-02 1.29E-02 0.595 59.459 0.829 82.857 0.191 19.089 3.818 0.142 14.216 2.843 0.234 23.398 246_12 TG Open Sea Intergenic
chr12 48,585,052 2.51E-02 2.51E-02 0.651 65.116 0.875 87.500 0.336 33.619 6.724 0.130 12.990 2.598 0.224 22.384 246_12 GA Open Sea Intergenic
chr12 48,729,418 5.75E-03 1.53E-02 0.353 35.294 0.660 65.957 0.198 19.788 3.958 0.135 13.538 2.708 0.307 30.663 247_12 CA Open Sea Intergenic
chr12 48,730,148 1.73E-02 7.26E-04 0.300 30.000 0.550 55.000 0.328 32.819 6.564 0.164 16.402 3.280 0.250 25.000 247_12 AT Open Sea Intergenic
chr12 49,659,639 7.14E-03 9.34E-03 0.769 76.923 0.459 45.946 0.184 18.407 3.681 0.130 12.955 2.591 -0.310 -30.977 248_12 -- Open Sea Intergenic
chr12 49,660,009 2.17E-02 3.40E-03 0.429 42.857 0.661 66.071 0.097 9.717 1.943 0.212 21.236 4.247 0.232 23.214 248_12 -- Open Sea Intergenic
chr12 49,660,018 2.40E-02 3.40E-03 0.320 32.000 0.519 51.852 0.097 9.745 1.949 0.162 16.173 3.235 0.199 19.852 248_12 -- Open Sea Intergenic
chr12 50,066,555 3.18E-02 1.35E-03 0.381 38.095 0.571 57.143 0.119 11.892 2.378 0.209 20.871 4.174 0.190 19.048 249_12 CG nearby Open Sea Intergenic
chr12 50,066,578 1.31E-02 1.35E-03 0.446 44.643 0.686 68.627 0.089 8.904 1.781 0.132 13.210 2.642 0.240 23.985 249_12 -- Open Sea Intergenic
chr12 50,066,634 5.10E-03 1.35E-03 0.139 13.889 0.425 42.500 0.114 11.364 2.273 0.117 11.723 2.345 0.286 28.611 249_12 AA Open Sea Intergenic
chr12 55,325,070 2.34E-02 2.85E-11 0.133 13.333 0.533 53.333 0.171 17.116 3.423 0.309 30.896 6.179 0.400 40.000 250_12 CG nearby Open Sea Intron 3/6 1110008L16Rik
chr12 55,325,070 2.34E-02 2.85E-11 0.133 13.333 0.533 53.333 0.171 17.116 3.423 0.309 30.896 6.179 0.400 40.000 250_12 CG nearby Open Sea Intron 3/6 1110008L16Rik
chr12 55,325,070 2.34E-02 2.85E-11 0.133 13.333 0.533 53.333 0.171 17.116 3.423 0.309 30.896 6.179 0.400 40.000 250_12 CG nearby Open Sea Intron 4/7 1110008L16Rik
chr12 55,325,122 7.52E-04 2.85E-11 0.109 10.870 0.500 50.000 0.072 7.168 1.434 0.141 14.108 2.822 0.391 39.130 250_12 TG Open Sea Intron 3/6 1110008L16Rik
chr12 55,325,122 7.52E-04 2.85E-11 0.109 10.870 0.500 50.000 0.072 7.168 1.434 0.141 14.108 2.822 0.391 39.130 250_12 TG Open Sea Intron 3/6 1110008L16Rik
chr12 55,325,122 7.52E-04 2.85E-11 0.109 10.870 0.500 50.000 0.072 7.168 1.434 0.141 14.108 2.822 0.391 39.130 250_12 TG Open Sea Intron 4/7 1110008L16Rik
chr12 55,325,151 3.80E-04 2.85E-11 0.125 12.500 0.473 47.273 0.062 6.206 1.241 0.127 12.666 2.533 0.348 34.773 250_12 TG Open Sea Intron 3/6 1110008L16Rik
chr12 55,325,151 3.80E-04 2.85E-11 0.125 12.500 0.473 47.273 0.062 6.206 1.241 0.127 12.666 2.533 0.348 34.773 250_12 TG Open Sea Intron 3/6 1110008L16Rik
chr12 55,325,151 3.80E-04 2.85E-11 0.125 12.500 0.473 47.273 0.062 6.206 1.241 0.127 12.666 2.533 0.348 34.773 250_12 TG Open Sea Intron 4/7 1110008L16Rik
chr12 55,536,535 1.77E-02 1.40E-02 0.890 89.041 0.734 73.438 0.196 19.596 3.919 0.066 6.640 1.328 -0.156 -15.604 251_12 TG Open Sea Intergenic
chr12 55,536,658 1.57E-02 1.40E-02 0.622 62.222 0.333 33.333 0.162 16.238 3.248 0.199 19.876 3.975 -0.289 -28.889 251_12 TG Open Sea Intergenic
chr12 58,910,201 2.13E-02 2.96E-01 0.543 54.286 0.811 81.081 0.062 6.225 1.245 0.196 19.566 3.913 0.268 26.795 252_12 Check manually Open Sea Intergenic
chr12 58,910,313 3.60E-02 5.70E-02 0.571 57.143 0.818 81.818 0.306 30.585 6.117 0.139 13.944 2.789 0.247 24.675 252_12 Check manually Open Sea Intergenic
chr12 61,090,448 4.16E-02 5.75E-01 0.571 57.143 0.800 80.000 0.221 22.063 4.413 0.161 16.130 3.226 0.229 22.857 253_12 TT Open Sea Intergenic
chr12 61,091,012 1.61E-02 1.61E-02 0.353 35.294 0.639 63.889 0.201 20.132 4.026 0.200 20.007 4.001 0.286 28.595 253_12 -- Open Sea Intergenic
chr12 61,164,956 2.71E-02 2.71E-02 0.500 50.000 0.808 80.769 0.253 25.276 5.055 0.149 14.907 2.981 0.308 30.769 254_12 Check manually Open Sea Intergenic
chr12 61,165,457 2.23E-02 2.60E-01 0.739 73.913 0.393 39.286 0.070 6.972 1.394 0.228 22.840 4.568 -0.346 -34.627 254_12 CA Open Sea Intergenic
chr12 61,951,002 4.09E-02 3.02E-03 0.841 84.118 0.732 73.196 0.088 8.759 1.752 0.132 13.175 2.635 -0.109 -10.922 255_12 -- Open Sea Intergenic
chr12 61,951,006 9.82E-03 3.02E-03 0.888 88.824 0.751 75.132 0.059 5.925 1.185 0.175 17.540 3.508 -0.137 -13.691 255_12 -- Open Sea Intergenic
chr12 62,000,558 2.50E-02 5.03E-02 0.638 63.830 0.785 78.462 0.199 19.914 3.983 0.096 9.590 1.918 0.146 14.632 256_12 AG Open Sea Intergenic
chr12 62,000,717 4.51E-02 5.00E-03 0.609 60.870 0.805 80.488 0.227 22.742 4.548 0.147 14.710 2.942 0.196 19.618 256_12 CT Open Sea Intergenic
chr12 62,353,402 4.09E-02 6.21E-01 0.694 69.444 0.880 88.000 0.382 38.181 7.636 0.080 7.989 1.598 0.186 18.556 257_12 -- Open Sea Intergenic
chr12 62,354,091 1.07E-02 4.99E-01 0.787 78.723 0.538 53.846 0.369 36.869 7.374 0.062 6.197 1.239 -0.249 -24.877 257_12 -- Open Sea Intergenic
chr12 63,508,097 1.34E-02 1.34E-02 0.280 28.000 0.636 63.636 0.183 18.290 3.658 0.265 26.469 5.294 0.356 35.636 258_12 -- Open Sea Intergenic
chr12 63,508,748 1.85E-02 3.16E-01 0.872 87.234 0.658 65.789 0.112 11.243 2.249 0.170 16.994 3.399 -0.214 -21.445 258_12 -- Open Sea Intergenic
chr12 63,737,178 2.40E-02 2.40E-02 0.709 70.909 0.875 87.500 0.068 6.841 1.368 0.065 6.455 1.291 0.166 16.591 259_12 -- Open Sea Intergenic
chr12 63,737,543 1.09E-02 1.09E-02 0.565 56.522 0.791 79.104 0.223 22.252 4.450 0.084 8.368 1.674 0.226 22.583 259_12 -- Open Sea Intergenic
chr12 63,859,473 4.59E-02 2.00E-01 0.520 52.000 0.712 71.154 0.256 25.585 5.117 0.142 14.245 2.849 0.192 19.154 260_12 TA Open Sea Intergenic
chr12 63,860,200 3.04E-03 3.04E-03 0.685 68.531 0.514 51.397 0.145 14.532 2.906 0.131 13.079 2.616 -0.171 -17.135 260_12 CA Open Sea Intergenic
chr12 64,295,034 1.76E-02 7.54E-02 0.528 52.778 0.794 79.412 0.253 25.318 5.064 0.162 16.155 3.231 0.266 26.634 261_12 -- Open Sea Intergenic
chr12 64,295,595 3.87E-02 3.87E-02 0.193 19.277 0.370 36.957 0.117 11.729 2.346 0.158 15.763 3.153 0.177 17.679 261_12 -- Open Sea Intergenic
chr12 64,339,218 3.30E-02 1.50E-01 0.628 62.791 0.776 77.647 0.100 10.029 2.006 0.037 3.725 0.745 0.149 14.856 262_12 CA Open Sea Intergenic
chr12 64,339,436 7.08E-03 3.99E-01 0.476 47.619 0.667 66.667 0.123 12.331 2.466 0.169 16.903 3.381 0.190 19.048 262_12 CA Open Sea Intergenic
chr12 64,421,568 3.41E-02 6.85E-03 0.589 58.889 0.744 74.359 0.170 16.977 3.395 0.067 6.699 1.340 0.155 15.470 263_12 -- Open Sea Intergenic
chr12 64,421,730 4.63E-02 1.47E-02 0.696 69.565 0.865 86.538 0.107 10.651 2.130 0.131 13.123 2.625 0.170 16.973 263_12 Check manually Open Sea Intergenic
chr12 66,551,281 3.29E-02 3.37E-02 0.593 59.322 0.787 78.723 0.092 9.235 1.847 0.142 14.242 2.848 0.194 19.401 264_12 -- Open Sea Intergenic
chr12 66,551,576 2.39E-02 4.49E-01 0.467 46.729 0.629 62.887 0.091 9.095 1.819 0.134 13.402 2.680 0.162 16.158 264_12 -- Open Sea Intergenic
chr12 67,333,970 4.76E-02 5.80E-03 0.418 41.818 0.644 64.407 0.222 22.188 4.438 0.185 18.520 3.704 0.226 22.589 265_12 -- Open Sea Intergenic
chr12 67,334,021 2.58E-02 5.80E-03 0.673 67.347 0.882 88.235 0.195 19.507 3.901 0.127 12.731 2.546 0.209 20.888 265_12 -- Open Sea Intergenic
chr12 68,446,319 4.46E-03 9.39E-03 0.813 81.250 0.603 60.256 0.129 12.888 2.578 0.061 6.149 1.230 -0.210 -20.994 266_12 -- Open Sea Intergenic
chr12 68,446,409 3.71E-02 4.64E-02 0.885 88.525 0.708 70.769 0.064 6.380 1.276 0.365 36.549 7.310 -0.178 -17.755 266_12 -- Open Sea Intergenic
chr12 72,623,987 1.23E-02 2.80E-01 0.180 18.000 0.351 35.106 0.094 9.395 1.879 0.129 12.857 2.571 0.171 17.106 267_12 -- Open Sea Intergenic
chr12 72,624,665 4.05E-02 4.46E-01 0.474 47.368 0.674 67.391 0.165 16.450 3.290 0.194 19.442 3.888 0.200 20.023 267_12 -- Open Sea Intergenic
chr12 74,081,002 3.87E-02 2.49E-03 0.286 28.571 0.452 45.205 0.166 16.617 3.323 0.102 10.189 2.038 0.166 16.634 268_12 ca Open Sea Intron 1/6 Syt16
chr12 74,081,063 1.69E-02 1.39E-03 0.271 27.083 0.517 51.667 0.133 13.309 2.662 0.209 20.892 4.178 0.246 24.583 268_12 Check manually Open Sea Intron 1/6 Syt16
chr12 78,351,133 2.45E-02 3.41E-04 0.119 11.864 0.227 22.656 0.068 6.756 1.351 0.067 6.724 1.345 0.108 10.792 269_12 -- Open Sea Intron 2/22 Gphn
chr12 78,351,136 4.60E-02 3.41E-04 0.171 17.117 0.284 28.448 0.048 4.797 0.959 0.128 12.790 2.558 0.113 11.331 269_12 -- Open Sea Intron 2/22 Gphn
chr12 81,113,047 2.13E-02 5.41E-03 0.870 86.957 0.683 68.293 0.093 9.265 1.853 0.128 12.775 2.555 -0.187 -18.664 270_12 gg Open Sea Intron 3/12 Smoc1



chr12 81,113,047 2.13E-02 5.41E-03 0.870 86.957 0.683 68.293 0.093 9.265 1.853 0.128 12.775 2.555 -0.187 -18.664 270_12 gg Open Sea Intron 3/12 Smoc1
chr12 81,113,461 2.42E-02 1.33E-01 0.159 15.909 0.509 50.943 0.398 39.794 7.959 0.233 23.276 4.655 0.350 35.034 270_12 -- Open Sea Intron 3/12 Smoc1
chr12 81,113,461 2.42E-02 1.33E-01 0.159 15.909 0.509 50.943 0.398 39.794 7.959 0.233 23.276 4.655 0.350 35.034 270_12 -- Open Sea Intron 3/12 Smoc1
chr12 94,421,285 4.49E-03 7.06E-01 0.720 72.000 0.296 29.630 0.178 17.823 3.565 0.381 38.091 7.618 -0.424 -42.370 271_12 AT Open Sea Intergenic
chr12 94,422,176 1.98E-02 6.19E-01 0.548 54.762 0.789 78.947 0.318 31.822 6.364 0.100 9.973 1.995 0.242 24.185 271_12 AG Open Sea Intergenic
chr12 94,447,572 4.16E-03 1.13E-04 0.192 19.231 0.600 60.000 0.151 15.074 3.015 0.218 21.807 4.361 0.408 40.769 272_12 -- Open Sea Intergenic
chr12 94,447,614 3.89E-03 1.13E-04 0.250 25.000 0.700 70.000 0.388 38.847 7.769 0.167 16.733 3.347 0.450 45.000 272_12 -- Open Sea Intergenic
chr12 94,891,325 3.39E-02 5.76E-03 0.277 27.660 0.516 51.613 0.180 17.982 3.596 0.308 30.782 6.156 0.240 23.953 273_12 -- Open Sea Intergenic
chr12 94,891,338 1.98E-02 5.76E-03 0.275 27.451 0.528 52.778 0.181 18.066 3.613 0.203 20.320 4.064 0.253 25.327 273_12 -- Open Sea Intergenic
chr12 95,853,980 1.62E-02 3.04E-04 0.188 18.841 0.375 37.500 0.275 27.495 5.499 0.287 28.724 5.745 0.187 18.659 274_12 -- Open Sea Intergenic
chr12 95,854,025 2.66E-03 3.04E-04 0.397 39.706 0.662 66.197 0.277 27.660 5.532 0.167 16.727 3.345 0.265 26.491 274_12 -- Open Sea Intergenic
chr12 95,897,621 2.37E-02 2.37E-02 0.742 74.194 0.877 87.736 0.042 4.208 0.842 0.136 13.641 2.728 0.135 13.542 275_12 -- Open Sea Intergenic
chr12 95,898,435 2.49E-02 8.42E-01 0.882 88.235 0.750 75.000 0.065 6.462 1.292 0.117 11.677 2.335 -0.132 -13.235 275_12 CA Open Sea Intergenic
chr12 97,197,503 3.41E-02 3.41E-02 0.410 41.026 0.638 63.830 0.245 24.494 4.899 0.109 10.912 2.182 0.228 22.804 276_12 AG Open Sea Intergenic
chr12 97,197,723 4.26E-02 3.40E-02 0.833 83.333 0.652 65.217 0.104 10.413 2.083 0.218 21.783 4.357 -0.181 -18.116 276_12 ca Open Sea Intergenic
chr12 97,506,405 4.66E-02 3.46E-01 0.893 89.286 0.679 67.857 0.092 9.170 1.834 0.362 36.241 7.248 -0.214 -21.429 277_12 -- Open Sea Intergenic
chr12 97,506,661 3.48E-02 9.20E-02 0.317 31.707 0.563 56.250 0.117 11.692 2.338 0.230 22.984 4.597 0.245 24.543 277_12 -- Open Sea Intergenic
chr12 97,648,598 3.62E-03 4.15E-05 0.245 24.490 0.531 53.125 0.144 14.382 2.876 0.184 18.442 3.688 0.286 28.635 278_12 -- Open Sea Intergenic
chr12 97,648,629 3.24E-03 4.15E-05 0.229 22.917 0.547 54.717 0.147 14.719 2.944 0.180 17.971 3.594 0.318 31.800 278_12 -- Open Sea Intergenic
chr12 102,452,154 3.18E-02 6.79E-03 0.883 88.288 0.761 76.087 0.078 7.763 1.553 0.071 7.084 1.417 -0.122 -12.201 279_12 CA Open Sea Intergenic
chr12 102,452,327 4.90E-02 6.79E-03 0.847 84.746 0.667 66.667 0.115 11.519 2.304 0.168 16.837 3.367 -0.181 -18.079 279_12 -- Open Sea Intergenic
chr12 102,933,166 8.54E-03 3.82E-05 0.306 30.556 0.632 63.218 0.345 34.508 6.902 0.119 11.894 2.379 0.327 32.663 280_12 Check manually Open Sea Intergenic
chr12 102,933,183 1.82E-03 3.82E-05 0.299 29.851 0.610 61.039 0.059 5.923 1.185 0.314 31.446 6.289 0.312 31.188 280_12 Check manually Open Sea Intergenic
chr12 102,933,187 1.67E-02 3.82E-05 0.348 34.848 0.587 58.667 0.239 23.946 4.789 0.140 13.990 2.798 0.238 23.818 280_12 Check manually Open Sea Intergenic
chr12 102,970,966 1.57E-02 2.45E-02 0.776 77.632 0.500 50.000 0.249 24.859 4.972 0.088 8.759 1.752 -0.276 -27.632 281_12 -- Open Sea Intron 1/48 Unc79
chr12 102,970,966 1.57E-02 2.45E-02 0.776 77.632 0.500 50.000 0.249 24.859 4.972 0.088 8.759 1.752 -0.276 -27.632 281_12 -- Open Sea Intron 1/51 Unc79
chr12 102,971,219 6.05E-03 1.85E-04 0.783 78.261 0.381 38.095 0.176 17.614 3.523 0.222 22.228 4.446 -0.402 -40.166 281_12 -- Open Sea Intron 1/48 Unc79
chr12 102,971,219 6.05E-03 1.85E-04 0.783 78.261 0.381 38.095 0.176 17.614 3.523 0.222 22.228 4.446 -0.402 -40.166 281_12 -- Open Sea Intron 1/51 Unc79
chr12 103,572,025 1.61E-03 3.40E-04 0.276 27.586 0.698 69.767 0.228 22.776 4.555 0.172 17.186 3.437 0.422 42.181 282_12 TG Open Sea Intron 3/24 Ppp4r4
chr12 103,572,055 2.54E-02 9.67E-04 0.269 26.923 0.600 60.000 0.255 25.520 5.104 0.191 19.116 3.823 0.331 33.077 282_12 CA Open Sea Intron 3/24 Ppp4r4
chr12 109,613,322 6.89E-03 4.12E-01 0.784 78.378 0.409 40.909 0.363 36.297 7.259 0.298 29.770 5.954 -0.375 -37.469 283_12 CG nearby Open Sea false intergenic Mir1188
chr12 109,613,322 6.89E-03 4.12E-01 0.784 78.378 0.409 40.909 0.363 36.297 7.259 0.298 29.770 5.954 -0.375 -37.469 283_12 CG nearby Open Sea Intron 2/4 Rian
chr12 109,613,322 6.89E-03 4.12E-01 0.784 78.378 0.409 40.909 0.363 36.297 7.259 0.298 29.770 5.954 -0.375 -37.469 283_12 CG nearby Open Sea Intron 2/7 Rian
chr12 109,613,335 2.24E-02 4.12E-01 0.811 81.081 0.520 52.000 0.193 19.342 3.868 0.122 12.210 2.442 -0.291 -29.081 283_12 TT Open Sea false intergenic Mir1188
chr12 109,613,335 2.24E-02 4.12E-01 0.811 81.081 0.520 52.000 0.193 19.342 3.868 0.122 12.210 2.442 -0.291 -29.081 283_12 TT Open Sea Intron 2/4 Rian
chr12 109,613,335 2.24E-02 4.12E-01 0.811 81.081 0.520 52.000 0.193 19.342 3.868 0.122 12.210 2.442 -0.291 -29.081 283_12 TT Open Sea Intron 2/7 Rian
chr12 110,388,837 5.80E-03 2.84E-03 0.231 23.077 0.568 56.757 0.164 16.398 3.280 0.280 28.048 5.610 0.337 33.680 284_12 -- Open Sea Intergenic
chr12 110,388,856 2.83E-03 2.84E-03 0.465 46.512 0.806 80.556 0.258 25.803 5.161 0.184 18.417 3.683 0.340 34.044 284_12 -- Open Sea Intergenic
chr12 110,510,051 4.97E-02 3.83E-01 0.837 83.696 0.721 72.072 0.117 11.721 2.344 0.078 7.790 1.558 -0.116 -11.624 285_12 -- Open Sea Intron 1/13 Ppp2r5c
chr12 110,510,051 4.97E-02 3.83E-01 0.837 83.696 0.721 72.072 0.117 11.721 2.344 0.078 7.790 1.558 -0.116 -11.624 285_12 -- Open Sea Intron 1/12 Ppp2r5c
chr12 110,510,355 1.30E-02 7.15E-02 0.673 67.347 0.426 42.593 0.327 32.742 6.548 0.095 9.511 1.902 -0.248 -24.754 285_12 -- Open Sea Intron 1/13 Ppp2r5c
chr12 110,510,355 1.30E-02 7.15E-02 0.673 67.347 0.426 42.593 0.327 32.742 6.548 0.095 9.511 1.902 -0.248 -24.754 285_12 -- Open Sea Intron 1/12 Ppp2r5c
chr12 114,315,787 7.16E-04 1.12E-03 0.161 16.129 0.593 59.259 0.109 10.932 2.186 0.152 15.166 3.033 0.431 43.130 286_12 -- Open Sea Intergenic
chr12 114,315,796 2.14E-02 1.12E-03 0.207 20.690 0.500 50.000 0.122 12.172 2.434 0.262 26.181 5.236 0.293 29.310 286_12 -- Open Sea Intergenic
chr12 115,106,245 3.95E-02 2.19E-03 0.505 50.495 0.657 65.686 0.229 22.868 4.574 0.125 12.501 2.500 0.152 15.191 287_12 -- Open Sea Intergenic
chr12 115,106,351 2.45E-02 4.42E-03 0.836 83.636 0.647 64.706 0.107 10.699 2.140 0.029 2.887 0.577 -0.189 -18.930 287_12 -- Open Sea Intergenic
chr12 115,505,813 2.11E-02 3.12E-01 0.563 56.250 0.800 80.000 0.321 32.082 6.416 0.068 6.797 1.359 0.238 23.750 288_12 -- Open Sea false intergenic Ighv1-64
chr12 115,506,541 1.18E-02 1.18E-02 0.419 41.892 0.619 61.856 0.265 26.479 5.296 0.109 10.948 2.190 0.200 19.964 288_12 -- Open Sea false intergenic Ighv1-64
chr12 115,681,581 2.51E-02 2.43E-01 0.194 19.355 0.464 46.429 0.138 13.773 2.755 0.099 9.938 1.988 0.271 27.074 289_12 -- Open Sea Intergenic
chr12 115,681,956 4.12E-02 3.74E-02 0.147 14.706 0.415 41.463 0.397 39.738 7.948 0.245 24.544 4.909 0.268 26.758 289_12 -- Open Sea Intergenic
chr13 3,251,989 4.19E-02 6.49E-03 0.857 85.714 0.577 57.692 0.188 18.758 3.752 0.247 24.732 4.946 -0.280 -28.022 290_13 -- Open Sea Intergenic
chr13 3,252,137 4.79E-02 1.66E-03 0.730 72.973 0.521 52.083 0.135 13.469 2.694 0.100 9.981 1.996 -0.209 -20.890 290_13 CT Open Sea Intergenic
chr13 12,794,995 1.43E-02 1.46E-02 0.540 54.037 0.668 66.842 0.034 3.362 0.672 0.062 6.204 1.241 0.128 12.805 291_13 -- Open Sea Intergenic
chr13 12,795,953 1.39E-02 1.50E-02 0.780 78.000 0.909 90.909 0.135 13.490 2.698 0.051 5.093 1.019 0.129 12.909 291_13 -- Open Sea Intergenic
chr13 12,820,386 3.17E-03 4.49E-03 0.877 87.692 0.650 65.000 0.091 9.083 1.817 0.082 8.228 1.646 -0.227 -22.692 292_13 -- Open Sea Intergenic
chr13 12,820,848 2.54E-02 4.51E-02 0.618 61.789 0.772 77.165 0.292 29.178 5.836 0.110 11.007 2.201 0.154 15.377 292_13 -- Open Sea Intergenic
chr13 12,831,936 3.60E-02 2.37E-02 0.525 52.500 0.757 75.676 0.290 28.985 5.797 0.167 16.714 3.343 0.232 23.176 293_13 -- Open Sea Intergenic
chr13 12,832,762 2.20E-02 1.18E-01 0.364 36.364 0.531 53.061 0.101 10.131 2.026 0.112 11.210 2.242 0.167 16.698 293_13 -- Open Sea Intergenic
chr13 13,862,704 3.13E-02 3.34E-02 0.216 21.622 0.442 44.186 0.389 38.912 7.782 0.100 10.028 2.006 0.226 22.564 294_13 -- Open Sea Intergenic
chr13 13,862,865 1.46E-02 3.67E-02 0.275 27.451 0.515 51.515 0.350 35.015 7.003 0.161 16.092 3.218 0.241 24.064 294_13 -- Open Sea Intergenic
chr13 14,811,388 4.79E-02 2.37E-01 0.859 85.915 0.725 72.500 0.104 10.424 2.085 0.141 14.142 2.828 -0.134 -13.415 295_13 -- Open Sea Intergenic
chr13 14,812,254 4.81E-02 4.90E-01 0.778 77.778 0.478 47.826 0.252 25.171 5.034 0.263 26.310 5.262 -0.300 -29.952 295_13 -- Open Sea Intergenic
chr13 18,097,596 3.32E-02 1.54E-02 0.702 70.199 0.821 82.119 0.115 11.478 2.296 0.093 9.284 1.857 0.119 11.921 296_13 -- Open Sea Intergenic
chr13 18,097,599 3.77E-02 1.54E-02 0.616 61.594 0.741 74.150 0.093 9.251 1.850 0.107 10.679 2.136 0.126 12.555 296_13 -- Open Sea Intergenic
chr13 24,445,000 4.73E-02 5.19E-02 0.704 70.423 0.543 54.286 0.083 8.314 1.663 0.143 14.264 2.853 -0.161 -16.137 297_13 -- Open Sea Intergenic
chr13 24,445,120 1.36E-03 1.18E-02 0.828 82.796 0.560 56.000 0.095 9.513 1.903 0.102 10.191 2.038 -0.268 -26.796 297_13 -- Open Sea Intergenic
chr13 25,097,760 1.26E-02 5.94E-01 0.105 10.526 0.371 37.143 0.205 20.467 4.093 0.210 21.029 4.206 0.266 26.617 298_13 CA Open Sea Intron 2/7 Dcdc2a
chr13 25,097,760 1.26E-02 5.94E-01 0.105 10.526 0.371 37.143 0.205 20.467 4.093 0.210 21.029 4.206 0.266 26.617 298_13 CA Open Sea Intron 2/9 Dcdc2a
chr13 25,097,760 1.26E-02 5.94E-01 0.105 10.526 0.371 37.143 0.205 20.467 4.093 0.210 21.029 4.206 0.266 26.617 298_13 CA Open Sea Intron 1/5 Dcdc2a
chr13 25,097,765 8.42E-03 5.94E-01 0.163 16.279 0.447 44.737 0.110 10.958 2.192 0.223 22.306 4.461 0.285 28.458 298_13 TA Open Sea Intron 2/7 Dcdc2a
chr13 25,097,765 8.42E-03 5.94E-01 0.163 16.279 0.447 44.737 0.110 10.958 2.192 0.223 22.306 4.461 0.285 28.458 298_13 TA Open Sea Intron 2/9 Dcdc2a
chr13 25,097,765 8.42E-03 5.94E-01 0.163 16.279 0.447 44.737 0.110 10.958 2.192 0.223 22.306 4.461 0.285 28.458 298_13 TA Open Sea Intron 1/5 Dcdc2a
chr13 33,579,958 4.60E-02 4.05E-01 0.609 60.938 0.769 76.923 0.131 13.075 2.615 0.089 8.920 1.784 0.160 15.986 299_13 -- Open Sea Intergenic
chr13 33,580,797 3.28E-02 8.34E-02 0.304 30.435 0.630 62.963 0.229 22.940 4.588 0.323 32.276 6.455 0.325 32.528 299_13 -- Open Sea Intergenic
chr13 37,649,966 4.58E-02 2.95E-01 0.233 23.333 0.500 50.000 0.179 17.879 3.576 0.422 42.170 8.434 0.267 26.667 300_13 GT Open Sea Intergenic
chr13 37,650,313 3.28E-02 4.38E-01 0.800 80.000 0.652 65.217 0.105 10.488 2.098 0.068 6.769 1.354 -0.148 -14.783 300_13 CA Open Sea Intergenic
chr13 39,558,563 1.09E-02 3.57E-02 0.609 60.870 0.836 83.636 0.140 14.034 2.807 0.070 7.037 1.407 0.228 22.767 301_13 AT Open Sea Intergenic
chr13 39,558,698 7.91E-03 3.57E-02 0.477 47.692 0.717 71.698 0.077 7.749 1.550 0.150 14.995 2.999 0.240 24.006 301_13 TG Open Sea Intergenic
chr13 39,956,471 2.80E-02 5.14E-02 0.606 60.606 0.857 85.714 0.257 25.709 5.142 0.205 20.514 4.103 0.251 25.108 302_13 TG Open Sea Intergenic
chr13 39,956,630 4.49E-02 6.14E-01 0.281 28.125 0.619 61.905 0.250 25.000 5.000 0.267 26.738 5.348 0.338 33.780 302_13 TG Open Sea Intergenic
chr13 41,581,301 1.06E-02 9.02E-03 0.320 32.000 0.696 69.565 0.223 22.311 4.462 0.190 18.999 3.800 0.376 37.565 303_13 -- Open Sea Intergenic
chr13 41,581,318 1.86E-02 1.82E-03 0.174 17.391 0.500 50.000 0.207 20.736 4.147 0.361 36.061 7.212 0.326 32.609 303_13 -- Open Sea Intergenic
chr13 42,550,461 3.29E-02 6.29E-04 0.130 13.043 0.409 40.909 0.418 41.833 8.367 0.280 27.991 5.598 0.279 27.866 304_13 TA Open Sea Intergenic
chr13 42,550,467 4.91E-02 6.29E-04 0.115 11.538 0.348 34.783 0.421 42.088 8.418 0.315 31.537 6.307 0.232 23.244 304_13 cc Open Sea Intergenic
chr13 42,550,600 1.10E-02 3.08E-01 0.174 17.391 0.520 52.000 0.393 39.271 7.854 0.109 10.904 2.181 0.346 34.609 304_13 Check manually Open Sea Intergenic
chr13 43,014,391 3.66E-02 1.62E-01 0.288 28.846 0.512 51.163 0.128 12.795 2.559 0.279 27.919 5.584 0.223 22.317 305_13 -- Open Sea Intron 2/12 Phactr1
chr13 43,014,391 3.66E-02 1.62E-01 0.288 28.846 0.512 51.163 0.128 12.795 2.559 0.279 27.919 5.584 0.223 22.317 305_13 -- Open Sea Intron 4/13 Phactr1
chr13 43,014,408 5.19E-03 1.62E-01 0.533 53.333 0.829 82.927 0.140 13.968 2.794 0.106 10.597 2.119 0.296 29.593 305_13 -- Open Sea Intron 2/12 Phactr1
chr13 43,014,408 5.19E-03 1.62E-01 0.533 53.333 0.829 82.927 0.140 13.968 2.794 0.106 10.597 2.119 0.296 29.593 305_13 -- Open Sea Intron 4/13 Phactr1
chr13 43,343,360 3.80E-02 1.60E-01 0.808 80.769 0.500 50.000 0.394 39.354 7.871 0.225 22.515 4.503 -0.308 -30.769 306_13 -- Open Sea Intergenic
chr13 43,343,403 1.33E-02 2.06E-02 0.781 78.125 0.484 48.387 0.130 12.967 2.593 0.266 26.589 5.318 -0.297 -29.738 306_13 -- Open Sea Intergenic
chr13 47,420,214 4.63E-03 5.25E-03 0.560 56.000 0.897 89.655 0.389 38.910 7.782 0.089 8.879 1.776 0.337 33.655 307_13 -- Open Sea Intergenic
chr13 47,420,549 4.66E-02 2.66E-01 0.851 85.106 0.667 66.667 0.098 9.820 1.964 0.178 17.847 3.569 -0.184 -18.440 307_13 -- Open Sea Intergenic
chr13 53,758,907 7.21E-03 5.78E-01 0.485 48.485 0.806 80.556 0.367 36.670 7.334 0.138 13.780 2.756 0.321 32.071 308_13 -- Open Sea Intergenic
chr13 53,758,990 3.51E-02 5.78E-01 0.189 18.919 0.395 39.474 0.121 12.144 2.429 0.221 22.073 4.415 0.206 20.555 308_13 -- Open Sea Intergenic
chr13 54,908,225 1.23E-02 4.81E-02 0.712 71.233 0.882 88.235 0.060 6.021 1.204 0.102 10.200 2.040 0.170 17.002 309_13 -- Open Sea Intergenic
chr13 54,908,565 1.99E-02 3.61E-01 0.732 73.171 0.539 53.947 0.051 5.114 1.023 0.217 21.724 4.345 -0.192 -19.223 309_13 -- Open Sea Intergenic
chr13 56,030,438 3.33E-02 5.98E-02 0.500 50.000 0.800 80.000 0.245 24.540 4.908 0.231 23.070 4.614 0.300 30.000 310_13 ct Open Sea Intergenic
chr13 56,030,566 2.78E-02 2.14E-01 0.704 70.423 0.882 88.235 0.110 11.007 2.201 0.195 19.475 3.895 0.178 17.813 310_13 tt Open Sea Intergenic
chr13 56,458,123 3.68E-02 1.02E-05 0.098 9.756 0.333 33.333 0.206 20.629 4.126 0.250 24.967 4.993 0.236 23.577 311_13 -- Open Sea Intergenic
chr13 56,458,182 2.89E-02 1.07E-07 0.087 8.696 0.255 25.532 0.198 19.762 3.952 0.219 21.948 4.390 0.168 16.836 311_13 -- Open Sea Intergenic
chr13 56,458,234 4.19E-02 4.15E-07 0.133 13.333 0.291 29.091 0.099 9.882 1.976 0.192 19.166 3.833 0.158 15.758 311_13 -- Open Sea Intergenic
chr13 58,593,647 2.01E-03 1.67E-03 0.600 60.000 0.321 32.143 0.274 27.364 5.473 0.076 7.584 1.517 -0.279 -27.857 312_13 -- Open Sea Intron 1/17 Slc28a3
chr13 58,593,651 3.88E-02 1.67E-03 0.732 73.171 0.551 55.056 0.179 17.864 3.573 0.107 10.668 2.134 -0.181 -18.115 312_13 -- Open Sea Intron 1/17 Slc28a3
chr13 62,001,325 2.04E-02 5.33E-02 0.884 88.372 0.655 65.517 0.082 8.191 1.638 0.149 14.903 2.981 -0.229 -22.855 313_13 -- Open Sea Intergenic
chr13 62,001,718 3.24E-02 6.88E-02 0.818 81.818 0.560 56.000 0.127 12.658 2.532 0.287 28.651 5.730 -0.258 -25.818 313_13 -- Open Sea Intergenic
chr13 62,083,328 4.26E-02 1.84E-02 0.385 38.462 0.554 55.446 0.104 10.438 2.088 0.181 18.115 3.623 0.170 16.984 314_13 -- Open Sea Intergenic
chr13 62,083,368 3.86E-02 1.84E-02 0.553 55.294 0.701 70.103 0.069 6.901 1.380 0.094 9.397 1.879 0.148 14.809 314_13 -- Open Sea Intergenic
chr13 62,907,780 4.75E-02 1.34E-02 0.167 16.667 0.386 38.636 0.137 13.663 2.733 0.323 32.306 6.461 0.220 21.970 315_13 ta Open Sea Intergenic



chr13 62,907,805 1.04E-02 1.11E-02 0.111 11.111 0.383 38.298 0.207 20.730 4.146 0.130 13.004 2.601 0.272 27.187 315_13 CA Open Sea Intergenic
chr13 66,270,410 1.20E-02 5.51E-03 0.653 65.306 0.755 75.479 0.077 7.737 1.547 0.054 5.414 1.083 0.102 10.173 316_13 -- Open Sea Intergenic
chr13 66,270,547 4.57E-02 5.03E-02 0.611 61.111 0.821 82.143 0.290 28.951 5.790 0.198 19.786 3.957 0.210 21.032 316_13 -- Open Sea Intergenic
chr13 72,010,160 2.36E-02 2.11E-02 0.581 58.065 0.778 77.778 0.118 11.767 2.353 0.104 10.417 2.083 0.197 19.713 317_13 -- Open Sea Intergenic
chr13 72,010,785 1.58E-02 5.44E-02 0.697 69.718 0.852 85.217 0.150 14.959 2.992 0.102 10.169 2.034 0.155 15.499 317_13 -- Open Sea Intergenic
chr13 74,269,740 4.82E-02 2.42E-01 0.645 64.486 0.768 76.786 0.067 6.656 1.331 0.127 12.741 2.548 0.123 12.300 318_13 ca Open Sea Intergenic
chr13 74,270,058 2.04E-02 4.45E-01 0.632 63.158 0.835 83.544 0.209 20.906 4.181 0.126 12.590 2.518 0.204 20.386 318_13 Check manually Open Sea Intergenic
chr13 77,044,925 3.49E-02 3.49E-02 0.575 57.500 0.776 77.586 0.185 18.536 3.707 0.074 7.446 1.489 0.201 20.086 319_13 TA Open Sea Intron 20/20 Slf1
chr13 77,045,756 4.54E-02 4.24E-02 0.800 80.000 0.605 60.526 0.118 11.809 2.362 0.167 16.696 3.339 -0.195 -19.474 319_13 AA Open Sea Intron 20/20 Slf1
chr13 79,333,415 3.39E-02 5.75E-02 0.700 70.000 0.894 89.362 0.211 21.079 4.216 0.058 5.796 1.159 0.194 19.362 320_13 -- Open Sea Intergenic
chr13 79,333,575 2.52E-02 1.67E-02 0.520 52.000 0.789 78.947 0.282 28.187 5.637 0.126 12.556 2.511 0.269 26.947 320_13 -- Open Sea Intergenic
chr13 79,606,650 1.38E-02 1.38E-02 0.648 64.789 0.829 82.895 0.131 13.058 2.612 0.066 6.569 1.314 0.181 18.106 321_13 -- Open Sea Intergenic
chr13 79,607,543 3.79E-02 3.79E-02 0.303 30.263 0.467 46.667 0.102 10.203 2.041 0.085 8.462 1.692 0.164 16.404 321_13 -- Open Sea Intergenic
chr13 82,737,496 1.72E-02 1.99E-03 0.702 70.213 0.886 88.571 0.161 16.111 3.222 0.077 7.738 1.548 0.184 18.359 322_13 -- Open Sea Intergenic
chr13 82,737,594 4.50E-02 1.99E-03 0.556 55.556 0.736 73.611 0.100 9.974 1.995 0.068 6.795 1.359 0.181 18.056 322_13 AG Open Sea Intergenic
chr13 83,526,587 2.84E-02 1.02E-02 0.419 41.935 0.143 14.286 0.231 23.075 4.615 0.110 10.963 2.193 -0.276 -27.650 323_13 TA S Shore Intron 2/10 Mef2c
chr13 83,526,587 2.84E-02 1.02E-02 0.419 41.935 0.143 14.286 0.231 23.075 4.615 0.110 10.963 2.193 -0.276 -27.650 323_13 TA S Shore Intron 1/3 Mef2c
chr13 83,526,794 2.22E-02 1.83E-02 0.800 80.000 0.533 53.333 0.120 11.960 2.392 0.232 23.209 4.642 -0.267 -26.667 323_13 AC S Shore Intron 2/10 Mef2c
chr13 83,526,794 2.22E-02 1.83E-02 0.800 80.000 0.533 53.333 0.120 11.960 2.392 0.232 23.209 4.642 -0.267 -26.667 323_13 AC S Shore Intron 1/3 Mef2c
chr13 84,333,092 8.39E-03 2.30E-02 0.543 54.286 0.841 84.091 0.273 27.341 5.468 0.185 18.489 3.698 0.298 29.805 324_13 GA Open Sea Intergenic
chr13 84,333,117 1.67E-02 6.64E-02 0.541 54.054 0.796 79.592 0.284 28.392 5.678 0.180 18.011 3.602 0.255 25.538 324_13 AA Open Sea Intergenic
chr13 84,759,835 7.74E-03 1.30E-01 0.449 44.860 0.639 63.889 0.260 26.010 5.202 0.085 8.510 1.702 0.190 19.029 325_13 TG Open Sea Intergenic
chr13 84,760,064 4.96E-02 1.41E-03 0.586 58.621 0.821 82.143 0.300 30.000 6.000 0.117 11.655 2.331 0.235 23.522 325_13 -- Open Sea Intergenic
chr13 85,964,635 3.55E-02 3.55E-02 0.596 59.596 0.786 78.571 0.146 14.649 2.930 0.130 13.027 2.605 0.190 18.975 326_13 -- Open Sea Intergenic
chr13 85,965,287 6.69E-03 2.69E-02 0.389 38.889 0.773 77.273 0.307 30.723 6.145 0.212 21.189 4.238 0.384 38.384 326_13 -- Open Sea Intergenic
chr13 87,438,992 1.85E-02 7.16E-01 0.816 81.579 0.529 52.941 0.118 11.830 2.366 0.255 25.506 5.101 -0.286 -28.638 327_13 CT Open Sea Intergenic
chr13 87,439,703 1.71E-02 1.71E-02 0.667 66.667 0.348 34.783 0.324 32.436 6.487 0.198 19.834 3.967 -0.319 -31.884 327_13 TA Open Sea Intergenic
chr13 89,418,990 2.24E-02 6.80E-03 0.821 82.090 0.630 62.963 0.110 11.043 2.209 0.162 16.173 3.235 -0.191 -19.127 328_13 ca Open Sea Intergenic
chr13 89,419,290 4.16E-03 4.16E-03 0.790 79.048 0.586 58.559 0.160 15.992 3.198 0.112 11.205 2.241 -0.205 -20.489 328_13 Check manually Open Sea Intergenic
chr13 89,483,717 3.48E-02 3.48E-02 0.806 80.571 0.690 68.966 0.157 15.674 3.135 0.131 13.099 2.620 -0.116 -11.606 329_13 -- Open Sea Intergenic
chr13 89,484,088 1.75E-02 1.75E-02 0.766 76.613 0.890 89.000 0.116 11.606 2.321 0.086 8.560 1.712 0.124 12.387 329_13 -- Open Sea Intergenic
chr13 89,600,624 2.38E-02 6.10E-05 0.739 73.913 0.417 41.667 0.187 18.702 3.740 0.221 22.148 4.430 -0.322 -32.246 330_13 CA Open Sea Intron 2/4 Hapln1
chr13 89,600,665 4.33E-02 6.10E-05 0.645 64.516 0.394 39.394 0.318 31.843 6.369 0.124 12.381 2.476 -0.251 -25.122 330_13 CG nearby Open Sea Intron 2/4 Hapln1
chr13 90,941,497 1.15E-02 3.42E-05 0.229 22.857 0.536 53.571 0.120 12.039 2.408 0.191 19.100 3.820 0.307 30.714 331_13 -- Open Sea Intron 5/7 Atg10
chr13 90,941,520 5.33E-03 1.36E-05 0.200 20.000 0.577 57.692 0.137 13.652 2.730 0.194 19.443 3.889 0.377 37.692 331_13 -- Open Sea Intron 5/7 Atg10
chr13 90,941,567 3.32E-02 3.86E-06 0.222 22.222 0.556 55.556 0.246 24.555 4.911 0.120 12.044 2.409 0.333 33.333 331_13 -- Open Sea Intron 5/7 Atg10
chr13 93,014,616 1.29E-02 1.54E-02 0.367 36.735 0.630 63.043 0.079 7.922 1.584 0.220 22.008 4.402 0.263 26.309 332_13 GA Open Sea Intergenic
chr13 93,014,659 4.24E-02 1.54E-02 0.370 36.957 0.569 56.897 0.124 12.442 2.488 0.110 10.984 2.197 0.199 19.940 332_13 -- Open Sea Intergenic
chr13 94,470,933 4.83E-02 5.12E-01 0.267 26.667 0.521 52.083 0.377 37.682 7.536 0.273 27.307 5.461 0.254 25.417 333_13 CA Open Sea Intron 15/26 Ap3b1
chr13 94,471,378 1.47E-02 2.46E-01 0.448 44.828 0.759 75.862 0.250 25.006 5.001 0.114 11.435 2.287 0.310 31.034 333_13 CG Open Sea Intron 15/26 Ap3b1
chr13 99,167,069 1.13E-02 1.39E-03 0.819 81.905 0.634 63.366 0.378 37.796 7.559 0.113 11.297 2.259 -0.185 -18.538 334_13 -- Open Sea Intergenic
chr13 99,167,077 6.56E-03 7.01E-04 0.833 83.333 0.644 64.368 0.395 39.458 7.892 0.107 10.716 2.143 -0.190 -18.966 334_13 -- Open Sea Intergenic
chr13 100,093,458 5.44E-03 1.02E-03 0.167 16.667 0.515 51.515 0.121 12.068 2.414 0.270 27.019 5.404 0.348 34.848 335_13 CG Open Sea Exon 5/39 Bdp1
chr13 100,093,498 6.78E-03 1.02E-03 0.156 15.625 0.469 46.875 0.112 11.180 2.236 0.249 24.906 4.981 0.313 31.250 335_13 -- Open Sea Exon 5/39 Bdp1
chr13 103,917,265 4.97E-02 3.28E-03 0.857 85.714 0.695 69.524 0.051 5.074 1.015 0.175 17.451 3.490 -0.162 -16.190 336_13 GT N Shelf Intron 1/25 Erbin
chr13 103,917,265 4.97E-02 3.28E-03 0.857 85.714 0.695 69.524 0.051 5.074 1.015 0.175 17.451 3.490 -0.162 -16.190 336_13 GT N Shelf Intron 1/25 Erbin
chr13 103,917,265 4.97E-02 3.28E-03 0.857 85.714 0.695 69.524 0.051 5.074 1.015 0.175 17.451 3.490 -0.162 -16.190 336_13 GT N Shelf Intron 1/26 Erbin
chr13 103,917,304 1.19E-02 3.28E-03 0.856 85.556 0.674 67.416 0.067 6.726 1.345 0.167 16.714 3.343 -0.181 -18.140 336_13 -- N Shelf Intron 1/25 Erbin
chr13 103,917,304 1.19E-02 3.28E-03 0.856 85.556 0.674 67.416 0.067 6.726 1.345 0.167 16.714 3.343 -0.181 -18.140 336_13 -- N Shelf Intron 1/25 Erbin
chr13 103,917,304 1.19E-02 3.28E-03 0.856 85.556 0.674 67.416 0.067 6.726 1.345 0.167 16.714 3.343 -0.181 -18.140 336_13 -- N Shelf Intron 1/26 Erbin
chr13 106,547,939 3.02E-02 1.56E-02 0.559 55.932 0.352 35.185 0.267 26.731 5.346 0.193 19.342 3.868 -0.207 -20.747 337_13 CA Open Sea Intergenic
chr13 106,548,040 4.39E-02 1.56E-02 0.648 64.815 0.467 46.667 0.150 15.030 3.006 0.144 14.382 2.876 -0.181 -18.148 337_13 GT Open Sea Intergenic
chr13 107,907,343 4.60E-02 6.08E-01 0.571 57.143 0.850 85.000 0.077 7.674 1.535 0.205 20.467 4.093 0.279 27.857 338_13 -- Open Sea Intergenic
chr13 107,907,558 2.35E-02 2.20E-01 0.367 36.735 0.600 60.000 0.066 6.590 1.318 0.274 27.381 5.476 0.233 23.265 338_13 -- Open Sea Intergenic
chr13 109,007,917 3.96E-02 5.05E-01 0.169 16.949 0.340 34.000 0.377 37.747 7.549 0.105 10.501 2.100 0.171 17.051 339_13 Check manually Open Sea Intergenic
chr13 109,008,254 3.98E-02 3.98E-02 0.350 35.000 0.588 58.824 0.199 19.925 3.985 0.255 25.477 5.095 0.238 23.824 339_13 -- Open Sea Intergenic
chr13 110,049,348 4.57E-02 3.95E-03 0.580 58.000 0.397 39.726 0.211 21.098 4.220 0.072 7.214 1.443 -0.183 -18.274 340_13 CA Open Sea Intergenic
chr13 110,049,362 2.82E-02 3.95E-03 0.808 80.769 0.611 61.111 0.143 14.330 2.866 0.140 13.963 2.793 -0.197 -19.658 340_13 AG Open Sea Intergenic
chr13 112,304,589 3.10E-02 4.87E-03 0.604 60.417 0.816 81.579 0.195 19.476 3.895 0.116 11.578 2.316 0.212 21.162 341_13 -- Open Sea Intron 1/10 Ankrd55
chr13 112,304,665 1.85E-03 9.52E-03 0.419 41.935 0.815 81.481 0.256 25.617 5.123 0.126 12.589 2.518 0.395 39.546 341_13 -- Open Sea Intron 1/10 Ankrd55
chr13 114,396,938 2.15E-02 4.86E-01 0.357 35.714 0.614 61.364 0.307 30.700 6.140 0.210 20.987 4.197 0.256 25.649 342_13 -- Open Sea Intergenic
chr13 114,397,160 2.33E-02 6.11E-02 0.259 25.926 0.583 58.333 0.356 35.559 7.112 0.274 27.386 5.477 0.324 32.407 342_13 -- Open Sea Intergenic
chr13 117,631,813 2.25E-02 1.18E-03 0.775 77.500 0.603 60.274 0.117 11.732 2.346 0.205 20.461 4.092 -0.172 -17.226 343_13 tt Open Sea Intergenic
chr13 117,631,971 1.03E-02 1.18E-03 0.316 31.579 0.505 50.495 0.114 11.422 2.284 0.142 14.218 2.844 0.189 18.916 343_13 Check manually Open Sea Intergenic
chr13 117,779,384 9.04E-03 1.74E-02 0.459 45.946 0.745 74.468 0.174 17.377 3.475 0.148 14.765 2.953 0.285 28.522 344_13 AA Open Sea Intergenic
chr13 117,779,528 1.20E-02 5.02E-01 0.525 52.500 0.806 80.645 0.121 12.146 2.429 0.173 17.301 3.460 0.281 28.145 344_13 TA Open Sea Intergenic
chr13 117,986,717 3.57E-03 2.25E-04 0.286 28.571 0.639 63.889 0.372 37.185 7.437 0.193 19.270 3.854 0.353 35.317 345_13 -- Open Sea Intergenic
chr13 117,986,723 6.27E-03 2.25E-04 0.297 29.730 0.639 63.889 0.325 32.518 6.504 0.247 24.721 4.944 0.342 34.159 345_13 -- Open Sea Intergenic
chr13 118,398,265 3.98E-02 3.30E-01 0.645 64.516 0.854 85.366 0.213 21.266 4.253 0.121 12.105 2.421 0.208 20.850 346_13 -- Open Sea Intergenic
chr13 118,398,589 4.64E-02 2.80E-01 0.714 71.429 0.896 89.583 0.361 36.132 7.226 0.110 11.016 2.203 0.182 18.155 346_13 -- Open Sea Intergenic
chr13 119,015,251 2.07E-03 2.75E-02 0.683 68.254 0.911 91.071 0.160 16.019 3.204 0.054 5.371 1.074 0.228 22.817 347_13 -- Open Sea Intergenic
chr13 119,015,257 3.82E-02 2.75E-02 0.741 74.138 0.891 89.091 0.141 14.101 2.820 0.062 6.236 1.247 0.150 14.953 347_13 -- Open Sea Intergenic
chr14 4,284,692 4.30E-02 1.25E-02 0.738 73.770 0.843 84.298 0.142 14.158 2.832 0.085 8.506 1.701 0.105 10.527 348_14 -- Open Sea Intergenic
chr14 4,284,731 3.65E-02 1.25E-02 0.609 60.870 0.469 46.903 0.282 28.201 5.640 0.049 4.923 0.985 -0.140 -13.967 348_14 -- Open Sea Intergenic
chr14 6,273,877 3.50E-02 1.91E-01 0.175 17.500 0.322 32.222 0.113 11.299 2.260 0.126 12.572 2.514 0.147 14.722 349_14 -- Open Sea Intron 2/5 Gm3411
chr14 6,274,113 1.62E-02 1.84E-01 0.386 38.614 0.570 56.989 0.101 10.055 2.011 0.093 9.329 1.866 0.184 18.375 349_14 -- Open Sea Intron 2/5 Gm3411
chr14 7,000,383 7.02E-03 5.29E-01 0.547 54.717 0.810 80.952 0.363 36.256 7.251 0.136 13.596 2.719 0.262 26.235 350_14 -- Open Sea Intergenic
chr14 7,001,118 2.72E-02 3.41E-01 0.704 70.370 0.407 40.741 0.199 19.939 3.988 0.186 18.588 3.718 -0.296 -29.630 350_14 -- Open Sea Intergenic
chr14 16,129,167 3.52E-02 8.33E-04 0.525 52.500 0.750 75.000 0.247 24.653 4.931 0.151 15.141 3.028 0.225 22.500 351_14 -- Open Sea Intergenic
chr14 16,129,176 2.29E-03 8.33E-04 0.525 52.500 0.837 83.721 0.255 25.520 5.104 0.088 8.819 1.764 0.312 31.221 351_14 -- Open Sea Intergenic
chr14 19,126,539 4.26E-02 4.26E-02 0.457 45.679 0.677 67.742 0.139 13.876 2.775 0.225 22.476 4.495 0.221 22.063 352_14 -- Open Sea Intergenic
chr14 19,126,744 2.89E-02 2.89E-02 0.824 82.353 0.674 67.416 0.121 12.088 2.418 0.107 10.666 2.133 -0.149 -14.937 352_14 -- Open Sea Intergenic
chr14 23,244,535 4.78E-02 1.68E-03 0.391 39.130 0.604 60.377 0.327 32.727 6.545 0.102 10.233 2.047 0.212 21.247 353_14 CT Open Sea Intergenic
chr14 23,244,571 1.11E-02 8.36E-03 0.351 35.135 0.659 65.909 0.340 33.992 6.798 0.108 10.812 2.162 0.308 30.774 353_14 TG Open Sea Intergenic
chr14 29,889,422 1.28E-02 1.13E-02 0.418 41.837 0.604 60.440 0.266 26.553 5.311 0.136 13.608 2.722 0.186 18.603 354_14 tt Open Sea Intergenic
chr14 29,889,432 1.44E-02 1.13E-02 0.438 43.810 0.610 61.000 0.059 5.889 1.178 0.089 8.870 1.774 0.172 17.190 354_14 ca Open Sea Intergenic
chr14 29,889,659 1.63E-02 1.63E-02 0.185 18.519 0.413 41.304 0.132 13.205 2.641 0.257 25.747 5.149 0.228 22.786 354_14 Check manually Open Sea Intergenic
chr14 36,452,369 1.46E-02 2.95E-02 0.787 78.689 0.588 58.824 0.132 13.230 2.646 0.061 6.109 1.222 -0.199 -19.865 355_14 -G Open Sea Intergenic
chr14 36,452,576 4.91E-02 7.05E-02 0.521 52.128 0.660 66.000 0.222 22.235 4.447 0.126 12.598 2.520 0.139 13.872 355_14 Check manually Open Sea Intergenic
chr14 38,028,676 9.57E-03 2.64E-04 0.189 18.919 0.541 54.054 0.369 36.880 7.376 0.217 21.743 4.349 0.351 35.135 356_14 Check manually Open Sea Intergenic
chr14 38,028,692 8.41E-03 2.64E-04 0.310 30.952 0.605 60.526 0.325 32.535 6.507 0.150 14.985 2.997 0.296 29.574 356_14 AG Open Sea Intergenic
chr14 38,384,636 1.37E-02 1.37E-02 0.736 73.585 0.514 51.429 0.164 16.363 3.273 0.108 10.764 2.153 -0.222 -22.156 357_14 -- Open Sea Intergenic
chr14 38,385,560 3.98E-02 1.35E-01 0.600 60.000 0.880 88.000 0.267 26.687 5.337 0.156 15.590 3.118 0.280 28.000 357_14 -- Open Sea Intergenic
chr14 39,144,209 3.86E-02 3.86E-02 0.576 57.576 0.806 80.556 0.168 16.837 3.367 0.126 12.583 2.517 0.230 22.980 358_14 -- Open Sea Intergenic
chr14 39,144,953 1.12E-02 3.86E-02 0.800 80.000 0.500 50.000 0.169 16.915 3.383 0.192 19.222 3.844 -0.300 -30.000 358_14 AG Open Sea Intergenic
chr14 40,673,250 7.48E-03 1.30E-02 0.810 80.952 0.500 50.000 0.191 19.124 3.825 0.242 24.165 4.833 -0.310 -30.952 359_14 -- Open Sea Intergenic
chr14 40,673,396 3.06E-02 3.47E-03 0.827 82.692 0.614 61.404 0.098 9.823 1.965 0.238 23.837 4.767 -0.213 -21.289 359_14 -- Open Sea Intergenic
chr14 40,673,483 4.26E-02 1.23E-02 0.685 68.519 0.838 83.784 0.160 16.007 3.201 0.095 9.472 1.894 0.153 15.265 359_14 -- Open Sea Intergenic
chr14 42,557,362 2.63E-02 2.63E-02 0.462 46.154 0.705 70.455 0.108 10.771 2.154 0.202 20.190 4.038 0.243 24.301 360_14 -- Open Sea Intergenic
chr14 42,557,980 4.21E-02 2.90E-01 0.788 78.788 0.564 56.410 0.112 11.194 2.239 0.161 16.111 3.222 -0.224 -22.378 360_14 -- Open Sea Intergenic
chr14 43,126,704 1.73E-02 4.08E-01 0.624 62.445 0.739 73.871 0.074 7.428 1.486 0.069 6.948 1.390 0.114 11.426 361_14 -- Open Sea Intergenic
chr14 43,127,512 4.20E-02 2.49E-01 0.438 43.750 0.580 58.036 0.087 8.718 1.744 0.113 11.277 2.255 0.143 14.286 361_14 -- Open Sea Intergenic
chr14 44,669,873 1.00E-02 2.85E-02 0.438 43.820 0.654 65.385 0.094 9.359 1.872 0.147 14.726 2.945 0.216 21.564 362_14 -- Open Sea Intergenic
chr14 44,669,886 3.77E-02 2.85E-02 0.655 65.517 0.794 79.412 0.117 11.688 2.338 0.079 7.873 1.575 0.139 13.895 362_14 -- Open Sea Intergenic
chr14 45,646,798 1.07E-02 1.17E-02 0.893 89.286 0.716 71.605 0.089 8.942 1.788 0.049 4.873 0.975 -0.177 -17.681 363_14 ag Open Sea Intron 1/11 Ddhd1
chr14 45,646,798 1.07E-02 1.17E-02 0.893 89.286 0.716 71.605 0.089 8.942 1.788 0.049 4.873 0.975 -0.177 -17.681 363_14 ag Open Sea Intron 1/13 Ddhd1
chr14 45,646,995 4.55E-02 1.39E-02 0.875 87.500 0.636 63.636 0.141 14.149 2.830 0.275 27.548 5.510 -0.239 -23.864 363_14 ca Open Sea Intron 1/11 Ddhd1
chr14 45,646,995 4.55E-02 1.39E-02 0.875 87.500 0.636 63.636 0.141 14.149 2.830 0.275 27.548 5.510 -0.239 -23.864 363_14 ca Open Sea Intron 1/13 Ddhd1
chr14 46,527,811 8.58E-03 7.42E-03 0.179 17.949 0.465 46.512 0.385 38.490 7.698 0.137 13.682 2.736 0.286 28.563 364_14 -- Open Sea Intergenic



chr14 46,527,863 4.52E-02 7.42E-03 0.200 20.000 0.464 46.429 0.164 16.433 3.287 0.292 29.213 5.843 0.264 26.429 364_14 -- Open Sea Intergenic
chr14 48,911,397 4.18E-02 2.50E-01 0.279 27.907 0.532 53.226 0.100 9.993 1.999 0.263 26.301 5.260 0.253 25.319 365_14 CG nearby Open Sea Intergenic
chr14 48,911,404 9.63E-03 2.50E-01 0.360 36.000 0.600 60.000 0.036 3.606 0.721 0.140 13.990 2.798 0.240 24.000 365_14 CG nearby Open Sea Intergenic
chr14 49,886,811 1.68E-02 1.68E-02 0.583 58.268 0.752 75.221 0.157 15.701 3.140 0.161 16.102 3.220 0.170 16.954 366_14 -- S Shelf Intergenic
chr14 49,887,450 4.95E-02 3.24E-02 0.556 55.556 0.681 68.067 0.209 20.910 4.182 0.041 4.057 0.811 0.125 12.512 366_14 -- S Shelf Intergenic
chr14 51,423,920 3.34E-02 3.34E-02 0.489 48.936 0.283 28.302 0.244 24.444 4.889 0.144 14.372 2.874 -0.206 -20.634 367_14 -- Open Sea Intergenic
chr14 51,424,784 4.56E-02 5.33E-01 0.833 83.333 0.538 53.846 0.421 42.059 8.412 0.316 31.647 6.329 -0.295 -29.487 367_14 -- Open Sea Intergenic
chr14 56,486,974 1.67E-02 3.36E-02 0.441 44.118 0.727 72.727 0.186 18.558 3.712 0.154 15.392 3.078 0.286 28.610 368_14 CA Open Sea Intergenic
chr14 56,487,003 4.60E-02 3.36E-02 0.559 55.882 0.824 82.353 0.271 27.090 5.418 0.103 10.262 2.052 0.265 26.471 368_14 AG Open Sea Intergenic
chr14 61,048,812 3.78E-02 3.78E-02 0.784 78.431 0.596 59.615 0.103 10.262 2.052 0.159 15.872 3.174 -0.188 -18.816 369_14 -- Open Sea Intergenic
chr14 61,049,759 3.30E-02 1.48E-01 0.700 70.000 0.873 87.273 0.159 15.854 3.171 0.081 8.089 1.618 0.173 17.273 369_14 -- Open Sea Intergenic
chr14 63,693,383 3.00E-03 2.06E-02 0.184 18.421 0.543 54.286 0.117 11.698 2.340 0.173 17.321 3.464 0.359 35.865 370_14 -- Open Sea Intergenic
chr14 63,693,386 3.92E-02 2.06E-02 0.200 20.000 0.417 41.667 0.143 14.342 2.868 0.063 6.253 1.251 0.217 21.667 370_14 -- Open Sea Intergenic
chr14 64,344,285 4.88E-02 6.62E-04 0.279 27.907 0.583 58.333 0.259 25.871 5.174 0.276 27.615 5.523 0.304 30.426 371_14 TG Open Sea Intron 6/10 Msra
chr14 64,344,285 4.88E-02 6.62E-04 0.279 27.907 0.583 58.333 0.259 25.871 5.174 0.276 27.615 5.523 0.304 30.426 371_14 TG Open Sea Intron 1/5 Msra
chr14 64,344,294 2.46E-03 6.62E-04 0.190 19.048 0.541 54.054 0.159 15.916 3.183 0.248 24.775 4.955 0.350 35.006 371_14 CT Open Sea Intron 6/10 Msra
chr14 64,344,294 2.46E-03 6.62E-04 0.190 19.048 0.541 54.054 0.159 15.916 3.183 0.248 24.775 4.955 0.350 35.006 371_14 CT Open Sea Intron 1/5 Msra
chr14 67,273,880 1.19E-02 5.56E-02 0.854 85.417 0.630 63.043 0.121 12.117 2.423 0.173 17.330 3.466 -0.224 -22.373 372_14 CG nearby Open Sea TSS 1500 Gm23178
chr14 67,274,044 2.86E-02 1.59E-02 0.750 75.000 0.462 46.154 0.193 19.343 3.869 0.150 14.977 2.995 -0.288 -28.846 372_14 TT Open Sea TSS 1500 Gm23178
chr14 67,433,896 4.82E-04 2.92E-04 0.231 23.077 0.710 70.968 0.128 12.753 2.551 0.159 15.851 3.170 0.479 47.891 373_14 -- Open Sea Intergenic
chr14 67,434,003 4.55E-02 2.92E-04 0.587 58.696 0.774 77.358 0.112 11.180 2.236 0.099 9.898 1.980 0.187 18.663 373_14 TT Open Sea Intergenic
chr14 68,120,319 1.64E-02 1.50E-01 0.741 74.074 0.524 52.381 0.092 9.172 1.834 0.277 27.749 5.550 -0.217 -21.693 374_14 Check manually N Shelf Exon 3/3 Nefm
chr14 68,120,713 3.58E-02 2.47E-02 0.835 83.544 0.697 69.663 0.097 9.691 1.938 0.087 8.702 1.740 -0.139 -13.881 374_14 CC N Shelf Exon 3/3 Nefm
chr14 68,120,791 1.50E-02 3.71E-04 0.690 68.966 0.505 50.549 0.113 11.322 2.264 0.058 5.820 1.164 -0.184 -18.416 374_14 AC N Shelf Exon 3/3 Nefm
chr14 68,121,073 4.17E-02 1.82E-01 0.875 87.500 0.762 76.190 0.079 7.935 1.587 0.110 11.003 2.201 -0.113 -11.310 374_14 CT N Shelf Exon 3/3 Nefm
chr14 68,575,652 4.03E-02 1.16E-01 0.741 74.138 0.887 88.732 0.109 10.865 2.173 0.104 10.415 2.083 0.146 14.594 375_14 -- Open Sea Intron 5/13 Adamdec1
chr14 68,575,899 4.26E-02 4.03E-01 0.687 68.687 0.845 84.524 0.171 17.058 3.412 0.099 9.866 1.973 0.158 15.837 375_14 -- Open Sea Intron 5/13 Adamdec1
chr14 73,504,196 1.68E-02 5.33E-02 0.658 65.789 0.835 83.544 0.197 19.684 3.937 0.123 12.301 2.460 0.178 17.755 376_14 -- Open Sea Intergenic
chr14 73,504,361 8.93E-03 1.45E-01 0.538 53.788 0.719 71.918 0.195 19.514 3.903 0.138 13.841 2.768 0.181 18.130 376_14 -- Open Sea Intergenic
chr14 77,668,548 7.44E-04 1.40E-04 0.138 13.793 0.586 58.621 0.101 10.126 2.025 0.161 16.121 3.224 0.448 44.828 377_14 CA Open Sea Intron 15/18 Enox1
chr14 77,668,571 1.45E-02 2.48E-05 0.130 13.043 0.462 46.154 0.421 42.123 8.425 0.234 23.365 4.673 0.331 33.110 377_14 CA Open Sea Intron 15/18 Enox1
chr14 77,668,576 2.24E-02 2.48E-05 0.174 17.391 0.480 48.000 0.419 41.874 8.375 0.149 14.907 2.981 0.306 30.609 377_14 TG Open Sea Intron 15/18 Enox1
chr14 78,625,963 1.77E-02 4.77E-03 0.453 45.283 0.698 69.811 0.156 15.569 3.114 0.180 18.017 3.603 0.245 24.528 378_14 -- Open Sea Intron 5/28 Dgkh
chr14 78,626,047 3.11E-02 4.77E-03 0.186 18.605 0.419 41.935 0.161 16.080 3.216 0.221 22.148 4.430 0.233 23.331 378_14 -- Open Sea Intron 5/28 Dgkh
chr14 80,238,764 2.26E-02 2.50E-03 0.583 58.333 0.759 75.949 0.092 9.216 1.843 0.110 10.991 2.198 0.176 17.616 379_14 Check manually Open Sea Intergenic
chr14 80,238,817 1.19E-02 3.55E-03 0.767 76.667 0.940 94.000 0.187 18.749 3.750 0.073 7.256 1.451 0.173 17.333 379_14 Check manually Open Sea Intergenic
chr14 81,782,322 4.65E-03 3.54E-03 0.429 42.857 0.833 83.333 0.276 27.573 5.515 0.120 11.960 2.392 0.405 40.476 380_14 -- Open Sea Intergenic
chr14 81,782,366 3.71E-02 9.47E-04 0.560 56.000 0.821 82.143 0.228 22.804 4.561 0.150 14.959 2.992 0.261 26.143 380_14 -- Open Sea Intergenic
chr14 82,405,220 4.55E-02 2.14E-01 0.698 69.767 0.893 89.286 0.127 12.706 2.541 0.125 12.500 2.500 0.195 19.518 381_14 -- Open Sea Intergenic
chr14 82,405,757 1.14E-02 1.14E-02 0.718 71.818 0.848 84.768 0.056 5.617 1.123 0.086 8.598 1.720 0.130 12.950 381_14 Check manually Open Sea Intergenic
chr14 83,113,826 3.20E-02 7.79E-02 0.833 83.333 0.693 69.307 0.129 12.909 2.582 0.100 10.046 2.009 -0.140 -14.026 382_14 -- Open Sea Intergenic
chr14 83,114,282 1.72E-02 1.72E-02 0.208 20.833 0.611 61.111 0.342 34.157 6.831 0.135 13.469 2.694 0.403 40.278 382_14 -- Open Sea Intergenic
chr14 86,116,852 3.82E-02 1.12E-02 0.909 90.909 0.697 69.697 0.196 19.613 3.923 0.206 20.582 4.116 -0.212 -21.212 383_14 TT Open Sea Intergenic
chr14 86,117,071 4.61E-02 4.02E-01 0.683 68.293 0.868 86.842 0.341 34.055 6.811 0.090 9.010 1.802 0.185 18.549 383_14 -- Open Sea Intergenic
chr14 88,626,313 1.37E-02 7.25E-02 0.833 83.333 0.634 63.380 0.106 10.565 2.113 0.143 14.326 2.865 -0.200 -19.953 384_14 ca Open Sea Intergenic
chr14 88,627,093 1.64E-02 1.64E-02 0.704 70.370 0.350 35.000 0.137 13.693 2.739 0.361 36.150 7.230 -0.354 -35.370 384_14 Check manually Open Sea Intergenic
chr14 89,723,126 2.36E-02 7.04E-03 0.343 34.286 0.544 54.386 0.170 17.050 3.410 0.084 8.436 1.687 0.201 20.100 385_14 GC Open Sea Intergenic
chr14 89,723,145 3.05E-02 7.04E-03 0.243 24.286 0.446 44.643 0.148 14.790 2.958 0.106 10.603 2.121 0.204 20.357 385_14 AG Open Sea Intergenic
chr14 92,461,233 1.27E-02 1.44E-02 0.769 76.923 0.893 89.256 0.053 5.275 1.055 0.059 5.895 1.179 0.123 12.333 386_14 -- Open Sea Intergenic
chr14 92,462,014 3.79E-02 3.79E-02 0.581 58.140 0.800 80.000 0.152 15.243 3.049 0.124 12.396 2.479 0.219 21.860 386_14 -- Open Sea Intergenic
chr14 93,521,119 1.67E-02 3.38E-06 0.203 20.339 0.443 44.262 0.116 11.583 2.317 0.245 24.540 4.908 0.239 23.923 387_14 TG Open Sea Intergenic
chr14 93,521,129 4.52E-02 1.93E-06 0.169 16.949 0.446 44.643 0.120 11.984 2.397 0.302 30.186 6.037 0.277 27.694 387_14 TG Open Sea Intergenic
chr14 93,521,146 3.59E-02 1.93E-06 0.153 15.254 0.383 38.298 0.087 8.671 1.734 0.282 28.223 5.645 0.230 23.044 387_14 AG Open Sea Intergenic
chr14 93,521,253 8.67E-03 1.91E-07 0.192 19.231 0.538 53.846 0.156 15.577 3.115 0.252 25.164 5.033 0.346 34.615 387_14 ca Open Sea Intergenic
chr14 94,112,261 4.22E-02 2.78E-01 0.368 36.842 0.613 61.290 0.317 31.650 6.330 0.099 9.919 1.984 0.244 24.448 388_14 -- Open Sea Intergenic
chr14 94,112,484 1.05E-02 1.70E-01 0.657 65.741 0.827 82.727 0.101 10.067 2.013 0.111 11.132 2.226 0.170 16.987 388_14 -- Open Sea Intergenic
chr14 96,898,334 4.08E-03 5.21E-04 0.494 49.351 0.734 73.438 0.106 10.581 2.116 0.064 6.363 1.273 0.241 24.087 389_14 -- Open Sea Intergenic
chr14 96,898,389 8.17E-03 5.21E-04 0.512 51.163 0.787 78.723 0.218 21.797 4.359 0.105 10.534 2.107 0.276 27.561 389_14 -- Open Sea Intergenic
chr14 97,592,972 4.56E-03 2.52E-03 0.328 32.759 0.635 63.462 0.109 10.908 2.182 0.144 14.367 2.873 0.307 30.703 390_14 AA Open Sea Intergenic
chr14 97,592,983 3.28E-02 2.52E-03 0.436 43.636 0.660 65.957 0.119 11.855 2.371 0.146 14.625 2.925 0.223 22.321 390_14 CA Open Sea Intergenic
chr14 98,108,577 4.53E-02 1.23E-01 0.469 46.875 0.711 71.053 0.251 25.066 5.013 0.236 23.644 4.729 0.242 24.178 391_14 TG Open Sea Intron 1/10 Dach1
chr14 98,108,577 4.53E-02 1.23E-01 0.469 46.875 0.711 71.053 0.251 25.066 5.013 0.236 23.644 4.729 0.242 24.178 391_14 TG Open Sea Intron 1/11 Dach1
chr14 98,108,598 3.06E-02 8.84E-02 0.205 20.513 0.450 45.000 0.158 15.793 3.159 0.190 18.956 3.791 0.245 24.487 391_14 CA Open Sea Intron 1/10 Dach1
chr14 98,108,598 3.06E-02 8.84E-02 0.205 20.513 0.450 45.000 0.158 15.793 3.159 0.190 18.956 3.791 0.245 24.487 391_14 CA Open Sea Intron 1/11 Dach1
chr14 98,108,896 2.88E-02 1.87E-04 0.135 13.462 0.382 38.235 0.097 9.745 1.949 0.205 20.542 4.108 0.248 24.774 391_14 CG Open Sea Intron 1/10 Dach1
chr14 98,108,896 2.88E-02 1.87E-04 0.135 13.462 0.382 38.235 0.097 9.745 1.949 0.205 20.542 4.108 0.248 24.774 391_14 CG Open Sea Intron 1/11 Dach1
chr14 98,140,275 1.06E-02 8.31E-04 0.266 26.563 0.519 51.852 0.178 17.803 3.561 0.192 19.219 3.844 0.253 25.289 392_14 -- Open Sea Intron 1/10 Dach1
chr14 98,140,275 1.06E-02 8.31E-04 0.266 26.563 0.519 51.852 0.178 17.803 3.561 0.192 19.219 3.844 0.253 25.289 392_14 -- Open Sea Intron 1/11 Dach1
chr14 98,140,285 1.61E-02 8.31E-04 0.250 25.000 0.458 45.763 0.167 16.733 3.347 0.126 12.594 2.519 0.208 20.763 392_14 AA Open Sea Intron 1/10 Dach1
chr14 98,140,285 1.61E-02 8.31E-04 0.250 25.000 0.458 45.763 0.167 16.733 3.347 0.126 12.594 2.519 0.208 20.763 392_14 AA Open Sea Intron 1/11 Dach1
chr14 98,140,323 4.98E-02 8.31E-04 0.265 26.471 0.420 41.975 0.181 18.109 3.622 0.134 13.368 2.674 0.155 15.505 392_14 GA Open Sea Intron 1/10 Dach1
chr14 98,140,323 4.98E-02 8.31E-04 0.265 26.471 0.420 41.975 0.181 18.109 3.622 0.134 13.368 2.674 0.155 15.505 392_14 GA Open Sea Intron 1/11 Dach1
chr14 98,140,992 3.87E-02 3.87E-02 0.700 70.000 0.917 91.667 0.365 36.515 7.303 0.065 6.500 1.300 0.217 21.667 392_14 -- Open Sea Intron 1/10 Dach1
chr14 98,140,992 3.87E-02 3.87E-02 0.700 70.000 0.917 91.667 0.365 36.515 7.303 0.065 6.500 1.300 0.217 21.667 392_14 -- Open Sea Intron 1/11 Dach1
chr14 99,562,233 1.54E-02 2.75E-03 0.621 62.097 0.762 76.190 0.072 7.213 1.443 0.081 8.097 1.619 0.141 14.094 393_14 -- Open Sea Intergenic
chr14 99,562,308 3.64E-02 2.75E-03 0.225 22.549 0.439 43.925 0.115 11.524 2.305 0.173 17.265 3.453 0.214 21.376 393_14 -- Open Sea Intergenic
chr14 102,773,891 1.10E-02 1.59E-02 0.348 34.783 0.704 70.370 0.183 18.257 3.651 0.148 14.795 2.959 0.356 35.588 394_14 -- Open Sea Intergenic
chr14 102,774,038 3.20E-02 1.59E-02 0.625 62.500 0.868 86.842 0.265 26.459 5.292 0.113 11.250 2.250 0.243 24.342 394_14 -- Open Sea Intergenic
chr14 102,774,054 2.27E-02 1.59E-02 0.480 48.000 0.763 76.316 0.285 28.533 5.707 0.139 13.917 2.783 0.283 28.316 394_14 -- Open Sea Intergenic
chr14 103,536,446 4.55E-02 6.77E-01 0.740 74.046 0.607 60.714 0.145 14.455 2.891 0.089 8.896 1.779 -0.133 -13.332 395_14 tc Open Sea Intron 4/30 Scel
chr14 103,536,481 7.80E-04 6.17E-01 0.697 69.697 0.396 39.583 0.133 13.255 2.651 0.072 7.228 1.446 -0.301 -30.114 395_14 ct Open Sea Intron 4/30 Scel
chr14 105,173,161 4.52E-03 3.30E-03 0.089 8.889 0.415 41.463 0.137 13.682 2.736 0.367 36.657 7.331 0.326 32.575 396_14 -- N Shelf Intron 1/21 Rbm26
chr14 105,173,161 4.52E-03 3.30E-03 0.089 8.889 0.415 41.463 0.137 13.682 2.736 0.367 36.657 7.331 0.326 32.575 396_14 -- N Shelf Intron 1/20 Rbm26
chr14 105,173,161 4.52E-03 3.30E-03 0.089 8.889 0.415 41.463 0.137 13.682 2.736 0.367 36.657 7.331 0.326 32.575 396_14 -- N Shelf Intron 1/20 Rbm26
chr14 105,173,161 4.52E-03 3.30E-03 0.089 8.889 0.415 41.463 0.137 13.682 2.736 0.367 36.657 7.331 0.326 32.575 396_14 -- N Shelf Intron 1/21 Rbm26
chr14 105,173,187 3.54E-02 3.30E-03 0.169 16.949 0.347 34.694 0.105 10.487 2.097 0.238 23.830 4.766 0.177 17.745 396_14 -- N Shelf Intron 1/21 Rbm26
chr14 105,173,187 3.54E-02 3.30E-03 0.169 16.949 0.347 34.694 0.105 10.487 2.097 0.238 23.830 4.766 0.177 17.745 396_14 -- N Shelf Intron 1/20 Rbm26
chr14 105,173,187 3.54E-02 3.30E-03 0.169 16.949 0.347 34.694 0.105 10.487 2.097 0.238 23.830 4.766 0.177 17.745 396_14 -- N Shelf Intron 1/20 Rbm26
chr14 105,173,187 3.54E-02 3.30E-03 0.169 16.949 0.347 34.694 0.105 10.487 2.097 0.238 23.830 4.766 0.177 17.745 396_14 -- N Shelf Intron 1/21 Rbm26
chr14 106,428,488 4.93E-02 5.22E-02 0.638 63.768 0.802 80.233 0.218 21.805 4.361 0.097 9.737 1.947 0.165 16.464 397_14 tt Open Sea Intergenic
chr14 106,428,573 1.41E-02 6.12E-02 0.560 56.000 0.808 80.769 0.233 23.348 4.670 0.197 19.694 3.939 0.248 24.769 397_14 C- Open Sea Intergenic
chr14 106,637,328 7.62E-03 7.30E-02 0.222 22.222 0.571 57.143 0.371 37.066 7.413 0.307 30.680 6.136 0.349 34.921 398_14 TA Open Sea Intergenic
chr14 106,637,340 2.86E-02 7.30E-02 0.371 37.143 0.730 72.973 0.206 20.563 4.113 0.374 37.434 7.487 0.358 35.830 398_14 GG Open Sea Intergenic
chr14 107,353,083 2.73E-02 3.91E-02 0.815 81.481 0.653 65.278 0.121 12.124 2.425 0.182 18.195 3.639 -0.162 -16.204 399_14 -- Open Sea Intergenic
chr14 107,353,746 1.16E-02 1.16E-02 0.500 50.000 0.850 85.000 0.263 26.277 5.255 0.415 41.500 8.300 0.350 35.000 399_14 Check manually Open Sea Intergenic
chr14 108,702,880 3.20E-02 3.86E-03 0.695 69.492 0.857 85.714 0.325 32.485 6.497 0.133 13.330 2.666 0.162 16.223 400_14 -- Open Sea Intergenic
chr14 108,702,885 7.83E-03 3.86E-03 0.644 64.407 0.862 86.154 0.302 30.201 6.040 0.096 9.554 1.911 0.217 21.747 400_14 -- Open Sea Intergenic
chr14 112,559,233 2.33E-02 6.63E-03 0.188 18.750 0.340 34.021 0.090 8.978 1.796 0.172 17.235 3.447 0.153 15.271 401_14 -- Open Sea Intergenic
chr14 112,559,263 1.95E-02 6.63E-03 0.135 13.514 0.368 36.782 0.080 7.971 1.594 0.206 20.555 4.111 0.233 23.268 401_14 -- Open Sea Intergenic
chr14 113,652,928 2.50E-02 3.37E-03 0.372 37.209 0.609 60.870 0.192 19.225 3.845 0.069 6.900 1.380 0.237 23.660 402_14 AG Open Sea Intergenic
chr14 113,652,940 2.20E-02 3.37E-03 0.523 52.273 0.813 81.250 0.318 31.782 6.356 0.109 10.889 2.178 0.290 28.977 402_14 TA Open Sea Intergenic
chr14 113,942,372 1.42E-02 2.23E-01 0.412 41.176 0.724 72.414 0.184 18.449 3.690 0.196 19.631 3.926 0.312 31.237 403_14 -- Open Sea Intergenic
chr14 113,942,678 4.75E-02 4.75E-02 0.696 69.565 0.547 54.667 0.104 10.427 2.085 0.149 14.855 2.971 -0.149 -14.899 403_14 -- Open Sea Intergenic
chr14 114,252,129 3.91E-02 6.50E-02 0.681 68.056 0.518 51.807 0.239 23.905 4.781 0.105 10.531 2.106 -0.162 -16.248 404_14 Check manually Open Sea Intergenic
chr14 114,252,394 6.61E-03 3.25E-01 0.761 76.087 0.492 49.153 0.069 6.933 1.387 0.212 21.232 4.246 -0.269 -26.934 404_14 -- Open Sea Intergenic
chr14 115,136,237 3.70E-03 1.98E-01 0.712 71.223 0.860 85.950 0.147 14.666 2.933 0.043 4.291 0.858 0.147 14.727 405_14 -- Open Sea Intergenic
chr14 115,137,037 3.44E-03 1.19E-01 0.276 27.586 0.714 71.429 0.374 37.384 7.477 0.131 13.054 2.611 0.438 43.842 405_14 -- Open Sea Intergenic
chr14 120,667,111 1.54E-02 3.32E-03 0.459 45.946 0.727 72.727 0.251 25.109 5.022 0.241 24.128 4.826 0.268 26.781 406_14 -- Open Sea Intergenic
chr14 120,667,135 1.51E-02 3.32E-03 0.429 42.857 0.679 67.925 0.124 12.404 2.481 0.194 19.428 3.886 0.251 25.067 406_14 -- Open Sea Intergenic



chr15 7,252,637 1.94E-02 8.87E-01 0.178 17.778 0.517 51.724 0.184 18.387 3.677 0.212 21.164 4.233 0.339 33.946 407_15 -- Open Sea Intron 8/21 Egflam
chr15 7,252,637 1.94E-02 8.87E-01 0.178 17.778 0.517 51.724 0.184 18.387 3.677 0.212 21.164 4.233 0.339 33.946 407_15 -- Open Sea Intron 8/22 Egflam
chr15 7,252,991 2.02E-02 8.78E-01 0.682 68.182 0.897 89.744 0.262 26.194 5.239 0.085 8.463 1.693 0.216 21.562 407_15 -- Open Sea Intron 8/21 Egflam
chr15 7,252,991 2.02E-02 8.78E-01 0.682 68.182 0.897 89.744 0.262 26.194 5.239 0.085 8.463 1.693 0.216 21.562 407_15 -- Open Sea Intron 8/22 Egflam
chr15 7,338,533 7.66E-03 6.87E-03 0.351 35.135 0.676 67.568 0.303 30.262 6.052 0.196 19.572 3.914 0.324 32.432 408_15 GC Open Sea Intron 1/21 Egflam
chr15 7,338,533 7.66E-03 6.87E-03 0.351 35.135 0.676 67.568 0.303 30.262 6.052 0.196 19.572 3.914 0.324 32.432 408_15 GC Open Sea Intron 1/22 Egflam
chr15 7,338,590 5.15E-03 3.49E-02 0.436 43.590 0.758 75.758 0.208 20.840 4.168 0.100 9.962 1.992 0.322 32.168 408_15 GG Open Sea Intron 1/21 Egflam
chr15 7,338,590 5.15E-03 3.49E-02 0.436 43.590 0.758 75.758 0.208 20.840 4.168 0.100 9.962 1.992 0.322 32.168 408_15 GG Open Sea Intron 1/22 Egflam
chr15 8,881,216 2.26E-02 5.13E-01 0.864 86.441 0.696 69.565 0.106 10.567 2.113 0.163 16.344 3.269 -0.169 -16.875 409_15 CG nearby Open Sea Intergenic
chr15 8,881,917 4.08E-02 2.22E-02 0.217 21.739 0.513 51.282 0.307 30.700 6.140 0.154 15.384 3.077 0.295 29.543 409_15 CA Open Sea Intergenic
chr15 13,384,829 3.93E-02 1.97E-02 0.292 29.167 0.600 60.000 0.183 18.326 3.665 0.153 15.293 3.059 0.308 30.833 410_15 TG Open Sea Intergenic
chr15 13,385,438 3.55E-02 5.57E-02 0.528 52.778 0.756 75.610 0.247 24.745 4.949 0.081 8.088 1.618 0.228 22.832 410_15 TG Open Sea Intergenic
chr15 14,832,438 4.91E-02 2.00E-03 0.522 52.174 0.826 82.609 0.294 29.359 5.872 0.157 15.713 3.143 0.304 30.435 411_15 -- Open Sea Intergenic
chr15 14,832,443 2.37E-02 2.00E-03 0.417 41.667 0.826 82.609 0.319 31.910 6.382 0.217 21.654 4.331 0.409 40.942 411_15 -- Open Sea Intergenic
chr15 15,330,510 4.63E-02 1.94E-01 0.677 67.692 0.819 81.928 0.176 17.586 3.517 0.131 13.098 2.620 0.142 14.235 412_15 TA Open Sea Intergenic
chr15 15,330,649 3.18E-02 1.94E-01 0.343 34.286 0.600 60.000 0.195 19.492 3.898 0.313 31.320 6.264 0.257 25.714 412_15 -- Open Sea Intergenic
chr15 15,458,384 3.23E-02 1.06E-01 0.848 84.848 0.600 60.000 0.190 18.952 3.790 0.226 22.550 4.510 -0.248 -24.848 413_15 -- Open Sea Intergenic
chr15 15,459,042 3.68E-02 1.82E-01 0.429 42.857 0.675 67.500 0.247 24.725 4.945 0.230 23.033 4.607 0.246 24.643 413_15 -- Open Sea Intergenic
chr15 15,572,518 3.48E-02 2.65E-01 0.302 30.233 0.522 52.174 0.187 18.711 3.742 0.096 9.636 1.927 0.219 21.941 414_15 -- Open Sea Intergenic
chr15 15,572,836 2.54E-02 1.01E-01 0.537 53.704 0.746 74.603 0.271 27.141 5.428 0.154 15.431 3.086 0.209 20.899 414_15 -- Open Sea Intergenic
chr15 17,448,006 1.92E-02 1.92E-02 0.424 42.424 0.719 71.875 0.267 26.671 5.334 0.168 16.758 3.352 0.295 29.451 415_15 -- Open Sea Intergenic
chr15 17,448,375 2.42E-02 1.12E-01 0.482 48.214 0.681 68.116 0.063 6.332 1.266 0.102 10.200 2.040 0.199 19.902 415_15 -- Open Sea Intergenic
chr15 17,958,038 4.89E-02 1.93E-02 0.792 79.245 0.919 91.935 0.129 12.859 2.572 0.051 5.123 1.025 0.127 12.690 416_15 -- Open Sea Intergenic
chr15 17,958,856 4.07E-02 3.62E-01 0.407 40.678 0.600 60.000 0.209 20.910 4.182 0.174 17.402 3.480 0.193 19.322 416_15 -- Open Sea Intergenic
chr15 20,458,133 1.48E-03 9.34E-02 0.742 74.194 0.320 32.000 0.137 13.672 2.734 0.150 14.975 2.995 -0.422 -42.194 417_15 AG Open Sea Intergenic
chr15 20,458,179 3.14E-02 9.34E-02 0.583 58.333 0.864 86.364 0.250 24.972 4.994 0.094 9.362 1.872 0.280 28.030 417_15 TG Open Sea Intergenic
chr15 21,633,624 4.05E-02 4.05E-02 0.678 67.797 0.841 84.058 0.151 15.050 3.010 0.101 10.098 2.020 0.163 16.261 418_15 TT Open Sea Intergenic
chr15 21,634,396 4.70E-02 1.54E-01 0.528 52.778 0.784 78.378 0.309 30.870 6.174 0.137 13.710 2.742 0.256 25.601 418_15 CT Open Sea Intergenic
chr15 22,182,716 3.33E-02 1.77E-01 0.820 81.967 0.650 65.000 0.125 12.486 2.497 0.227 22.712 4.542 -0.170 -16.967 419_15 -- Open Sea Intergenic
chr15 22,183,615 5.10E-03 1.28E-02 0.833 83.333 0.455 45.455 0.127 12.678 2.536 0.290 28.961 5.792 -0.379 -37.879 419_15 CA Open Sea Intergenic
chr15 22,856,738 8.36E-03 4.08E-04 0.245 24.528 0.500 50.000 0.133 13.312 2.662 0.102 10.222 2.044 0.255 25.472 420_15 -- Open Sea Intergenic
chr15 22,856,742 2.79E-02 4.08E-04 0.380 38.000 0.620 62.000 0.141 14.092 2.818 0.228 22.781 4.556 0.240 24.000 420_15 -- Open Sea Intergenic
chr15 22,856,814 2.65E-02 4.08E-04 0.378 37.838 0.659 65.909 0.164 16.375 3.275 0.172 17.239 3.448 0.281 28.071 420_15 -- Open Sea Intergenic
chr15 23,017,386 3.72E-02 9.63E-02 0.394 39.394 0.682 68.182 0.228 22.788 4.558 0.235 23.526 4.705 0.288 28.788 421_15 TG Open Sea Intergenic
chr15 23,017,724 3.17E-02 1.56E-02 0.585 58.491 0.788 78.846 0.210 21.003 4.201 0.151 15.068 3.014 0.204 20.356 421_15 -- Open Sea Intergenic
chr15 23,565,762 4.10E-02 3.22E-01 0.740 73.984 0.856 85.586 0.123 12.319 2.464 0.131 13.122 2.624 0.116 11.602 422_15 -- Open Sea Intergenic
chr15 23,565,974 2.13E-02 2.55E-01 0.487 48.718 0.237 23.684 0.246 24.638 4.928 0.125 12.511 2.502 -0.250 -25.034 422_15 -- Open Sea Intergenic
chr15 23,682,275 3.85E-03 3.85E-03 0.683 68.333 0.918 91.803 0.183 18.295 3.659 0.067 6.713 1.343 0.235 23.470 423_15 -- Open Sea Intergenic
chr15 23,682,484 4.97E-02 4.97E-02 0.646 64.583 0.820 82.000 0.200 20.006 4.001 0.126 12.590 2.518 0.174 17.417 423_15 -- Open Sea Intergenic
chr15 24,612,297 1.38E-02 1.38E-02 0.829 82.857 0.559 55.882 0.121 12.109 2.422 0.104 10.416 2.083 -0.270 -26.975 424_15 -- Open Sea Intergenic
chr15 24,612,915 3.81E-02 3.81E-02 0.569 56.897 0.755 75.472 0.103 10.270 2.054 0.060 5.965 1.193 0.186 18.575 424_15 -- Open Sea Intergenic
chr15 26,340,951 4.00E-03 8.49E-03 0.129 12.903 0.452 45.238 0.100 10.000 2.000 0.172 17.213 3.443 0.323 32.335 425_15 AA Open Sea Intergenic
chr15 26,340,967 1.92E-02 8.49E-03 0.176 17.647 0.425 42.500 0.109 10.897 2.179 0.128 12.781 2.556 0.249 24.853 425_15 Check manually Open Sea Intergenic
chr15 26,715,636 4.52E-02 2.84E-01 0.623 62.264 0.804 80.435 0.199 19.916 3.983 0.182 18.221 3.644 0.182 18.171 426_15 CA Open Sea Intergenic
chr15 26,715,702 4.51E-02 1.35E-01 0.490 48.980 0.756 75.610 0.287 28.739 5.748 0.196 19.551 3.910 0.266 26.630 426_15 AG Open Sea Intergenic
chr15 29,564,034 2.31E-02 4.98E-03 0.372 37.209 0.630 63.043 0.156 15.577 3.115 0.173 17.307 3.461 0.258 25.834 427_15 -- Open Sea Intergenic
chr15 29,564,053 3.93E-02 4.98E-03 0.231 23.077 0.474 47.368 0.199 19.915 3.983 0.157 15.708 3.142 0.243 24.291 427_15 -- Open Sea Intergenic
chr15 31,945,846 3.16E-02 3.58E-02 0.881 88.095 0.592 59.184 0.094 9.362 1.872 0.262 26.239 5.248 -0.289 -28.912 428_15 -- Open Sea Intergenic
chr15 31,945,918 1.60E-02 3.58E-02 0.698 69.811 0.475 47.458 0.172 17.238 3.448 0.233 23.299 4.660 -0.224 -22.354 428_15 -- Open Sea Intergenic
chr15 40,782,425 3.30E-02 3.33E-02 0.816 81.579 0.588 58.824 0.087 8.663 1.733 0.378 37.802 7.560 -0.228 -22.755 429_15 TA Open Sea Intergenic
chr15 40,782,534 2.22E-02 3.33E-02 0.815 81.481 0.533 53.333 0.129 12.942 2.588 0.096 9.603 1.921 -0.281 -28.148 429_15 TG Open Sea Intergenic
chr15 40,895,084 4.70E-02 3.99E-04 0.400 40.000 0.676 67.647 0.238 23.813 4.763 0.193 19.273 3.855 0.276 27.647 430_15 TA Open Sea Intergenic
chr15 40,895,098 7.30E-03 3.99E-04 0.293 29.268 0.606 60.606 0.138 13.800 2.760 0.156 15.563 3.113 0.313 31.338 430_15 TG Open Sea Intergenic
chr15 40,895,132 2.61E-02 1.20E-03 0.417 41.667 0.650 65.000 0.194 19.431 3.886 0.238 23.819 4.764 0.233 23.333 430_15 -- Open Sea Intergenic
chr15 41,354,988 3.55E-02 7.86E-02 0.402 40.157 0.541 54.054 0.056 5.593 1.119 0.159 15.888 3.178 0.139 13.897 431_15 ct Open Sea Intergenic
chr15 41,355,521 1.69E-02 1.69E-02 0.406 40.625 0.720 72.000 0.231 23.125 4.625 0.184 18.409 3.682 0.314 31.375 431_15 TG Open Sea Intergenic
chr15 44,225,143 4.85E-02 4.85E-02 0.187 18.692 0.301 30.088 0.370 36.967 7.393 0.096 9.619 1.924 0.114 11.397 432_15 -- Open Sea Intergenic
chr15 44,225,483 4.45E-02 7.36E-02 0.697 69.737 0.842 84.211 0.166 16.571 3.314 0.236 23.629 4.726 0.145 14.474 432_15 -- Open Sea Intergenic
chr15 44,915,692 8.05E-03 1.55E-03 0.761 76.056 0.923 92.308 0.103 10.273 2.055 0.067 6.690 1.338 0.163 16.251 433_15 tt Open Sea Intergenic
chr15 44,915,801 4.51E-02 5.58E-02 0.800 80.000 0.538 53.846 0.153 15.265 3.053 0.157 15.701 3.140 -0.262 -26.154 433_15 -- Open Sea Intergenic
chr15 45,127,880 9.81E-03 1.24E-03 0.400 40.000 0.750 75.000 0.241 24.088 4.818 0.194 19.405 3.881 0.350 35.000 434_15 Check manually Open Sea Intergenic
chr15 45,128,067 1.37E-02 7.29E-03 0.320 32.000 0.677 67.742 0.268 26.811 5.362 0.379 37.925 7.585 0.357 35.742 434_15 -- Open Sea Intergenic
chr15 46,556,090 2.51E-02 1.41E-01 0.458 45.833 0.227 22.727 0.134 13.366 2.673 0.156 15.563 3.113 -0.231 -23.106 435_15 -- Open Sea Intergenic
chr15 46,556,497 2.35E-02 2.35E-02 0.257 25.714 0.551 55.102 0.377 37.723 7.545 0.311 31.104 6.221 0.294 29.388 435_15 -- Open Sea Intergenic
chr15 47,695,248 2.07E-02 3.60E-03 0.175 17.500 0.405 40.476 0.103 10.254 2.051 0.133 13.255 2.651 0.230 22.976 436_15 CA Open Sea Intergenic
chr15 47,695,327 3.65E-02 1.54E-02 0.333 33.333 0.625 62.500 0.222 22.167 4.433 0.228 22.784 4.557 0.292 29.167 436_15 CA Open Sea Intergenic
chr15 48,295,209 4.16E-02 2.42E-02 0.611 61.111 0.844 84.375 0.320 32.007 6.401 0.205 20.514 4.103 0.233 23.264 437_15 -- Open Sea Intergenic
chr15 48,295,284 1.49E-02 1.05E-02 0.217 21.739 0.560 56.000 0.207 20.730 4.146 0.259 25.939 5.188 0.343 34.261 437_15 CA Open Sea Intergenic
chr15 48,779,984 1.70E-02 6.17E-03 0.500 50.000 0.214 21.429 0.264 26.392 5.278 0.187 18.723 3.745 -0.286 -28.571 438_15 -- Open Sea Intergenic
chr15 48,779,990 2.61E-02 6.17E-03 0.872 87.234 0.655 65.517 0.097 9.658 1.932 0.217 21.679 4.336 -0.217 -21.717 438_15 -- Open Sea Intergenic
chr15 48,953,266 1.24E-02 4.00E-02 0.233 23.333 0.545 54.545 0.158 15.802 3.160 0.124 12.397 2.479 0.312 31.212 439_15 TA Open Sea Intergenic
chr15 48,953,284 2.57E-03 4.00E-02 0.290 29.032 0.688 68.750 0.105 10.539 2.108 0.141 14.114 2.823 0.397 39.718 439_15 TG Open Sea Intergenic
chr15 49,972,831 2.05E-02 4.20E-03 0.713 71.250 0.877 87.692 0.189 18.892 3.778 0.203 20.281 4.056 0.164 16.442 440_15 AA Open Sea Intergenic
chr15 49,973,026 4.53E-02 4.20E-03 0.560 56.000 0.698 69.792 0.045 4.544 0.909 0.086 8.641 1.728 0.138 13.792 440_15 ga Open Sea Intergenic
chr15 50,163,526 4.24E-02 2.01E-03 0.630 62.963 0.862 86.207 0.195 19.509 3.902 0.145 14.487 2.897 0.232 23.244 441_15 -- Open Sea Intergenic
chr15 50,163,596 8.49E-03 2.01E-03 0.273 27.273 0.588 58.824 0.191 19.133 3.827 0.145 14.531 2.906 0.316 31.551 441_15 -- Open Sea Intergenic
chr15 51,546,612 2.17E-02 2.49E-02 0.412 41.176 0.704 70.370 0.280 28.048 5.610 0.152 15.203 3.041 0.292 29.194 442_15 Check manually Open Sea Intergenic
chr15 51,546,689 2.25E-03 1.24E-04 0.185 18.519 0.467 46.667 0.089 8.920 1.784 0.137 13.692 2.738 0.281 28.148 442_15 Check manually Open Sea Intergenic
chr15 59,228,359 2.88E-02 7.87E-03 0.857 85.714 0.560 56.000 0.217 21.654 4.331 0.123 12.333 2.467 -0.297 -29.714 443_15 -- Open Sea Intergenic
chr15 59,228,412 1.97E-02 7.87E-03 0.875 87.500 0.588 58.824 0.102 10.182 2.036 0.272 27.183 5.437 -0.287 -28.676 443_15 CA Open Sea Intergenic
chr15 61,257,102 4.64E-03 4.64E-03 0.576 57.627 0.841 84.091 0.099 9.926 1.985 0.126 12.591 2.518 0.265 26.464 444_15 -- Open Sea Intergenic
chr15 61,257,483 5.74E-04 5.74E-04 0.340 33.962 0.610 60.976 0.157 15.668 3.134 0.113 11.309 2.262 0.270 27.013 444_15 -- Open Sea Intergenic
chr15 63,573,066 8.59E-03 4.30E-01 0.762 76.190 0.912 91.209 0.088 8.838 1.768 0.028 2.794 0.559 0.150 15.018 445_15 -- CpG Island Intergenic
chr15 63,573,213 1.16E-02 2.07E-01 0.691 69.091 0.837 83.740 0.317 31.719 6.344 0.064 6.413 1.283 0.146 14.649 445_15 -- CpG Island Intergenic
chr15 63,622,366 4.33E-02 2.82E-01 0.364 36.364 0.647 64.706 0.236 23.641 4.728 0.209 20.857 4.171 0.283 28.342 446_15 -- Open Sea Intergenic
chr15 63,623,017 2.01E-02 1.74E-01 0.500 50.000 0.739 73.913 0.066 6.625 1.325 0.080 7.992 1.598 0.239 23.913 446_15 -- Open Sea Intergenic
chr15 66,934,444 4.15E-02 7.56E-02 0.214 21.429 0.457 45.714 0.161 16.140 3.228 0.235 23.501 4.700 0.243 24.286 447_15 -- Open Sea Intron 14/15 Ndrg1
chr15 66,934,444 4.15E-02 7.56E-02 0.214 21.429 0.457 45.714 0.161 16.140 3.228 0.235 23.501 4.700 0.243 24.286 447_15 -- Open Sea Intron 9/10 Ndrg1
chr15 66,934,475 4.95E-02 7.56E-02 0.182 18.182 0.377 37.736 0.139 13.893 2.779 0.135 13.468 2.694 0.196 19.554 447_15 -- Open Sea Intron 14/15 Ndrg1
chr15 66,934,475 4.95E-02 7.56E-02 0.182 18.182 0.377 37.736 0.139 13.893 2.779 0.135 13.468 2.694 0.196 19.554 447_15 -- Open Sea Intron 9/10 Ndrg1
chr15 69,961,346 2.27E-02 2.71E-03 0.529 52.941 0.784 78.378 0.230 23.023 4.605 0.152 15.235 3.047 0.254 25.437 448_15 Check manually Open Sea Intergenic
chr15 69,961,424 1.79E-02 1.91E-03 0.813 81.250 0.571 57.143 0.114 11.373 2.275 0.281 28.125 5.625 -0.241 -24.107 448_15 ga Open Sea Intergenic
chr15 70,981,367 2.08E-02 7.80E-02 0.622 62.222 0.868 86.842 0.174 17.367 3.473 0.187 18.722 3.744 0.246 24.620 449_15 gg Open Sea Intergenic
chr15 70,981,854 1.60E-02 2.05E-01 0.900 90.000 0.735 73.529 0.078 7.828 1.566 0.074 7.396 1.479 -0.165 -16.471 449_15 -- Open Sea Intergenic
chr15 76,521,842 4.21E-02 2.59E-02 0.444 44.444 0.232 23.214 0.329 32.933 6.587 0.112 11.193 2.239 -0.212 -21.230 450_15 CG N Shore 5'UTR Scrt1
chr15 76,521,874 1.79E-02 3.27E-02 0.455 45.455 0.247 24.691 0.235 23.460 4.692 0.133 13.312 2.662 -0.208 -20.763 450_15 CG N Shore 5'UTR Scrt1
chr15 78,711,018 1.47E-02 1.16E-02 0.768 76.829 0.596 59.574 0.075 7.532 1.506 0.133 13.286 2.657 -0.173 -17.255 451_15 Check manually N Shore Intergenic
chr15 78,711,352 1.73E-02 2.90E-02 0.723 72.263 0.578 57.823 0.070 6.989 1.398 0.183 18.295 3.659 -0.144 -14.440 451_15 -- N Shore Intergenic
chr15 84,532,112 2.43E-02 2.20E-05 0.341 34.091 0.561 56.061 0.242 24.182 4.836 0.101 10.149 2.030 0.220 21.970 452_15 Check manually Open Sea Intergenic
chr15 84,532,115 2.42E-02 2.20E-05 0.217 21.739 0.451 45.070 0.113 11.300 2.260 0.121 12.145 2.429 0.233 23.331 452_15 Check manually Open Sea Intergenic
chr15 84,532,149 5.04E-04 7.84E-04 0.210 20.968 0.568 56.842 0.120 11.957 2.391 0.179 17.913 3.583 0.359 35.874 452_15 Check manually Open Sea Intergenic
chr15 86,875,506 8.30E-03 6.37E-03 0.800 80.000 0.600 60.000 0.124 12.351 2.470 0.150 15.018 3.004 -0.200 -20.000 453_15 -- Open Sea Intergenic
chr15 86,875,529 1.93E-02 9.34E-03 0.814 81.416 0.638 63.793 0.115 11.528 2.306 0.137 13.654 2.731 -0.176 -17.623 453_15 -- Open Sea Intergenic
chr15 86,875,555 1.11E-02 9.34E-03 0.811 81.148 0.661 66.102 0.102 10.235 2.047 0.064 6.437 1.287 -0.150 -15.046 453_15 -- Open Sea Intergenic
chr15 86,875,598 1.22E-02 2.03E-03 0.738 73.750 0.554 55.435 0.138 13.847 2.769 0.136 13.613 2.723 -0.183 -18.315 453_15 -- Open Sea Intergenic
chr15 87,208,188 1.45E-02 1.45E-02 0.768 76.838 0.667 66.667 0.024 2.356 0.471 0.105 10.482 2.096 -0.102 -10.172 454_15 -- Open Sea Intergenic
chr15 87,208,508 4.85E-02 4.85E-02 0.872 87.156 0.769 76.923 0.106 10.602 2.120 0.120 11.973 2.395 -0.102 -10.233 454_15 -- Open Sea Intergenic
chr15 87,878,898 3.75E-04 3.41E-01 0.344 34.375 0.818 81.818 0.162 16.206 3.241 0.149 14.907 2.981 0.474 47.443 455_15 -- Open Sea Intergenic
chr15 87,879,500 5.92E-03 9.93E-02 0.264 26.415 0.535 53.521 0.153 15.308 3.062 0.275 27.471 5.494 0.271 27.106 455_15 -- Open Sea Intergenic



chr15 88,145,774 3.80E-02 5.14E-01 0.541 54.054 0.771 77.143 0.273 27.309 5.462 0.156 15.646 3.129 0.231 23.089 456_15 -- Open Sea Intergenic
chr15 88,146,144 3.87E-02 2.58E-01 0.700 70.000 0.381 38.095 0.242 24.184 4.837 0.281 28.085 5.617 -0.319 -31.905 456_15 -- Open Sea Intergenic
chr15 89,516,581 3.21E-02 1.11E-03 0.200 20.000 0.517 51.724 0.159 15.857 3.171 0.275 27.454 5.491 0.317 31.724 457_15 -- Open Sea Intron 9/21 Shank3
chr15 89,516,581 3.21E-02 1.11E-03 0.200 20.000 0.517 51.724 0.159 15.857 3.171 0.275 27.454 5.491 0.317 31.724 457_15 -- Open Sea Intron 7/17 Shank3
chr15 89,516,581 3.21E-02 1.11E-03 0.200 20.000 0.517 51.724 0.159 15.857 3.171 0.275 27.454 5.491 0.317 31.724 457_15 -- Open Sea Intron 9/21 Shank3
chr15 89,516,600 1.83E-02 1.11E-03 0.357 35.714 0.688 68.750 0.145 14.518 2.904 0.230 23.006 4.601 0.330 33.036 457_15 -- Open Sea Intron 9/21 Shank3
chr15 89,516,600 1.83E-02 1.11E-03 0.357 35.714 0.688 68.750 0.145 14.518 2.904 0.230 23.006 4.601 0.330 33.036 457_15 -- Open Sea Intron 7/17 Shank3
chr15 89,516,600 1.83E-02 1.11E-03 0.357 35.714 0.688 68.750 0.145 14.518 2.904 0.230 23.006 4.601 0.330 33.036 457_15 -- Open Sea Intron 9/21 Shank3
chr15 90,835,843 1.93E-02 3.42E-04 0.231 23.077 0.533 53.333 0.159 15.882 3.176 0.354 35.355 7.071 0.303 30.256 458_15 tg Open Sea Intergenic
chr15 90,835,863 4.26E-02 1.52E-03 0.364 36.364 0.690 68.966 0.253 25.276 5.055 0.383 38.301 7.660 0.326 32.602 458_15 CG nearby Open Sea Intergenic
chr15 90,835,949 1.43E-03 3.05E-03 0.194 19.355 0.600 60.000 0.123 12.303 2.461 0.218 21.826 4.365 0.406 40.645 458_15 ct Open Sea Intergenic
chr15 93,107,926 4.29E-02 1.05E-01 0.696 69.643 0.873 87.302 0.179 17.940 3.588 0.127 12.659 2.532 0.177 17.659 459_15 -- Open Sea Intergenic
chr15 93,108,029 4.61E-02 2.18E-02 0.763 76.316 0.892 89.189 0.363 36.298 7.260 0.072 7.245 1.449 0.129 12.873 459_15 -- Open Sea Intergenic
chr15 93,108,839 3.74E-03 6.49E-01 0.868 86.792 0.603 60.345 0.100 9.956 1.991 0.152 15.227 3.045 -0.264 -26.448 459_15 -- Open Sea Intergenic
chr15 93,879,971 2.00E-02 1.57E-03 0.872 87.234 0.657 65.714 0.095 9.486 1.897 0.107 10.743 2.149 -0.215 -21.520 460_15 CG nearby Open Sea Intergenic
chr15 93,880,005 1.20E-02 1.57E-03 0.778 77.778 0.533 53.333 0.156 15.564 3.113 0.173 17.331 3.466 -0.244 -24.444 460_15 Check manually Open Sea Intergenic
chr15 93,880,024 1.98E-02 1.57E-03 0.698 69.841 0.492 49.153 0.160 15.994 3.199 0.145 14.521 2.904 -0.207 -20.689 460_15 AG Open Sea Intergenic
chr15 96,457,382 3.42E-02 9.82E-03 0.184 18.421 0.412 41.176 0.224 22.361 4.472 0.197 19.659 3.932 0.228 22.755 461_15 ac N Shelf Intron 1/14 Scaf11
chr15 96,457,437 2.83E-02 9.82E-03 0.314 31.373 0.559 55.932 0.321 32.088 6.418 0.140 13.969 2.794 0.246 24.560 461_15 ct N Shelf Intron 1/14 Scaf11
chr15 96,676,842 4.69E-02 2.70E-01 0.179 17.949 0.438 43.750 0.099 9.927 1.985 0.396 39.631 7.926 0.258 25.801 462_15 ct Open Sea Intergenic
chr15 96,676,844 1.61E-02 2.70E-01 0.179 17.949 0.441 44.118 0.128 12.824 2.565 0.164 16.404 3.281 0.262 26.169 462_15 ct Open Sea Intergenic
chr16 3,498,114 4.56E-02 3.61E-03 0.398 39.837 0.547 54.676 0.050 5.028 1.006 0.191 19.116 3.823 0.148 14.839 463_16 -- Open Sea Intergenic
chr16 3,498,288 1.67E-02 3.61E-03 0.506 50.649 0.700 70.000 0.238 23.781 4.756 0.099 9.926 1.985 0.194 19.351 463_16 -- Open Sea Intergenic
chr16 5,503,364 1.82E-02 1.97E-02 0.792 79.167 0.458 45.833 0.168 16.833 3.367 0.262 26.212 5.242 -0.333 -33.333 464_16 CG nearby Open Sea Intergenic
chr16 5,503,388 3.17E-02 2.11E-03 0.619 61.905 0.308 30.769 0.376 37.593 7.519 0.162 16.178 3.236 -0.311 -31.136 464_16 CA Open Sea Intergenic
chr16 7,252,054 1.96E-03 1.21E-05 0.208 20.833 0.464 46.377 0.153 15.330 3.066 0.066 6.558 1.312 0.255 25.543 465_16 CA Open Sea Intergenic
chr16 7,252,118 3.01E-02 1.78E-05 0.152 15.152 0.345 34.532 0.191 19.149 3.830 0.131 13.099 2.620 0.194 19.381 465_16 Check manually Open Sea Intergenic
chr16 10,031,725 3.30E-03 4.67E-03 0.233 23.256 0.622 62.162 0.180 18.049 3.610 0.227 22.742 4.548 0.389 38.906 466_16 -- Open Sea Intergenic
chr16 10,031,757 2.81E-02 4.67E-03 0.429 42.857 0.710 70.968 0.268 26.750 5.350 0.167 16.741 3.348 0.281 28.111 466_16 -- Open Sea Intergenic
chr16 19,432,954 3.86E-02 4.12E-01 0.367 36.667 0.636 63.636 0.235 23.460 4.692 0.177 17.721 3.544 0.270 26.970 467_16 -- Open Sea Intergenic
chr16 19,433,339 4.08E-02 4.09E-01 0.875 87.500 0.683 68.293 0.065 6.540 1.308 0.255 25.459 5.092 -0.192 -19.207 467_16 -- Open Sea Intergenic
chr16 25,744,522 4.58E-02 5.82E-03 0.500 50.000 0.783 78.261 0.357 35.714 7.143 0.209 20.917 4.183 0.283 28.261 468_16 CT Open Sea Intergenic
chr16 25,744,640 3.82E-03 3.03E-02 0.280 28.000 0.739 73.913 0.131 13.139 2.628 0.278 27.827 5.565 0.459 45.913 468_16 AG Open Sea Intergenic
chr16 29,878,105 2.68E-02 4.04E-03 0.533 53.333 0.745 74.545 0.258 25.767 5.153 0.157 15.696 3.139 0.212 21.212 469_16 -- Open Sea Intergenic
chr16 29,878,113 1.78E-02 2.87E-02 0.519 51.852 0.733 73.333 0.112 11.154 2.231 0.162 16.178 3.236 0.215 21.481 469_16 -- Open Sea Intergenic
chr16 29,878,129 4.39E-02 6.43E-02 0.581 58.108 0.740 74.026 0.084 8.385 1.677 0.153 15.310 3.062 0.159 15.918 469_16 -- Open Sea Intergenic
chr16 32,736,947 1.06E-02 8.09E-04 0.388 38.776 0.684 68.421 0.233 23.301 4.660 0.198 19.805 3.961 0.296 29.646 470_16 CG nearby Open Sea Intron 1/24 Muc4
chr16 32,736,954 9.33E-03 8.09E-04 0.349 34.884 0.649 64.865 0.143 14.259 2.852 0.361 36.056 7.211 0.300 29.981 470_16 CG nearby Open Sea Intron 1/24 Muc4
chr16 32,736,958 1.91E-02 8.09E-04 0.375 37.500 0.647 64.706 0.160 16.030 3.206 0.241 24.080 4.816 0.272 27.206 470_16 CG nearby Open Sea Intron 1/24 Muc4
chr16 33,629,830 2.33E-02 3.27E-04 0.237 23.684 0.486 48.649 0.158 15.759 3.152 0.164 16.355 3.271 0.250 24.964 471_16 -- Open Sea Intron 10/13 Slc12a8
chr16 33,629,835 3.19E-02 3.27E-04 0.270 27.027 0.513 51.282 0.188 18.837 3.767 0.169 16.919 3.384 0.243 24.255 471_16 -- Open Sea Intron 10/13 Slc12a8
chr16 34,069,182 3.79E-03 8.37E-02 0.173 17.266 0.431 43.066 0.083 8.297 1.659 0.168 16.789 3.358 0.258 25.800 472_16 AG Open Sea Intergenic
chr16 34,069,192 1.04E-02 8.37E-02 0.214 21.374 0.476 47.581 0.042 4.156 0.831 0.199 19.884 3.977 0.262 26.207 472_16 -- Open Sea Intergenic
chr16 36,804,182 2.78E-02 7.98E-02 0.388 38.776 0.619 61.905 0.117 11.738 2.348 0.270 26.967 5.393 0.231 23.129 473_16 Check manually Open Sea Intergenic
chr16 36,804,279 1.66E-02 5.30E-04 0.645 64.516 0.839 83.929 0.068 6.835 1.367 0.183 18.307 3.661 0.194 19.412 473_16 Check manually Open Sea Intergenic
chr16 36,804,472 4.87E-02 2.59E-02 0.360 36.000 0.489 48.855 0.089 8.866 1.773 0.103 10.304 2.061 0.129 12.855 473_16 ca Open Sea Intergenic
chr16 37,334,630 1.82E-02 3.71E-02 0.837 83.721 0.596 59.615 0.109 10.855 2.171 0.195 19.539 3.908 -0.241 -24.106 474_16 -- Open Sea Intron 3/26 Stxbp5l
chr16 37,334,630 1.82E-02 3.71E-02 0.837 83.721 0.596 59.615 0.109 10.855 2.171 0.195 19.539 3.908 -0.241 -24.106 474_16 -- Open Sea Intron 3/27 Stxbp5l
chr16 37,335,074 1.38E-02 1.38E-02 0.839 83.929 0.590 58.974 0.089 8.851 1.770 0.303 30.292 6.058 -0.250 -24.954 474_16 -- Open Sea Intron 3/26 Stxbp5l
chr16 37,335,074 1.38E-02 1.38E-02 0.839 83.929 0.590 58.974 0.089 8.851 1.770 0.303 30.292 6.058 -0.250 -24.954 474_16 -- Open Sea Intron 3/27 Stxbp5l
chr16 38,282,077 3.81E-02 3.66E-01 0.605 60.465 0.800 80.000 0.223 22.293 4.459 0.371 37.091 7.418 0.195 19.535 475_16 AG Open Sea Intergenic
chr16 38,282,334 2.64E-02 2.64E-02 0.633 63.253 0.753 75.258 0.158 15.800 3.160 0.055 5.470 1.094 0.120 12.005 475_16 -- Open Sea Intergenic
chr16 39,488,102 3.39E-03 9.88E-02 0.348 34.783 0.698 69.767 0.381 38.102 7.620 0.092 9.234 1.847 0.350 34.985 476_16 CA Open Sea Intergenic
chr16 39,488,161 2.42E-02 4.51E-01 0.467 46.667 0.732 73.214 0.082 8.176 1.635 0.232 23.164 4.633 0.265 26.548 476_16 at Open Sea Intergenic
chr16 40,101,720 1.29E-02 2.03E-03 0.500 50.000 0.219 21.875 0.250 25.006 5.001 0.217 21.731 4.346 -0.281 -28.125 477_16 -- Open Sea Intergenic
chr16 40,101,847 3.17E-02 2.03E-03 0.617 61.702 0.864 86.364 0.338 33.821 6.764 0.131 13.087 2.617 0.247 24.662 477_16 -- Open Sea Intergenic
chr16 40,157,161 3.78E-02 3.78E-02 0.738 73.810 0.500 50.000 0.333 33.261 6.652 0.307 30.744 6.149 -0.238 -23.810 478_16 TA Open Sea Intergenic
chr16 40,157,457 2.67E-02 2.67E-02 0.683 68.293 0.432 43.243 0.167 16.658 3.332 0.348 34.803 6.961 -0.250 -25.049 478_16 ta Open Sea Intergenic
chr16 40,863,598 2.63E-02 1.01E-02 0.192 19.231 0.519 51.852 0.185 18.488 3.698 0.300 29.957 5.991 0.326 32.621 479_16 Check manually Open Sea Intergenic
chr16 40,863,605 2.42E-02 1.01E-02 0.194 19.355 0.593 59.259 0.229 22.876 4.575 0.315 31.481 6.296 0.399 39.904 479_16 Check manually Open Sea Intergenic
chr16 41,636,410 3.50E-02 5.25E-02 0.313 31.250 0.556 55.556 0.139 13.948 2.790 0.281 28.051 5.610 0.243 24.306 480_16 CC Open Sea Intergenic
chr16 41,636,417 3.57E-02 5.25E-02 0.240 24.000 0.463 46.341 0.136 13.567 2.713 0.245 24.451 4.890 0.223 22.341 480_16 TG Open Sea Intergenic
chr16 42,020,847 7.87E-03 2.17E-01 0.616 61.644 0.819 81.928 0.190 18.990 3.798 0.086 8.602 1.720 0.203 20.284 481_16 TG Open Sea Intergenic
chr16 42,020,858 3.68E-02 2.17E-01 0.395 39.474 0.560 55.952 0.288 28.764 5.753 0.068 6.766 1.353 0.165 16.479 481_16 TA Open Sea Intergenic
chr16 42,461,586 2.42E-02 9.50E-03 0.232 23.214 0.426 42.647 0.363 36.267 7.253 0.104 10.381 2.076 0.194 19.433 482_16 -- Open Sea Intergenic
chr16 42,462,029 1.31E-02 1.69E-01 0.385 38.462 0.700 70.000 0.240 24.025 4.805 0.194 19.379 3.876 0.315 31.538 482_16 -- Open Sea Intergenic
chr16 43,745,874 2.37E-02 4.63E-01 0.713 71.250 0.853 85.263 0.146 14.556 2.911 0.031 3.077 0.615 0.140 14.013 483_16 -- Open Sea Intergenic
chr16 43,746,135 1.44E-02 1.44E-02 0.783 78.333 0.588 58.750 0.138 13.822 2.764 0.119 11.854 2.371 -0.196 -19.583 483_16 -- Open Sea Intergenic
chr16 44,779,086 4.62E-03 2.76E-02 0.833 83.333 0.467 46.667 0.157 15.718 3.144 0.282 28.165 5.633 -0.367 -36.667 484_16 Check manually Open Sea Intergenic
chr16 44,779,092 2.05E-02 2.76E-02 0.684 68.421 0.406 40.625 0.343 34.304 6.861 0.221 22.121 4.424 -0.278 -27.796 484_16 TG Open Sea Intergenic
chr16 44,779,127 1.74E-02 1.75E-02 0.804 80.392 0.574 57.447 0.115 11.489 2.298 0.188 18.845 3.769 -0.229 -22.945 484_16 -- Open Sea Intergenic
chr16 49,035,904 1.01E-02 2.16E-03 0.296 29.630 0.633 63.333 0.160 15.981 3.196 0.225 22.500 4.500 0.337 33.704 485_16 -- Open Sea Intergenic
chr16 49,035,918 3.25E-02 2.16E-03 0.536 53.571 0.800 80.000 0.259 25.921 5.184 0.214 21.429 4.286 0.264 26.429 485_16 -- Open Sea Intergenic
chr16 51,053,593 2.99E-02 1.51E-04 0.157 15.663 0.295 29.464 0.111 11.115 2.223 0.164 16.356 3.271 0.138 13.802 486_16 tt Open Sea Intergenic
chr16 51,053,748 2.12E-02 1.51E-04 0.143 14.286 0.378 37.838 0.101 10.062 2.012 0.258 25.755 5.151 0.236 23.552 486_16 tg Open Sea Intergenic
chr16 51,053,979 4.78E-03 4.78E-03 0.140 14.000 0.451 45.098 0.209 20.855 4.171 0.179 17.878 3.576 0.311 31.098 486_16 TT Open Sea Intergenic
chr16 52,438,133 4.86E-02 6.78E-03 0.544 54.386 0.729 72.917 0.237 23.718 4.744 0.095 9.451 1.890 0.185 18.531 487_16 GG Open Sea Intron 1/15 Alcam
chr16 52,438,133 4.86E-02 6.78E-03 0.544 54.386 0.729 72.917 0.237 23.718 4.744 0.095 9.451 1.890 0.185 18.531 487_16 GG Open Sea Intron 1/2 Alcam
chr16 52,438,133 4.86E-02 6.78E-03 0.544 54.386 0.729 72.917 0.237 23.718 4.744 0.095 9.451 1.890 0.185 18.531 487_16 GG Open Sea Intron 1/14 Alcam
chr16 52,438,702 2.69E-02 7.20E-04 0.260 26.000 0.537 53.659 0.077 7.672 1.534 0.373 37.262 7.452 0.277 27.659 487_16 AG Open Sea Intron 1/15 Alcam
chr16 52,438,702 2.69E-02 7.20E-04 0.260 26.000 0.537 53.659 0.077 7.672 1.534 0.373 37.262 7.452 0.277 27.659 487_16 AG Open Sea Intron 1/2 Alcam
chr16 52,438,702 2.69E-02 7.20E-04 0.260 26.000 0.537 53.659 0.077 7.672 1.534 0.373 37.262 7.452 0.277 27.659 487_16 AG Open Sea Intron 1/14 Alcam
chr16 53,903,037 6.47E-03 6.96E-04 0.524 52.439 0.802 80.233 0.249 24.853 4.971 0.113 11.338 2.268 0.278 27.794 488_16 -- Open Sea Intergenic
chr16 53,903,130 4.05E-03 9.14E-03 0.630 62.963 0.841 84.091 0.220 21.957 4.391 0.061 6.074 1.215 0.211 21.128 488_16 -- Open Sea Intergenic
chr16 55,815,276 2.82E-02 2.84E-02 0.258 25.806 0.578 57.778 0.376 37.564 7.513 0.289 28.907 5.781 0.320 31.971 489_16 CC Open Sea Intron 9/11 Nfkbiz
chr16 55,815,305 5.35E-03 2.84E-02 0.219 21.875 0.619 61.905 0.367 36.684 7.337 0.158 15.829 3.166 0.400 40.030 489_16 Check manually Open Sea Intron 9/11 Nfkbiz
chr16 55,815,316 1.33E-02 2.52E-02 0.212 21.212 0.585 58.537 0.369 36.911 7.382 0.179 17.863 3.573 0.373 37.324 489_16 TG Open Sea Intron 9/11 Nfkbiz
chr16 55,815,334 1.00E-02 2.52E-02 0.219 21.875 0.524 52.381 0.384 38.424 7.685 0.086 8.577 1.715 0.305 30.506 489_16 Check manually Open Sea Intron 9/11 Nfkbiz
chr16 57,247,994 2.14E-02 8.54E-03 0.682 68.182 0.357 35.714 0.181 18.054 3.611 0.208 20.761 4.152 -0.325 -32.468 490_16 CC Open Sea Intergenic
chr16 57,248,049 3.75E-02 8.54E-03 0.694 69.388 0.875 87.500 0.165 16.505 3.301 0.102 10.157 2.031 0.181 18.112 490_16 CA Open Sea Intergenic
chr16 58,190,569 1.78E-02 2.86E-02 0.484 48.387 0.815 81.481 0.276 27.561 5.512 0.276 27.639 5.528 0.331 33.094 491_16 -- Open Sea Intergenic
chr16 58,190,821 2.10E-02 2.99E-01 0.875 87.500 0.681 68.085 0.091 9.122 1.824 0.164 16.389 3.278 -0.194 -19.415 491_16 -- Open Sea Intergenic
chr16 58,410,421 2.15E-02 2.43E-03 0.843 84.314 0.596 59.574 0.129 12.895 2.579 0.191 19.083 3.817 -0.247 -24.739 492_16 Check manually S Shore Intron 1/15 Dcbld2
chr16 58,410,569 2.42E-02 2.43E-03 0.879 87.879 0.625 62.500 0.094 9.355 1.871 0.231 23.124 4.625 -0.254 -25.379 492_16 CG S Shore Intron 1/15 Dcbld2
chr16 59,828,304 4.14E-02 2.07E-01 0.733 73.333 0.911 91.111 0.365 36.532 7.306 0.207 20.689 4.138 0.178 17.778 493_16 -- Open Sea Intergenic
chr16 59,828,586 2.09E-02 3.79E-01 0.276 27.586 0.613 61.290 0.193 19.325 3.865 0.225 22.472 4.494 0.337 33.704 493_16 -- Open Sea Intergenic
chr16 60,284,308 3.51E-02 3.91E-03 0.576 57.576 0.310 31.034 0.243 24.346 4.869 0.126 12.633 2.527 -0.265 -26.541 494_16 -- Open Sea Intergenic
chr16 60,284,473 2.50E-02 3.91E-03 0.856 85.625 0.752 75.168 0.085 8.521 1.704 0.092 9.168 1.834 -0.105 -10.457 494_16 -- Open Sea Intergenic
chr16 60,497,418 2.99E-02 6.25E-03 0.156 15.625 0.389 38.889 0.102 10.204 2.041 0.139 13.864 2.773 0.233 23.264 495_16 CT Open Sea Intergenic
chr16 60,497,447 3.11E-03 6.25E-03 0.167 16.667 0.559 55.882 0.091 9.086 1.817 0.210 20.956 4.191 0.392 39.216 495_16 -- Open Sea Intergenic
chr16 60,497,591 2.84E-02 2.71E-03 0.217 21.739 0.500 50.000 0.205 20.467 4.093 0.260 26.013 5.203 0.283 28.261 495_16 CA Open Sea Intergenic
chr16 61,400,167 7.02E-04 1.08E-02 0.577 57.692 0.891 89.130 0.081 8.090 1.618 0.092 9.162 1.832 0.314 31.438 496_16 -- Open Sea Intergenic
chr16 61,400,550 2.11E-02 2.23E-02 0.739 73.864 0.839 83.889 0.130 12.963 2.593 0.054 5.409 1.082 0.100 10.025 496_16 -- Open Sea Intergenic
chr16 61,416,309 4.65E-02 3.99E-01 0.558 55.814 0.759 75.926 0.241 24.108 4.822 0.182 18.156 3.631 0.201 20.112 497_16 -- Open Sea Intergenic
chr16 61,416,853 4.21E-02 4.21E-02 0.557 55.738 0.693 69.298 0.211 21.115 4.223 0.127 12.689 2.538 0.136 13.561 497_16 -- Open Sea Intergenic
chr16 61,472,478 2.34E-02 2.97E-02 0.753 75.309 0.893 89.333 0.124 12.424 2.485 0.120 11.985 2.397 0.140 14.025 498_16 -- Open Sea Intergenic
chr16 61,472,530 9.65E-03 1.53E-02 0.784 78.400 0.910 90.991 0.056 5.556 1.111 0.091 9.122 1.824 0.126 12.591 498_16 -- Open Sea Intergenic
chr16 62,074,056 3.58E-02 1.16E-02 0.833 83.333 0.568 56.757 0.194 19.415 3.883 0.364 36.405 7.281 -0.266 -26.577 499_16 -- Open Sea Intergenic
chr16 62,074,264 9.54E-03 9.54E-03 0.727 72.727 0.492 49.153 0.352 35.243 7.049 0.134 13.436 2.687 -0.236 -23.575 499_16 -- Open Sea Intergenic



chr16 62,082,765 3.37E-02 5.16E-03 0.635 63.462 0.814 81.356 0.110 10.977 2.195 0.100 10.012 2.002 0.179 17.894 500_16 -- Open Sea Intergenic
chr16 62,082,821 3.01E-02 5.16E-03 0.475 47.500 0.700 70.000 0.248 24.783 4.957 0.132 13.211 2.642 0.225 22.500 500_16 -- Open Sea Intergenic
chr16 63,531,835 2.45E-02 9.33E-04 0.407 40.678 0.634 63.380 0.097 9.732 1.946 0.211 21.060 4.212 0.227 22.702 501_16 -- Open Sea Intergenic
chr16 63,532,039 8.24E-03 1.47E-02 0.695 69.492 0.899 89.855 0.214 21.411 4.282 0.071 7.081 1.416 0.204 20.364 501_16 -- Open Sea Intergenic
chr16 64,056,451 4.64E-02 8.03E-01 0.581 58.065 0.795 79.545 0.227 22.703 4.541 0.157 15.738 3.148 0.215 21.481 502_16 CA Open Sea Intergenic
chr16 64,057,335 2.96E-02 2.61E-01 0.559 55.882 0.818 81.818 0.248 24.795 4.959 0.138 13.842 2.768 0.259 25.936 502_16 AA Open Sea Intergenic
chr16 64,650,369 3.62E-02 6.16E-02 0.200 20.000 0.485 48.485 0.177 17.679 3.536 0.248 24.766 4.953 0.285 28.485 503_16 CA Open Sea Intergenic
chr16 64,650,857 3.23E-02 3.23E-02 0.810 80.952 0.604 60.417 0.137 13.663 2.733 0.076 7.586 1.517 -0.205 -20.536 503_16 TT Open Sea Intergenic
chr16 65,550,860 4.34E-02 6.91E-06 0.483 48.276 0.762 76.190 0.244 24.424 4.885 0.234 23.395 4.679 0.279 27.915 504_16 CA Open Sea Intron 2/5 Chmp2b
chr16 65,550,871 3.84E-02 6.91E-06 0.429 42.857 0.739 73.913 0.258 25.838 5.168 0.271 27.075 5.415 0.311 31.056 504_16 TG Open Sea Intron 2/5 Chmp2b
chr16 65,691,083 4.18E-02 3.41E-03 0.545 54.545 0.806 80.645 0.290 29.027 5.805 0.145 14.453 2.891 0.261 26.100 505_16 CA Open Sea Intergenic
chr16 65,691,203 1.71E-02 1.21E-01 0.160 16.000 0.481 48.148 0.131 13.060 2.612 0.145 14.487 2.897 0.321 32.148 505_16 CA Open Sea Intergenic
chr16 66,087,685 2.62E-02 1.72E-03 0.426 42.553 0.648 64.815 0.262 26.185 5.237 0.132 13.209 2.642 0.223 22.262 506_16 -- Open Sea Intergenic
chr16 66,087,725 1.16E-02 1.13E-03 0.385 38.462 0.660 66.000 0.211 21.121 4.224 0.131 13.122 2.624 0.275 27.538 506_16 -- Open Sea Intergenic
chr16 66,088,237 1.66E-02 1.66E-02 0.862 86.207 0.565 56.522 0.208 20.787 4.157 0.280 28.048 5.610 -0.297 -29.685 506_16 -- Open Sea Intergenic
chr16 67,431,311 4.24E-02 2.89E-01 0.722 72.222 0.872 87.209 0.071 7.111 1.422 0.124 12.363 2.473 0.150 14.987 507_16 -- Open Sea Intergenic
chr16 67,431,568 4.07E-02 1.17E-01 0.621 62.069 0.346 34.615 0.220 21.979 4.396 0.115 11.521 2.304 -0.275 -27.454 507_16 -- Open Sea Intergenic
chr16 67,985,903 1.25E-02 1.49E-02 0.586 58.571 0.804 80.357 0.132 13.166 2.633 0.137 13.705 2.741 0.218 21.786 508_16 -- Open Sea Intergenic
chr16 67,985,981 1.89E-02 1.49E-02 0.720 72.000 0.500 50.000 0.107 10.697 2.139 0.064 6.376 1.275 -0.220 -22.000 508_16 -- Open Sea Intergenic
chr16 68,074,926 2.03E-02 4.43E-03 0.712 71.233 0.875 87.500 0.143 14.329 2.866 0.101 10.114 2.023 0.163 16.267 509_16 -- Open Sea Intergenic
chr16 68,075,029 1.55E-02 3.61E-02 0.281 28.125 0.655 65.517 0.220 21.979 4.396 0.202 20.176 4.035 0.374 37.392 509_16 -- Open Sea Intergenic
chr16 68,863,392 3.17E-02 1.01E-02 0.689 68.939 0.801 80.132 0.149 14.878 2.976 0.043 4.345 0.869 0.112 11.193 510_16 -- Open Sea Intergenic
chr16 68,863,400 3.35E-02 1.01E-02 0.744 74.436 0.850 84.967 0.124 12.386 2.477 0.127 12.665 2.533 0.105 10.531 510_16 -- Open Sea Intergenic
chr16 69,238,334 4.57E-03 8.73E-03 0.720 72.000 0.304 30.435 0.217 21.731 4.346 0.219 21.947 4.389 -0.416 -41.565 511_16 TG Open Sea Intergenic
chr16 69,238,431 3.28E-02 1.19E-03 0.800 80.000 0.522 52.174 0.146 14.617 2.923 0.297 29.725 5.945 -0.278 -27.826 511_16 -- Open Sea Intergenic
chr16 72,017,042 1.21E-02 1.38E-01 0.300 30.000 0.667 66.667 0.410 41.046 8.209 0.122 12.247 2.449 0.367 36.667 512_16 -- Open Sea Intergenic
chr16 72,017,493 1.91E-02 1.91E-02 0.818 81.818 0.564 56.410 0.122 12.212 2.442 0.062 6.173 1.235 -0.254 -25.408 512_16 -- Open Sea Intergenic
chr16 72,545,989 6.13E-03 1.38E-03 0.352 35.185 0.652 65.217 0.214 21.364 4.273 0.364 36.352 7.270 0.300 30.032 513_16 TG Open Sea Intergenic
chr16 72,546,000 3.93E-02 1.38E-03 0.358 35.849 0.563 56.250 0.183 18.324 3.665 0.255 25.496 5.099 0.204 20.401 513_16 CT Open Sea Intergenic
chr16 72,546,003 3.94E-02 1.38E-03 0.426 42.593 0.638 63.830 0.160 16.038 3.208 0.294 29.422 5.884 0.212 21.237 513_16 T- Open Sea Intergenic
chr16 78,154,896 3.01E-02 1.86E-01 0.615 61.538 0.862 86.207 0.209 20.855 4.171 0.098 9.832 1.966 0.247 24.668 514_16 TG Open Sea Intergenic
chr16 78,154,950 4.45E-02 8.65E-02 0.486 48.649 0.725 72.500 0.296 29.579 5.916 0.172 17.162 3.432 0.239 23.851 514_16 TA Open Sea Intergenic
chr16 78,522,593 2.75E-02 7.64E-02 0.514 51.429 0.756 75.556 0.244 24.398 4.880 0.089 8.858 1.772 0.241 24.127 515_16 CC Open Sea Intergenic
chr16 78,523,145 3.74E-02 7.98E-02 0.726 72.603 0.516 51.648 0.157 15.688 3.138 0.226 22.613 4.523 -0.210 -20.954 515_16 -- Open Sea Intergenic
chr16 78,523,149 1.86E-02 7.98E-02 0.814 81.429 0.641 64.130 0.117 11.687 2.337 0.177 17.702 3.540 -0.173 -17.298 515_16 -- Open Sea Intergenic
chr16 79,102,763 1.43E-02 7.44E-02 0.608 60.811 0.823 82.258 0.186 18.596 3.719 0.115 11.484 2.297 0.214 21.447 516_16 -- Open Sea Intergenic
chr16 79,103,626 2.23E-02 4.35E-02 0.382 38.235 0.667 66.667 0.153 15.348 3.070 0.178 17.753 3.551 0.284 28.431 516_16 TG Open Sea Intergenic
chr16 79,746,504 1.12E-02 1.48E-01 0.566 56.579 0.770 77.049 0.117 11.654 2.331 0.063 6.303 1.261 0.205 20.470 517_16 CT Open Sea Intergenic
chr16 79,747,401 2.67E-02 1.32E-01 0.754 75.439 0.508 50.847 0.136 13.604 2.721 0.214 21.431 4.286 -0.246 -24.591 517_16 -- Open Sea Intergenic
chr16 80,055,754 3.37E-02 7.92E-03 0.288 28.846 0.486 48.571 0.158 15.825 3.165 0.091 9.084 1.817 0.197 19.725 518_16 -- Open Sea Intergenic
chr16 80,055,762 1.67E-02 7.92E-03 0.308 30.769 0.520 52.000 0.072 7.235 1.447 0.083 8.292 1.658 0.212 21.231 518_16 -- Open Sea Intergenic
chr16 80,300,182 3.47E-03 9.83E-02 0.877 87.654 0.642 64.179 0.057 5.700 1.140 0.199 19.870 3.974 -0.235 -23.475 519_16 -- Open Sea Intergenic
chr16 80,300,185 1.52E-02 9.83E-02 0.888 88.750 0.726 72.581 0.056 5.605 1.121 0.130 12.968 2.594 -0.162 -16.169 519_16 -- Open Sea Intergenic
chr16 80,415,486 4.73E-02 2.71E-02 0.395 39.535 0.659 65.854 0.250 25.009 5.002 0.195 19.534 3.907 0.263 26.319 520_16 -- Open Sea Intergenic
chr16 80,415,545 6.95E-03 2.71E-02 0.250 25.000 0.531 53.061 0.164 16.431 3.286 0.242 24.248 4.850 0.281 28.061 520_16 -- Open Sea Intergenic
chr16 81,476,514 4.42E-02 9.83E-03 0.409 40.909 0.577 57.692 0.197 19.654 3.931 0.157 15.738 3.148 0.168 16.783 521_16 tg Open Sea Intergenic
chr16 81,476,522 4.08E-02 9.83E-03 0.532 53.226 0.704 70.423 0.238 23.817 4.763 0.148 14.848 2.970 0.172 17.197 521_16 cc Open Sea Intergenic
chr16 81,621,268 2.55E-02 8.43E-01 0.179 17.857 0.459 45.946 0.224 22.361 4.472 0.219 21.872 4.374 0.281 28.089 522_16 -- Open Sea Intergenic
chr16 81,621,885 1.38E-02 1.38E-02 0.522 52.174 0.699 69.930 0.222 22.179 4.436 0.126 12.641 2.528 0.178 17.756 522_16 -- Open Sea Intergenic
chr16 81,633,590 2.37E-02 2.34E-05 0.375 37.500 0.667 66.667 0.233 23.288 4.658 0.254 25.414 5.083 0.292 29.167 523_16 -- Open Sea Intergenic
chr16 81,633,777 4.12E-02 2.34E-05 0.184 18.367 0.370 36.957 0.099 9.934 1.987 0.144 14.392 2.878 0.186 18.589 523_16 ag Open Sea Intergenic
chr16 82,709,896 4.37E-02 8.36E-05 0.589 58.879 0.724 72.381 0.197 19.675 3.935 0.138 13.816 2.763 0.135 13.502 524_16 -- Open Sea Intergenic
chr16 82,710,067 4.70E-03 1.24E-03 0.431 43.137 0.750 75.000 0.231 23.063 4.613 0.166 16.614 3.323 0.319 31.863 524_16 -- Open Sea Intergenic
chr16 82,710,083 8.79E-03 1.24E-03 0.463 46.341 0.737 73.684 0.254 25.355 5.071 0.089 8.913 1.783 0.273 27.343 524_16 -- Open Sea Intergenic
chr16 83,383,052 3.50E-02 8.45E-02 0.625 62.500 0.318 31.818 0.315 31.470 6.294 0.309 30.907 6.181 -0.307 -30.682 525_16 -- Open Sea Intergenic
chr16 83,383,688 4.57E-02 4.57E-02 0.823 82.258 0.662 66.154 0.094 9.405 1.881 0.213 21.284 4.257 -0.161 -16.104 525_16 -- Open Sea Intergenic
chr16 83,566,314 4.41E-02 4.09E-03 0.306 30.556 0.463 46.296 0.320 31.985 6.397 0.233 23.260 4.652 0.157 15.741 526_16 Check manually Open Sea Intergenic
chr16 83,566,324 1.41E-02 4.09E-03 0.324 32.407 0.555 55.455 0.328 32.817 6.563 0.162 16.154 3.231 0.230 23.047 526_16 CG nearby Open Sea Intergenic
chr16 83,574,111 1.55E-02 2.68E-01 0.875 87.500 0.545 54.545 0.101 10.062 2.012 0.392 39.186 7.837 -0.330 -32.955 527_16 -- Open Sea Intergenic
chr16 83,574,598 4.09E-02 1.77E-01 0.769 76.923 0.500 50.000 0.231 23.130 4.626 0.149 14.893 2.979 -0.269 -26.923 527_16 -- Open Sea Intergenic
chr16 85,523,457 1.38E-02 1.24E-02 0.614 61.364 0.341 34.091 0.212 21.204 4.241 0.110 10.966 2.193 -0.273 -27.273 528_16 -- Open Sea Intron 2/3 Cyyr1
chr16 85,523,684 3.30E-02 1.02E-01 0.427 42.683 0.587 58.654 0.273 27.342 5.468 0.062 6.212 1.242 0.160 15.971 528_16 -- Open Sea Intron 2/3 Cyyr1
chr16 88,623,747 1.59E-02 2.72E-03 0.444 44.444 0.671 67.123 0.070 7.039 1.408 0.221 22.147 4.429 0.227 22.679 529_16 -- Open Sea Intergenic
chr16 88,623,824 4.21E-02 2.72E-03 0.218 21.795 0.415 41.463 0.119 11.917 2.383 0.215 21.550 4.310 0.197 19.669 529_16 -- Open Sea Intergenic
chr16 89,626,409 2.59E-02 7.16E-05 0.709 70.909 0.488 48.837 0.056 5.600 1.120 0.254 25.430 5.086 -0.221 -22.072 530_16 CA Open Sea Intergenic
chr16 89,626,471 6.38E-03 1.39E-05 0.782 78.182 0.500 50.000 0.178 17.844 3.569 0.217 21.679 4.336 -0.282 -28.182 530_16 Check manually Open Sea Intergenic
chr16 91,776,581 1.85E-03 8.39E-04 0.216 21.649 0.459 45.946 0.368 36.761 7.352 0.077 7.719 1.544 0.243 24.296 531_16 -- Open Sea Intron 1/28 Itsn1
chr16 91,776,674 1.40E-02 1.04E-02 0.595 59.524 0.837 83.721 0.297 29.698 5.940 0.143 14.269 2.854 0.242 24.197 531_16 -- Open Sea Intron 1/28 Itsn1
chr17 4,881,433 4.31E-02 1.09E-01 0.541 54.098 0.725 72.549 0.096 9.597 1.919 0.126 12.617 2.523 0.185 18.451 532_17 -- Open Sea Intergenic
chr17 4,881,930 4.74E-03 1.04E-01 0.884 88.406 0.691 69.136 0.194 19.353 3.871 0.115 11.546 2.309 -0.193 -19.270 532_17 Check manually Open Sea Intergenic
chr17 8,812,961 7.26E-03 7.39E-05 0.782 78.205 0.547 54.667 0.152 15.206 3.041 0.102 10.154 2.031 -0.235 -23.538 533_17 CG nearby Open Sea Intron 1/21 Pde10a
chr17 8,812,969 7.82E-04 3.18E-05 0.608 60.759 0.316 31.646 0.195 19.526 3.905 0.072 7.237 1.447 -0.291 -29.114 533_17 CG nearby Open Sea Intron 1/21 Pde10a
chr17 10,605,707 3.86E-02 2.09E-01 0.889 88.889 0.667 66.667 0.206 20.638 4.128 0.159 15.941 3.188 -0.222 -22.222 534_17 Check manually Open Sea Intron 2/4 Pacrg
chr17 10,606,170 1.08E-02 1.08E-02 0.667 66.667 0.351 35.135 0.101 10.104 2.021 0.218 21.839 4.368 -0.315 -31.532 534_17 -G Open Sea Intron 2/4 Pacrg
chr17 15,535,806 1.64E-02 4.27E-01 0.724 72.414 0.424 42.424 0.131 13.124 2.625 0.168 16.755 3.351 -0.300 -29.990 535_17 CG nearby N Shore Intergenic
chr17 15,536,023 3.75E-03 2.08E-03 0.459 45.902 0.240 24.000 0.263 26.332 5.266 0.085 8.474 1.695 -0.219 -21.902 535_17 CC N Shore Intergenic
chr17 19,216,296 9.37E-03 1.66E-02 0.571 57.143 0.265 26.531 0.207 20.659 4.132 0.127 12.711 2.542 -0.306 -30.612 536_17 -- Open Sea Intergenic
chr17 19,216,469 9.99E-03 2.78E-04 0.696 69.565 0.858 85.841 0.149 14.865 2.973 0.125 12.506 2.501 0.163 16.275 536_17 -- Open Sea Intergenic
chr17 19,216,507 9.40E-03 3.94E-03 0.720 72.043 0.882 88.172 0.130 13.035 2.607 0.065 6.509 1.302 0.161 16.129 536_17 -- Open Sea Intergenic
chr17 20,037,625 3.41E-02 7.99E-03 0.306 30.556 0.586 58.621 0.184 18.356 3.671 0.339 33.945 6.789 0.281 28.065 537_17 -- Open Sea Intergenic
chr17 20,037,693 2.84E-02 4.52E-03 0.245 24.528 0.540 54.000 0.200 20.019 4.004 0.218 21.763 4.353 0.295 29.472 537_17 -- Open Sea Intergenic
chr17 20,576,562 3.65E-02 6.66E-01 0.556 55.556 0.833 83.333 0.271 27.123 5.425 0.206 20.554 4.111 0.278 27.778 538_17 -- Open Sea Intergenic
chr17 20,577,289 2.46E-02 3.70E-01 0.608 60.784 0.808 80.769 0.093 9.341 1.868 0.101 10.050 2.010 0.200 19.985 538_17 -- Open Sea Intergenic
chr17 20,664,733 4.48E-02 3.48E-02 0.533 53.333 0.276 27.586 0.242 24.192 4.838 0.172 17.176 3.435 -0.257 -25.747 539_17 -- Open Sea Intergenic
chr17 20,664,796 4.56E-02 8.81E-03 0.879 87.879 0.684 68.421 0.149 14.907 2.981 0.172 17.250 3.450 -0.195 -19.458 539_17 -- Open Sea Intergenic
chr17 22,528,878 3.91E-02 2.95E-03 0.594 59.375 0.840 84.000 0.198 19.815 3.963 0.164 16.372 3.274 0.246 24.625 540_17 -- Open Sea Intergenic
chr17 22,529,044 1.95E-02 2.46E-03 0.483 48.276 0.800 80.000 0.298 29.814 5.963 0.156 15.577 3.115 0.317 31.724 540_17 -- Open Sea Intergenic
chr17 30,476,369 2.95E-03 5.49E-04 0.205 20.513 0.537 53.659 0.094 9.437 1.887 0.176 17.597 3.519 0.331 33.146 541_17 AA Open Sea Intron 6/10 Btbd9
chr17 30,476,442 2.16E-02 2.34E-03 0.457 45.714 0.723 72.340 0.229 22.893 4.579 0.216 21.628 4.326 0.266 26.626 541_17 AA Open Sea Intron 6/10 Btbd9
chr17 33,674,558 4.42E-02 8.89E-02 0.733 73.333 0.452 45.161 0.194 19.372 3.874 0.284 28.351 5.670 -0.282 -28.172 542_17 -- Open Sea Intron 2/16 Hnrnpm
chr17 33,674,558 4.42E-02 8.89E-02 0.733 73.333 0.452 45.161 0.194 19.372 3.874 0.284 28.351 5.670 -0.282 -28.172 542_17 -- Open Sea Intron 2/15 Hnrnpm
chr17 33,674,558 4.42E-02 8.89E-02 0.733 73.333 0.452 45.161 0.194 19.372 3.874 0.284 28.351 5.670 -0.282 -28.172 542_17 -- Open Sea Intron 2/15 Hnrnpm
chr17 33,674,558 4.42E-02 8.89E-02 0.733 73.333 0.452 45.161 0.194 19.372 3.874 0.284 28.351 5.670 -0.282 -28.172 542_17 -- Open Sea Intron 2/3 Hnrnpm
chr17 33,675,411 9.17E-03 9.25E-02 0.617 61.702 0.313 31.250 0.150 15.000 3.000 0.332 33.167 6.633 -0.305 -30.452 542_17 CC Open Sea Intron 2/16 Hnrnpm
chr17 33,675,411 9.17E-03 9.25E-02 0.617 61.702 0.313 31.250 0.150 15.000 3.000 0.332 33.167 6.633 -0.305 -30.452 542_17 CC Open Sea Intron 2/15 Hnrnpm
chr17 33,675,411 9.17E-03 9.25E-02 0.617 61.702 0.313 31.250 0.150 15.000 3.000 0.332 33.167 6.633 -0.305 -30.452 542_17 CC Open Sea Intron 2/15 Hnrnpm
chr17 33,675,411 9.17E-03 9.25E-02 0.617 61.702 0.313 31.250 0.150 15.000 3.000 0.332 33.167 6.633 -0.305 -30.452 542_17 CC Open Sea Intron 2/3 Hnrnpm
chr17 35,784,878 4.58E-02 7.17E-02 0.833 83.251 0.696 69.585 0.101 10.140 2.028 0.092 9.190 1.838 -0.137 -13.666 543_17 -- Open Sea Intergenic
chr17 35,784,893 3.80E-02 7.17E-02 0.872 87.245 0.757 75.714 0.063 6.312 1.262 0.111 11.109 2.222 -0.115 -11.531 543_17 -- Open Sea Intergenic
chr17 35,866,971 4.86E-02 1.41E-03 0.254 25.424 0.122 12.162 0.355 35.545 7.109 0.090 9.023 1.805 -0.133 -13.262 544_17 CG nearby S Shore false intergenic Nrm
chr17 35,866,971 4.86E-02 1.41E-03 0.254 25.424 0.122 12.162 0.355 35.545 7.109 0.090 9.023 1.805 -0.133 -13.262 544_17 CG nearby S Shore 5'UTR Ppp1r18
chr17 35,866,971 4.86E-02 1.41E-03 0.254 25.424 0.122 12.162 0.355 35.545 7.109 0.090 9.023 1.805 -0.133 -13.262 544_17 CG nearby S Shore TSS 1500 Ppp1r18
chr17 35,867,067 1.45E-02 2.04E-07 0.405 40.541 0.202 20.183 0.193 19.311 3.862 0.095 9.528 1.906 -0.204 -20.357 544_17 CG nearby S Shore false intergenic Nrm
chr17 35,867,067 1.45E-02 2.04E-07 0.405 40.541 0.202 20.183 0.193 19.311 3.862 0.095 9.528 1.906 -0.204 -20.357 544_17 CG nearby S Shore 5'UTR Ppp1r18
chr17 35,867,067 1.45E-02 2.04E-07 0.405 40.541 0.202 20.183 0.193 19.311 3.862 0.095 9.528 1.906 -0.204 -20.357 544_17 CG nearby S Shore TSS 1500 Ppp1r18
chr17 35,867,119 6.25E-03 1.18E-04 0.667 66.667 0.444 44.444 0.174 17.365 3.473 0.082 8.204 1.641 -0.222 -22.222 544_17 CG nearby S Shore false intergenic Nrm
chr17 35,867,119 6.25E-03 1.18E-04 0.667 66.667 0.444 44.444 0.174 17.365 3.473 0.082 8.204 1.641 -0.222 -22.222 544_17 CG nearby S Shore 5'UTR Ppp1r18
chr17 35,867,119 6.25E-03 1.18E-04 0.667 66.667 0.444 44.444 0.174 17.365 3.473 0.082 8.204 1.641 -0.222 -22.222 544_17 CG nearby S Shore TSS 1500 Ppp1r18
chr17 35,867,129 3.02E-04 1.70E-03 0.705 70.492 0.352 35.227 0.140 14.000 2.800 0.199 19.914 3.983 -0.353 -35.265 544_17 TC S Shore false intergenic Nrm



chr17 35,867,129 3.02E-04 1.70E-03 0.705 70.492 0.352 35.227 0.140 14.000 2.800 0.199 19.914 3.983 -0.353 -35.265 544_17 TC S Shore 5'UTR Ppp1r18
chr17 35,867,129 3.02E-04 1.70E-03 0.705 70.492 0.352 35.227 0.140 14.000 2.800 0.199 19.914 3.983 -0.353 -35.265 544_17 TC S Shore TSS 1500 Ppp1r18
chr17 35,867,239 2.55E-02 9.05E-02 0.483 48.276 0.207 20.690 0.363 36.345 7.269 0.030 2.981 0.596 -0.276 -27.586 544_17 CG nearby S Shore false intergenic Nrm
chr17 35,867,239 2.55E-02 9.05E-02 0.483 48.276 0.207 20.690 0.363 36.345 7.269 0.030 2.981 0.596 -0.276 -27.586 544_17 CG nearby S Shore Exon 1/3 Ppp1r18
chr17 35,867,239 2.55E-02 9.05E-02 0.483 48.276 0.207 20.690 0.363 36.345 7.269 0.030 2.981 0.596 -0.276 -27.586 544_17 CG nearby S Shore TSS 1500 Ppp1r18
chr17 35,948,595 4.81E-02 7.87E-02 0.385 38.462 0.600 60.000 0.195 19.494 3.899 0.144 14.379 2.876 0.215 21.538 545_17 -- Open Sea Intergenic
chr17 35,948,611 4.40E-02 7.87E-02 0.633 63.265 0.815 81.481 0.216 21.596 4.319 0.143 14.313 2.863 0.182 18.216 545_17 -- Open Sea Intergenic
chr17 37,629,438 2.18E-02 4.44E-01 0.282 28.205 0.611 61.111 0.207 20.707 4.141 0.245 24.514 4.903 0.329 32.906 546_17 -- Open Sea Intergenic
chr17 37,629,524 2.91E-02 2.17E-01 0.441 44.086 0.604 60.360 0.050 5.036 1.007 0.159 15.881 3.176 0.163 16.274 546_17 -- Open Sea Intergenic
chr17 39,643,772 3.97E-02 1.95E-03 0.706 70.588 0.857 85.714 0.138 13.768 2.754 0.116 11.594 2.319 0.151 15.126 547_17 -- Open Sea Intergenic
chr17 39,643,777 5.93E-03 1.95E-03 0.597 59.677 0.818 81.818 0.088 8.821 1.764 0.129 12.905 2.581 0.221 22.141 547_17 -- Open Sea Intergenic
chr17 39,827,692 2.30E-02 3.58E-01 0.257 25.714 0.550 55.000 0.171 17.132 3.426 0.196 19.636 3.927 0.293 29.286 548_17 -- Open Sea Intergenic
chr17 39,828,610 1.47E-02 7.70E-02 0.886 88.571 0.621 62.069 0.071 7.050 1.410 0.261 26.087 5.217 -0.265 -26.502 548_17 -- Open Sea Intergenic
chr17 40,886,107 3.58E-02 5.02E-02 0.536 53.571 0.788 78.788 0.123 12.272 2.454 0.125 12.540 2.508 0.252 25.216 549_17 -- Open Sea Intergenic
chr17 40,887,059 1.34E-02 9.60E-04 0.522 52.174 0.800 80.000 0.260 25.957 5.191 0.162 16.222 3.244 0.278 27.826 549_17 AC Open Sea Intergenic
chr17 42,086,041 4.13E-02 4.13E-02 0.774 77.419 0.531 53.125 0.084 8.399 1.680 0.224 22.361 4.472 -0.243 -24.294 550_17 -- Open Sea Intergenic
chr17 42,086,245 1.37E-02 1.37E-02 0.296 29.630 0.652 65.217 0.224 22.361 4.472 0.301 30.085 6.017 0.356 35.588 550_17 -- Open Sea Intergenic
chr17 43,759,051 1.79E-02 1.98E-02 0.778 77.778 0.500 50.000 0.126 12.600 2.520 0.207 20.736 4.147 -0.278 -27.778 551_17 -- Open Sea Intergenic
chr17 43,759,098 1.90E-02 2.14E-03 0.769 76.923 0.520 52.000 0.222 22.181 4.436 0.203 20.308 4.062 -0.249 -24.923 551_17 -- Open Sea Intergenic
chr17 43,759,109 1.53E-02 2.14E-03 0.721 72.131 0.481 48.148 0.195 19.526 3.905 0.213 21.339 4.268 -0.240 -23.983 551_17 -- Open Sea Intergenic
chr17 44,309,899 2.37E-02 9.02E-02 0.870 86.957 0.594 59.375 0.110 10.963 2.193 0.310 31.002 6.200 -0.276 -27.582 552_17 CG Open Sea Intergenic
chr17 44,310,439 7.54E-03 3.12E-01 0.150 15.000 0.559 55.882 0.432 43.243 8.649 0.131 13.062 2.612 0.409 40.882 552_17 CG nearby Open Sea Intergenic
chr17 45,932,831 1.62E-02 3.13E-01 0.226 22.581 0.577 57.692 0.201 20.113 4.023 0.234 23.370 4.674 0.351 35.112 553_17 Check manually Open Sea Intergenic
chr17 45,932,983 2.93E-02 2.84E-01 0.647 64.706 0.802 80.220 0.129 12.852 2.570 0.221 22.139 4.428 0.155 15.514 553_17 -- Open Sea Intergenic
chr17 46,465,600 1.05E-02 2.17E-02 0.750 75.000 0.869 86.861 0.049 4.917 0.983 0.034 3.371 0.674 0.119 11.861 554_17 -- Open Sea Intergenic
chr17 46,465,610 4.07E-03 1.24E-02 0.626 62.590 0.813 81.250 0.119 11.896 2.379 0.146 14.594 2.919 0.187 18.660 554_17 Check manually Open Sea Intergenic
chr17 46,465,633 4.60E-02 1.24E-02 0.313 31.304 0.441 44.144 0.078 7.802 1.560 0.030 3.044 0.609 0.128 12.840 554_17 Check manually Open Sea Intergenic
chr17 47,731,400 8.82E-03 5.21E-01 0.462 46.154 0.162 16.216 0.266 26.612 5.322 0.105 10.542 2.108 -0.299 -29.938 555_17 -- Open Sea Intron 5/8 Pgc
chr17 47,731,466 2.68E-02 4.64E-01 0.675 67.532 0.443 44.262 0.093 9.282 1.856 0.218 21.832 4.366 -0.233 -23.270 555_17 -- Open Sea Intron 5/8 Pgc
chr17 51,430,249 4.66E-02 3.52E-02 0.686 68.571 0.875 87.500 0.162 16.245 3.249 0.048 4.778 0.956 0.189 18.929 556_17 GA Open Sea Intergenic
chr17 51,430,282 4.56E-02 2.12E-02 0.675 67.500 0.867 86.667 0.112 11.205 2.241 0.162 16.213 3.243 0.192 19.167 556_17 CG nearby Open Sea Intergenic
chr17 52,341,405 1.33E-02 5.85E-04 0.083 8.333 0.395 39.474 0.208 20.825 4.165 0.211 21.076 4.215 0.311 31.140 557_17 CC Open Sea Intergenic
chr17 52,341,492 3.55E-02 2.60E-04 0.118 11.765 0.333 33.333 0.090 8.980 1.796 0.089 8.909 1.782 0.216 21.569 557_17 TG Open Sea Intergenic
chr17 55,790,963 1.36E-02 1.36E-02 0.492 49.206 0.710 70.968 0.080 8.032 1.606 0.154 15.441 3.088 0.218 21.761 558_17 -- Open Sea Intergenic
chr17 55,790,975 3.74E-02 1.36E-02 0.627 62.687 0.794 79.365 0.307 30.696 6.139 0.049 4.916 0.983 0.167 16.679 558_17 -- Open Sea Intergenic
chr17 60,166,089 4.85E-02 4.86E-02 0.520 52.000 0.240 24.000 0.291 29.074 5.815 0.219 21.925 4.385 -0.280 -28.000 559_17 -- Open Sea Intergenic
chr17 60,166,102 4.11E-02 4.86E-02 0.467 46.667 0.214 21.429 0.275 27.479 5.496 0.147 14.710 2.942 -0.252 -25.238 559_17 -- Open Sea Intergenic
chr17 61,098,491 4.88E-02 4.88E-02 0.538 53.846 0.682 68.182 0.257 25.679 5.136 0.060 6.021 1.204 0.143 14.336 560_17 TT Open Sea Intergenic
chr17 61,098,778 1.36E-02 5.98E-02 0.500 50.000 0.808 80.769 0.187 18.704 3.741 0.150 15.000 3.000 0.308 30.769 560_17 CA Open Sea Intergenic
chr17 61,146,436 2.21E-02 2.11E-01 0.435 43.478 0.735 73.529 0.268 26.816 5.363 0.116 11.558 2.312 0.301 30.051 561_17 -- Open Sea Intergenic
chr17 61,146,486 3.12E-02 9.64E-02 0.586 58.621 0.829 82.857 0.210 20.993 4.199 0.125 12.525 2.505 0.242 24.236 561_17 -- Open Sea Intergenic
chr17 61,400,780 2.08E-02 1.73E-01 0.343 34.328 0.527 52.747 0.101 10.111 2.022 0.070 7.029 1.406 0.184 18.419 562_17 -- Open Sea Intergenic
chr17 61,401,368 2.39E-02 2.39E-02 0.400 40.000 0.744 74.359 0.283 28.269 5.654 0.143 14.308 2.862 0.344 34.359 562_17 -- Open Sea Intergenic
chr17 61,927,725 1.93E-02 4.18E-01 0.410 40.952 0.591 59.140 0.284 28.424 5.685 0.095 9.452 1.890 0.182 18.187 563_17 -- Open Sea Intergenic
chr17 61,928,113 4.59E-02 4.59E-02 0.667 66.667 0.417 41.667 0.139 13.912 2.782 0.234 23.356 4.671 -0.250 -25.000 563_17 -- Open Sea Intergenic
chr17 63,016,036 1.46E-02 3.97E-02 0.784 78.378 0.500 50.000 0.122 12.164 2.433 0.254 25.372 5.074 -0.284 -28.378 564_17 TG Open Sea Intergenic
chr17 63,016,132 2.09E-02 1.33E-01 0.600 60.000 0.829 82.927 0.141 14.064 2.813 0.053 5.312 1.062 0.229 22.927 564_17 CG nearby Open Sea Intergenic
chr17 63,574,114 2.98E-02 5.09E-02 0.857 85.714 0.650 65.000 0.106 10.643 2.129 0.233 23.344 4.669 -0.207 -20.714 565_17 Check manually Open Sea Intergenic
chr17 63,574,165 1.54E-02 7.89E-02 0.403 40.323 0.619 61.905 0.301 30.143 6.029 0.055 5.524 1.105 0.216 21.582 565_17 Check manually Open Sea Intergenic
chr17 70,963,851 4.27E-03 1.32E-02 0.122 12.195 0.514 51.429 0.114 11.363 2.273 0.247 24.721 4.944 0.392 39.233 566_17 -- Open Sea Intergenic
chr17 70,963,856 7.98E-03 1.32E-02 0.158 15.789 0.528 52.778 0.172 17.168 3.434 0.235 23.455 4.691 0.370 36.988 566_17 -- Open Sea Intergenic
chr17 72,995,361 6.02E-03 6.39E-06 0.333 33.333 0.720 72.000 0.172 17.218 3.444 0.140 13.966 2.793 0.387 38.667 567_17 TC Open Sea Intergenic
chr17 72,995,378 3.66E-03 6.39E-06 0.115 11.538 0.480 48.000 0.094 9.362 1.872 0.266 26.588 5.318 0.365 36.462 567_17 CA Open Sea Intergenic
chr17 76,246,279 1.34E-02 1.14E-04 0.140 13.953 0.360 36.000 0.079 7.897 1.579 0.084 8.375 1.675 0.220 22.047 568_17 CA Open Sea Intergenic
chr17 76,246,374 1.34E-02 1.14E-04 0.516 51.613 0.806 80.556 0.132 13.175 2.635 0.128 12.775 2.555 0.289 28.943 568_17 GA Open Sea Intergenic
chr17 76,246,391 1.66E-02 1.14E-04 0.400 40.000 0.694 69.444 0.178 17.753 3.551 0.127 12.713 2.543 0.294 29.444 568_17 -- Open Sea Intergenic
chr17 76,562,021 3.94E-02 1.88E-01 0.864 86.364 0.618 61.765 0.221 22.083 4.417 0.196 19.553 3.911 -0.246 -24.599 569_17 -- Open Sea Intergenic
chr17 76,562,290 1.99E-03 1.99E-03 0.697 69.655 0.863 86.290 0.140 13.969 2.794 0.043 4.335 0.867 0.166 16.635 569_17 -- Open Sea Intergenic
chr17 76,843,863 3.44E-02 5.26E-03 0.527 52.688 0.682 68.182 0.060 5.976 1.195 0.145 14.538 2.908 0.155 15.494 570_17 -- Open Sea Intergenic
chr17 76,844,012 3.48E-02 5.26E-03 0.840 84.000 0.651 65.116 0.099 9.902 1.980 0.170 17.009 3.402 -0.189 -18.884 570_17 -- Open Sea Intergenic
chr17 77,346,283 1.91E-02 1.57E-01 0.623 62.295 0.411 41.096 0.154 15.447 3.089 0.111 11.052 2.210 -0.212 -21.199 571_17 -- Open Sea Intergenic
chr17 77,346,556 4.68E-03 1.07E-01 0.811 81.081 0.462 46.154 0.119 11.932 2.386 0.214 21.440 4.288 -0.349 -34.927 571_17 -- Open Sea Intergenic
chr17 78,501,477 1.05E-02 6.39E-05 0.514 51.351 0.893 89.286 0.327 32.734 6.547 0.110 10.963 2.193 0.379 37.934 572_17 CG nearby Open Sea Intergenic
chr17 78,501,489 6.82E-04 6.39E-05 0.278 27.778 0.741 74.074 0.141 14.142 2.828 0.347 34.658 6.932 0.463 46.296 572_17 TG Open Sea Intergenic
chr17 82,299,666 2.13E-02 4.41E-01 0.560 56.000 0.862 86.207 0.306 30.641 6.128 0.188 18.764 3.753 0.302 30.207 573_17 TG Open Sea Intergenic
chr17 82,300,633 3.26E-02 3.26E-02 0.724 72.414 0.875 87.500 0.217 21.679 4.336 0.122 12.220 2.444 0.151 15.086 573_17 -- Open Sea Intergenic
chr17 87,694,778 1.77E-02 5.76E-03 0.500 50.000 0.818 81.818 0.308 30.768 6.154 0.132 13.235 2.647 0.318 31.818 574_17 TC CpG Island Intron 7/15 Msh2
chr17 87,694,786 4.56E-02 5.27E-03 0.519 51.852 0.778 77.778 0.301 30.089 6.018 0.161 16.082 3.216 0.259 25.926 574_17 TC CpG Island Intron 7/15 Msh2
chr17 87,694,807 1.07E-02 3.74E-03 0.500 50.000 0.816 81.579 0.277 27.729 5.546 0.134 13.406 2.681 0.316 31.579 574_17 TC CpG Island Intron 7/15 Msh2
chr17 87,694,865 4.97E-02 2.81E-04 0.429 42.857 0.767 76.667 0.357 35.715 7.143 0.154 15.355 3.071 0.338 33.810 574_17 TC CpG Island Intron 7/15 Msh2
chr17 88,808,527 3.69E-02 3.98E-02 0.429 42.857 0.739 73.913 0.378 37.766 7.553 0.158 15.759 3.152 0.311 31.056 575_17 TG Open Sea Intergenic
chr17 88,808,621 6.98E-03 2.54E-02 0.333 33.333 0.750 75.000 0.217 21.731 4.346 0.187 18.723 3.745 0.417 41.667 575_17 AG Open Sea Intergenic
chr17 88,920,819 5.53E-03 2.88E-03 0.436 43.590 0.667 66.667 0.140 13.975 2.795 0.045 4.516 0.903 0.231 23.077 576_17 ta Open Sea Intergenic
chr17 88,920,951 2.08E-02 3.22E-02 0.394 39.423 0.586 58.621 0.055 5.546 1.109 0.214 21.447 4.289 0.192 19.198 576_17 -- Open Sea Intergenic
chr17 90,163,693 4.61E-02 1.38E-01 0.769 76.923 0.873 87.255 0.115 11.453 2.291 0.085 8.525 1.705 0.103 10.332 577_17 CG Open Sea Intron 18/20 Nrxn1
chr17 90,163,693 4.61E-02 1.38E-01 0.769 76.923 0.873 87.255 0.115 11.453 2.291 0.085 8.525 1.705 0.103 10.332 577_17 CG Open Sea Intron 1/3 Nrxn1
chr17 90,163,820 4.20E-02 1.95E-01 0.490 49.020 0.722 72.222 0.281 28.090 5.618 0.111 11.146 2.229 0.232 23.203 577_17 CG Open Sea Exon 18/21 Nrxn1
chr17 90,163,820 4.20E-02 1.95E-01 0.490 49.020 0.722 72.222 0.281 28.090 5.618 0.111 11.146 2.229 0.232 23.203 577_17 CG Open Sea Intron 1/3 Nrxn1
chr17 91,749,815 3.26E-02 6.48E-03 0.792 79.245 0.596 59.615 0.132 13.198 2.640 0.197 19.737 3.947 -0.196 -19.630 578_17 -- Open Sea Intergenic
chr17 91,749,895 1.25E-02 6.22E-03 0.475 47.500 0.767 76.667 0.279 27.947 5.589 0.165 16.504 3.301 0.292 29.167 578_17 -- Open Sea Intergenic
chr17 91,838,910 7.50E-03 1.72E-03 0.667 66.667 0.833 83.333 0.046 4.588 0.918 0.061 6.082 1.216 0.167 16.667 579_17 -- Open Sea Intergenic
chr17 91,838,934 3.55E-02 1.72E-03 0.723 72.340 0.862 86.207 0.335 33.507 6.701 0.112 11.195 2.239 0.139 13.866 579_17 -- Open Sea Intergenic
chr18 7,879,238 3.85E-02 2.29E-04 0.240 24.000 0.532 53.226 0.120 12.002 2.400 0.303 30.325 6.065 0.292 29.226 580_18 -G Open Sea Intron 3/13 Wac
chr18 7,879,238 3.85E-02 2.29E-04 0.240 24.000 0.532 53.226 0.120 12.002 2.400 0.303 30.325 6.065 0.292 29.226 580_18 -G Open Sea Intron 3/12 Wac
chr18 7,879,238 3.85E-02 2.29E-04 0.240 24.000 0.532 53.226 0.120 12.002 2.400 0.303 30.325 6.065 0.292 29.226 580_18 -G Open Sea Intron 3/7 Wac
chr18 7,879,238 3.85E-02 2.29E-04 0.240 24.000 0.532 53.226 0.120 12.002 2.400 0.303 30.325 6.065 0.292 29.226 580_18 -G Open Sea Intron 3/13 Wac
chr18 7,879,238 3.85E-02 2.29E-04 0.240 24.000 0.532 53.226 0.120 12.002 2.400 0.303 30.325 6.065 0.292 29.226 580_18 -G Open Sea Intron 3/13 Wac
chr18 7,879,278 1.44E-03 2.29E-04 0.111 11.111 0.471 47.059 0.077 7.683 1.537 0.257 25.699 5.140 0.359 35.948 580_18 CG nearby Open Sea Intron 3/13 Wac
chr18 7,879,278 1.44E-03 2.29E-04 0.111 11.111 0.471 47.059 0.077 7.683 1.537 0.257 25.699 5.140 0.359 35.948 580_18 CG nearby Open Sea Intron 3/12 Wac
chr18 7,879,278 1.44E-03 2.29E-04 0.111 11.111 0.471 47.059 0.077 7.683 1.537 0.257 25.699 5.140 0.359 35.948 580_18 CG nearby Open Sea Intron 3/7 Wac
chr18 7,879,278 1.44E-03 2.29E-04 0.111 11.111 0.471 47.059 0.077 7.683 1.537 0.257 25.699 5.140 0.359 35.948 580_18 CG nearby Open Sea Intron 3/13 Wac
chr18 7,879,278 1.44E-03 2.29E-04 0.111 11.111 0.471 47.059 0.077 7.683 1.537 0.257 25.699 5.140 0.359 35.948 580_18 CG nearby Open Sea Intron 3/13 Wac
chr18 7,910,843 3.44E-02 1.61E-01 0.214 21.429 0.500 50.000 0.132 13.170 2.634 0.312 31.180 6.236 0.286 28.571 581_18 CG nearby Open Sea Intron 7/13 Wac
chr18 7,910,843 3.44E-02 1.61E-01 0.214 21.429 0.500 50.000 0.132 13.170 2.634 0.312 31.180 6.236 0.286 28.571 581_18 CG nearby Open Sea Intron 6/12 Wac
chr18 7,910,843 3.44E-02 1.61E-01 0.214 21.429 0.500 50.000 0.132 13.170 2.634 0.312 31.180 6.236 0.286 28.571 581_18 CG nearby Open Sea Intron 7/7 Wac
chr18 7,910,843 3.44E-02 1.61E-01 0.214 21.429 0.500 50.000 0.132 13.170 2.634 0.312 31.180 6.236 0.286 28.571 581_18 CG nearby Open Sea Intron 7/13 Wac
chr18 7,910,843 3.44E-02 1.61E-01 0.214 21.429 0.500 50.000 0.132 13.170 2.634 0.312 31.180 6.236 0.286 28.571 581_18 CG nearby Open Sea Intron 7/13 Wac
chr18 7,911,094 1.51E-02 7.74E-02 0.466 46.602 0.640 64.045 0.070 6.950 1.390 0.113 11.332 2.266 0.174 17.443 581_18 GT Open Sea Intron 7/13 Wac
chr18 7,911,094 1.51E-02 7.74E-02 0.466 46.602 0.640 64.045 0.070 6.950 1.390 0.113 11.332 2.266 0.174 17.443 581_18 GT Open Sea Intron 6/12 Wac
chr18 7,911,094 1.51E-02 7.74E-02 0.466 46.602 0.640 64.045 0.070 6.950 1.390 0.113 11.332 2.266 0.174 17.443 581_18 GT Open Sea Intron 7/7 Wac
chr18 7,911,094 1.51E-02 7.74E-02 0.466 46.602 0.640 64.045 0.070 6.950 1.390 0.113 11.332 2.266 0.174 17.443 581_18 GT Open Sea Intron 7/13 Wac
chr18 7,911,094 1.51E-02 7.74E-02 0.466 46.602 0.640 64.045 0.070 6.950 1.390 0.113 11.332 2.266 0.174 17.443 581_18 GT Open Sea Intron 7/13 Wac
chr18 8,826,292 3.82E-03 5.39E-05 0.377 37.705 0.671 67.143 0.136 13.617 2.723 0.172 17.176 3.435 0.294 29.438 582_18 Check manually Open Sea Intergenic
chr18 8,826,352 2.14E-03 8.46E-04 0.304 30.435 0.625 62.500 0.099 9.852 1.970 0.283 28.259 5.652 0.321 32.065 582_18 Check manually Open Sea Intergenic
chr18 9,205,292 4.67E-02 1.42E-01 0.667 66.667 0.473 47.273 0.088 8.784 1.757 0.163 16.262 3.252 -0.194 -19.394 583_18 -- S Shelf Intergenic
chr18 9,206,245 8.83E-03 1.88E-01 0.760 76.000 0.371 37.143 0.396 39.572 7.914 0.167 16.672 3.334 -0.389 -38.857 583_18 -- S Shelf Intergenic
chr18 17,473,296 3.28E-02 3.28E-02 0.763 76.271 0.869 86.885 0.109 10.918 2.184 0.073 7.325 1.465 0.106 10.614 584_18 TT Open Sea Intergenic
chr18 17,473,837 4.38E-02 4.38E-02 0.632 63.158 0.842 84.211 0.192 19.185 3.837 0.196 19.559 3.912 0.211 21.053 584_18 Check manually Open Sea Intergenic
chr18 17,970,905 5.52E-03 1.21E-03 0.627 62.712 0.872 87.209 0.104 10.416 2.083 0.133 13.279 2.656 0.245 24.497 585_18 -- Open Sea Intergenic



chr18 17,971,040 3.82E-02 1.21E-03 0.693 69.291 0.805 80.451 0.155 15.491 3.098 0.158 15.814 3.163 0.112 11.160 585_18 -- Open Sea Intergenic
chr18 18,020,638 8.91E-03 1.85E-03 0.444 44.444 0.689 68.919 0.152 15.236 3.047 0.111 11.065 2.213 0.245 24.474 586_18 CT Open Sea Intergenic
chr18 18,020,642 2.64E-02 1.85E-03 0.364 36.364 0.581 58.108 0.237 23.716 4.743 0.120 11.979 2.396 0.217 21.744 586_18 CG nearby Open Sea Intergenic
chr18 18,122,728 3.95E-02 3.48E-01 0.636 63.636 0.853 85.294 0.194 19.372 3.874 0.080 7.972 1.594 0.217 21.658 587_18 -- Open Sea Intergenic
chr18 18,123,582 3.70E-02 3.70E-02 0.813 81.250 0.671 67.059 0.371 37.076 7.415 0.164 16.357 3.271 -0.142 -14.191 587_18 -- Open Sea Intergenic
chr18 19,070,988 2.07E-02 2.18E-02 0.848 84.848 0.596 59.574 0.103 10.276 2.055 0.263 26.275 5.255 -0.253 -25.274 588_18 CA Open Sea Intergenic
chr18 19,071,887 3.03E-02 2.23E-01 0.530 53.012 0.714 71.429 0.273 27.285 5.457 0.178 17.805 3.561 0.184 18.417 588_18 CG nearby Open Sea Intergenic
chr18 19,354,047 3.14E-02 3.29E-01 0.636 63.636 0.826 82.609 0.151 15.137 3.027 0.136 13.592 2.718 0.190 18.972 589_18 -- Open Sea Intergenic
chr18 19,354,109 1.55E-02 3.29E-01 0.534 53.448 0.760 76.000 0.080 8.037 1.607 0.093 9.327 1.865 0.226 22.552 589_18 -- Open Sea Intergenic
chr18 23,340,554 9.12E-03 8.42E-03 0.650 65.000 0.379 37.931 0.097 9.675 1.935 0.164 16.400 3.280 -0.271 -27.069 590_18 ag Open Sea Intergenic
chr18 23,340,567 4.64E-02 8.42E-03 0.821 82.143 0.656 65.574 0.188 18.814 3.763 0.057 5.702 1.140 -0.166 -16.569 590_18 c- Open Sea Intergenic
chr18 24,122,400 6.67E-03 2.50E-01 0.783 78.261 0.350 35.000 0.274 27.408 5.482 0.205 20.523 4.105 -0.433 -43.261 591_18 CT S Shore TSS 1500 Ino80c
chr18 24,122,462 3.90E-02 2.50E-01 0.242 24.242 0.486 48.571 0.156 15.587 3.117 0.207 20.673 4.135 0.243 24.329 591_18 ca S Shore TSS 1500 Ino80c
chr18 27,780,434 3.92E-02 8.80E-02 0.520 52.000 0.818 81.818 0.326 32.558 6.512 0.149 14.879 2.976 0.298 29.818 592_18 CA Open Sea Intergenic
chr18 27,780,453 4.37E-02 3.35E-01 0.346 34.615 0.636 63.636 0.162 16.236 3.247 0.245 24.506 4.901 0.290 29.021 592_18 CA Open Sea Intergenic
chr18 28,241,849 1.20E-02 1.48E-01 0.655 65.517 0.851 85.075 0.135 13.455 2.691 0.080 8.012 1.602 0.196 19.557 593_18 -- Open Sea Intergenic
chr18 28,242,809 4.29E-02 5.39E-02 0.762 76.190 0.520 52.000 0.170 16.994 3.399 0.270 26.985 5.397 -0.242 -24.190 593_18 -- Open Sea Intergenic
chr18 28,346,405 8.59E-03 8.59E-03 0.512 51.163 0.783 78.261 0.294 29.417 5.883 0.081 8.052 1.610 0.271 27.098 594_18 Check manually Open Sea Intergenic
chr18 28,346,660 7.39E-03 4.87E-02 0.563 56.250 0.825 82.456 0.113 11.333 2.267 0.151 15.067 3.013 0.262 26.206 594_18 -- Open Sea Intergenic
chr18 28,553,882 3.34E-03 7.61E-02 0.778 77.778 0.400 40.000 0.169 16.913 3.383 0.212 21.224 4.245 -0.378 -37.778 595_18 -- Open Sea Intergenic
chr18 28,553,929 3.78E-02 7.61E-02 0.872 87.179 0.688 68.750 0.074 7.364 1.473 0.156 15.573 3.115 -0.184 -18.429 595_18 -- Open Sea Intergenic
chr18 29,422,872 3.11E-02 3.72E-03 0.240 24.000 0.514 51.429 0.377 37.712 7.542 0.174 17.392 3.478 0.274 27.429 596_18 CT Open Sea Intergenic
chr18 29,423,046 2.63E-02 3.72E-03 0.313 31.250 0.625 62.500 0.237 23.699 4.740 0.383 38.266 7.653 0.313 31.250 596_18 TG Open Sea Intergenic
chr18 31,303,790 3.02E-02 3.48E-02 0.464 46.429 0.783 78.261 0.278 27.760 5.552 0.206 20.554 4.111 0.318 31.832 597_18 TG Open Sea Intron 1/4 Rit2
chr18 31,303,829 2.15E-02 3.48E-02 0.121 12.121 0.394 39.394 0.214 21.396 4.279 0.211 21.115 4.223 0.273 27.273 597_18 Check manually Open Sea Intron 1/4 Rit2
chr18 33,051,304 2.71E-02 1.26E-01 0.804 80.435 0.596 59.574 0.083 8.316 1.663 0.210 21.033 4.207 -0.209 -20.860 598_18 -- Open Sea Intergenic
chr18 33,051,310 1.60E-02 1.26E-01 0.773 77.273 0.528 52.830 0.065 6.498 1.300 0.263 26.280 5.256 -0.244 -24.443 598_18 -- Open Sea Intergenic
chr18 33,383,458 3.13E-02 9.85E-02 0.607 60.714 0.842 84.211 0.125 12.550 2.510 0.128 12.792 2.558 0.235 23.496 599_18 -- N Shore Intergenic
chr18 33,383,687 4.97E-02 9.51E-02 0.545 54.545 0.808 80.769 0.139 13.944 2.789 0.206 20.572 4.114 0.262 26.224 599_18 CA N Shore Intergenic
chr18 34,325,710 4.09E-02 6.33E-02 0.833 83.333 0.500 50.000 0.149 14.879 2.976 0.353 35.251 7.050 -0.333 -33.333 600_18 -- Open Sea Intergenic
chr18 34,326,398 4.97E-02 4.78E-01 0.748 74.809 0.641 64.103 0.083 8.259 1.652 0.049 4.877 0.975 -0.107 -10.707 600_18 -- Open Sea Intergenic
chr18 34,958,854 3.20E-02 3.05E-02 0.617 61.667 0.474 47.368 0.178 17.763 3.553 0.149 14.944 2.989 -0.143 -14.298 601_18 -- S Shelf Intergenic
chr18 34,958,857 4.18E-03 3.05E-02 0.459 45.902 0.220 22.034 0.272 27.172 5.434 0.086 8.556 1.711 -0.239 -23.868 601_18 -- S Shelf Intergenic
chr18 39,017,619 4.23E-02 4.23E-02 0.826 82.609 0.567 56.667 0.417 41.660 8.332 0.283 28.256 5.651 -0.259 -25.942 602_18 ta Open Sea Intron 1/22 Arhgap26
chr18 39,017,619 4.23E-02 4.23E-02 0.826 82.609 0.567 56.667 0.417 41.660 8.332 0.283 28.256 5.651 -0.259 -25.942 602_18 ta Open Sea Intron 1/22 Arhgap26
chr18 39,017,840 3.59E-02 9.36E-02 0.406 40.625 0.148 14.815 0.250 24.971 4.994 0.156 15.590 3.118 -0.258 -25.810 602_18 AC Open Sea Intron 1/22 Arhgap26
chr18 39,017,840 3.59E-02 9.36E-02 0.406 40.625 0.148 14.815 0.250 24.971 4.994 0.156 15.590 3.118 -0.258 -25.810 602_18 AC Open Sea Intron 1/22 Arhgap26
chr18 39,301,825 1.48E-02 6.72E-05 0.250 25.000 0.750 75.000 0.425 42.492 8.498 0.231 23.070 4.614 0.500 50.000 603_18 GA Open Sea Intron 19/22 Arhgap26
chr18 39,301,825 1.48E-02 6.72E-05 0.250 25.000 0.750 75.000 0.425 42.492 8.498 0.231 23.070 4.614 0.500 50.000 603_18 GA Open Sea Intron 2/4 Arhgap26
chr18 39,301,825 1.48E-02 6.72E-05 0.250 25.000 0.750 75.000 0.425 42.492 8.498 0.231 23.070 4.614 0.500 50.000 603_18 GA Open Sea Intron 19/22 Arhgap26
chr18 39,301,828 3.29E-02 6.72E-05 0.261 26.087 0.696 69.565 0.393 39.314 7.863 0.339 33.903 6.781 0.435 43.478 603_18 CC Open Sea Intron 19/22 Arhgap26
chr18 39,301,828 3.29E-02 6.72E-05 0.261 26.087 0.696 69.565 0.393 39.314 7.863 0.339 33.903 6.781 0.435 43.478 603_18 CC Open Sea Intron 2/4 Arhgap26
chr18 39,301,828 3.29E-02 6.72E-05 0.261 26.087 0.696 69.565 0.393 39.314 7.863 0.339 33.903 6.781 0.435 43.478 603_18 CC Open Sea Intron 19/22 Arhgap26
chr18 39,663,113 2.55E-02 2.55E-02 0.593 59.259 0.857 85.714 0.221 22.054 4.411 0.140 13.963 2.793 0.265 26.455 604_18 CT Open Sea Intergenic
chr18 39,663,389 4.62E-02 1.11E-01 0.746 74.648 0.592 59.211 0.120 12.009 2.402 0.157 15.725 3.145 -0.154 -15.437 604_18 AC Open Sea Intergenic
chr18 44,542,979 2.29E-03 7.16E-05 0.821 82.143 0.250 25.000 0.115 11.469 2.294 0.408 40.825 8.165 -0.571 -57.143 605_18 CA Open Sea Intron 3/18 Mcc
chr18 44,542,999 3.08E-02 1.01E-04 0.815 81.481 0.500 50.000 0.153 15.348 3.070 0.342 34.189 6.838 -0.315 -31.481 605_18 C- Open Sea Intron 3/18 Mcc
chr18 44,543,001 2.35E-02 1.01E-04 0.778 77.778 0.450 45.000 0.163 16.278 3.256 0.311 31.127 6.225 -0.328 -32.778 605_18 C- Open Sea Intron 3/18 Mcc
chr18 45,974,490 3.79E-02 3.63E-01 0.534 53.409 0.686 68.627 0.106 10.596 2.119 0.071 7.135 1.427 0.152 15.218 606_18 -- Open Sea Intergenic
chr18 45,974,827 2.49E-02 1.95E-02 0.200 20.000 0.349 34.940 0.116 11.579 2.316 0.045 4.525 0.905 0.149 14.940 606_18 -- Open Sea Intergenic
chr18 50,733,328 2.09E-02 3.18E-04 0.850 85.000 0.703 70.330 0.088 8.828 1.766 0.152 15.214 3.043 -0.147 -14.670 607_18 -- Open Sea Intergenic
chr18 50,733,450 4.06E-02 3.90E-03 0.670 66.990 0.798 79.817 0.179 17.886 3.577 0.036 3.619 0.724 0.128 12.826 607_18 -- Open Sea Intergenic
chr18 51,207,193 1.10E-02 6.53E-02 0.309 30.882 0.551 55.102 0.148 14.789 2.958 0.184 18.414 3.683 0.242 24.220 608_18 Check manually Open Sea Intergenic
chr18 51,207,229 4.66E-03 6.53E-02 0.309 30.909 0.619 61.905 0.096 9.635 1.927 0.150 14.975 2.995 0.310 30.996 608_18 Check manually Open Sea Intergenic
chr18 51,455,785 1.85E-02 1.16E-04 0.324 32.432 0.650 65.000 0.220 21.970 4.394 0.195 19.526 3.905 0.326 32.568 609_18 ct Open Sea Intergenic
chr18 51,455,889 8.18E-04 1.16E-04 0.167 16.667 0.500 50.000 0.122 12.165 2.433 0.126 12.580 2.516 0.333 33.333 609_18 tg Open Sea Intergenic
chr18 51,637,211 4.21E-02 2.95E-03 0.313 31.250 0.545 54.545 0.247 24.656 4.931 0.217 21.655 4.331 0.233 23.295 610_18 -G Open Sea Intergenic
chr18 51,637,221 2.84E-02 2.95E-03 0.161 16.129 0.404 40.426 0.153 15.281 3.056 0.208 20.781 4.156 0.243 24.296 610_18 -- Open Sea Intergenic
chr18 52,072,599 1.20E-02 3.62E-04 0.500 50.000 0.733 73.333 0.269 26.856 5.371 0.335 33.471 6.694 0.233 23.333 611_18 -- Open Sea Intergenic
chr18 52,072,738 5.60E-03 6.05E-03 0.586 58.559 0.769 76.923 0.066 6.597 1.319 0.114 11.410 2.282 0.184 18.365 611_18 -- Open Sea Intergenic
chr18 53,998,945 4.14E-02 2.22E-03 0.429 42.857 0.677 67.742 0.219 21.925 4.385 0.187 18.748 3.750 0.249 24.885 612_18 -- Open Sea Intergenic
chr18 53,999,130 4.04E-02 9.50E-02 0.322 32.203 0.574 57.353 0.209 20.879 4.176 0.284 28.407 5.681 0.251 25.150 612_18 -- Open Sea Intergenic
chr18 56,688,893 2.98E-02 9.93E-02 0.457 45.714 0.714 71.429 0.299 29.899 5.980 0.195 19.496 3.899 0.257 25.714 613_18 -- Open Sea Intergenic
chr18 56,689,163 6.19E-03 1.03E-01 0.176 17.647 0.443 44.262 0.126 12.601 2.520 0.251 25.144 5.029 0.266 26.615 613_18 -- Open Sea Intergenic
chr18 56,689,219 4.47E-02 6.29E-02 0.466 46.552 0.667 66.667 0.084 8.402 1.680 0.190 18.964 3.793 0.201 20.115 613_18 -- Open Sea Intergenic
chr18 58,670,082 1.04E-02 9.43E-05 0.170 17.021 0.424 42.373 0.380 37.951 7.590 0.175 17.545 3.509 0.254 25.352 614_18 Check manually Open Sea Intron 1/4 Isoc1
chr18 58,670,102 6.90E-03 9.43E-05 0.245 24.528 0.492 49.180 0.350 35.034 7.007 0.169 16.857 3.371 0.247 24.652 614_18 TG Open Sea Intron 1/4 Isoc1
chr18 58,670,166 2.95E-02 9.43E-05 0.286 28.571 0.455 45.455 0.060 5.953 1.191 0.106 10.593 2.119 0.169 16.883 614_18 TG Open Sea Intron 1/4 Isoc1
chr18 61,561,806 1.46E-02 1.86E-03 0.294 29.412 0.630 62.963 0.184 18.447 3.689 0.198 19.778 3.956 0.336 33.551 615_18 -- Open Sea Intron 2/8 Csnk1a1
chr18 61,561,806 1.46E-02 1.86E-03 0.294 29.412 0.630 62.963 0.184 18.447 3.689 0.198 19.778 3.956 0.336 33.551 615_18 -- Open Sea Intron 2/9 Csnk1a1
chr18 61,561,806 1.46E-02 1.86E-03 0.294 29.412 0.630 62.963 0.184 18.447 3.689 0.198 19.778 3.956 0.336 33.551 615_18 -- Open Sea Intron 2/9 Csnk1a1
chr18 61,561,806 1.46E-02 1.86E-03 0.294 29.412 0.630 62.963 0.184 18.447 3.689 0.198 19.778 3.956 0.336 33.551 615_18 -- Open Sea Intron 2/10 Csnk1a1
chr18 61,561,872 2.52E-02 1.86E-03 0.593 59.259 0.875 87.500 0.241 24.116 4.823 0.167 16.667 3.333 0.282 28.241 615_18 -- Open Sea Intron 2/8 Csnk1a1
chr18 61,561,872 2.52E-02 1.86E-03 0.593 59.259 0.875 87.500 0.241 24.116 4.823 0.167 16.667 3.333 0.282 28.241 615_18 -- Open Sea Intron 2/9 Csnk1a1
chr18 61,561,872 2.52E-02 1.86E-03 0.593 59.259 0.875 87.500 0.241 24.116 4.823 0.167 16.667 3.333 0.282 28.241 615_18 -- Open Sea Intron 2/9 Csnk1a1
chr18 61,561,872 2.52E-02 1.86E-03 0.593 59.259 0.875 87.500 0.241 24.116 4.823 0.167 16.667 3.333 0.282 28.241 615_18 -- Open Sea Intron 2/10 Csnk1a1
chr18 62,317,249 4.49E-02 3.44E-03 0.244 24.390 0.459 45.946 0.159 15.923 3.185 0.207 20.661 4.132 0.216 21.556 616_18 TC Open Sea Intergenic
chr18 62,317,280 2.79E-02 3.44E-03 0.107 10.714 0.367 36.667 0.094 9.362 1.872 0.309 30.868 6.174 0.260 25.952 616_18 GG Open Sea Intergenic
chr18 69,428,962 2.01E-02 2.82E-04 0.250 25.000 0.563 56.250 0.218 21.841 4.368 0.360 36.009 7.202 0.313 31.250 617_18 TG Open Sea Intron 3/19 Tcf4
chr18 69,428,962 2.01E-02 2.82E-04 0.250 25.000 0.563 56.250 0.218 21.841 4.368 0.360 36.009 7.202 0.313 31.250 617_18 TG Open Sea Intron 3/19 Tcf4
chr18 69,428,962 2.01E-02 2.82E-04 0.250 25.000 0.563 56.250 0.218 21.841 4.368 0.360 36.009 7.202 0.313 31.250 617_18 TG Open Sea Intron 2/6 Tcf4
chr18 69,428,990 9.34E-03 3.36E-05 0.250 25.000 0.622 62.162 0.188 18.799 3.760 0.209 20.922 4.184 0.372 37.162 617_18 TG Open Sea Intron 3/19 Tcf4
chr18 69,428,990 9.34E-03 3.36E-05 0.250 25.000 0.622 62.162 0.188 18.799 3.760 0.209 20.922 4.184 0.372 37.162 617_18 TG Open Sea Intron 3/19 Tcf4
chr18 69,428,990 9.34E-03 3.36E-05 0.250 25.000 0.622 62.162 0.188 18.799 3.760 0.209 20.922 4.184 0.372 37.162 617_18 TG Open Sea Intron 2/6 Tcf4
chr18 69,429,052 1.50E-03 6.48E-06 0.125 12.500 0.458 45.833 0.123 12.261 2.452 0.061 6.092 1.218 0.333 33.333 617_18 GG Open Sea Intron 3/19 Tcf4
chr18 69,429,052 1.50E-03 6.48E-06 0.125 12.500 0.458 45.833 0.123 12.261 2.452 0.061 6.092 1.218 0.333 33.333 617_18 GG Open Sea Intron 3/19 Tcf4
chr18 69,429,052 1.50E-03 6.48E-06 0.125 12.500 0.458 45.833 0.123 12.261 2.452 0.061 6.092 1.218 0.333 33.333 617_18 GG Open Sea Intron 2/6 Tcf4
chr18 72,219,376 4.77E-02 7.37E-03 0.915 91.463 0.809 80.899 0.066 6.559 1.312 0.130 12.967 2.593 -0.106 -10.565 618_18 CA Open Sea Intergenic
chr18 72,219,435 3.41E-02 7.37E-03 0.703 70.270 0.836 83.594 0.324 32.355 6.471 0.170 16.968 3.394 0.133 13.323 618_18 -- Open Sea Intergenic
chr18 81,499,091 6.70E-03 3.93E-02 0.161 16.129 0.486 48.649 0.144 14.435 2.887 0.177 17.747 3.549 0.325 32.520 619_18 -- Open Sea Intergenic
chr18 81,499,158 2.15E-02 2.89E-02 0.333 33.333 0.667 66.667 0.217 21.681 4.336 0.415 41.458 8.292 0.333 33.333 619_18 -- Open Sea Intergenic
chr18 82,152,457 3.58E-02 1.11E-01 0.129 12.903 0.341 34.146 0.119 11.850 2.370 0.182 18.205 3.641 0.212 21.243 620_18 -- Open Sea Intergenic
chr18 82,153,391 3.68E-03 5.56E-02 0.700 70.000 0.261 26.087 0.191 19.094 3.819 0.198 19.806 3.961 -0.439 -43.913 620_18 -- Open Sea Intergenic
chr18 83,635,649 1.89E-02 4.47E-02 0.227 22.727 0.571 57.143 0.221 22.083 4.417 0.316 31.576 6.315 0.344 34.416 621_18 CA Open Sea Intergenic
chr18 83,635,735 2.86E-02 8.93E-03 0.244 24.359 0.400 40.000 0.131 13.144 2.629 0.197 19.706 3.941 0.156 15.641 621_18 CG Open Sea Intergenic
chr18 85,088,433 4.05E-02 1.43E-01 0.674 67.391 0.507 50.725 0.104 10.447 2.089 0.247 24.723 4.945 -0.167 -16.667 622_18 TG Open Sea Intergenic
chr18 85,088,507 2.11E-02 1.43E-01 0.789 78.947 0.616 61.644 0.127 12.671 2.534 0.111 11.080 2.216 -0.173 -17.304 622_18 AG Open Sea Intergenic
chr18 90,064,312 4.85E-02 4.85E-02 0.711 71.053 0.479 47.917 0.261 26.143 5.229 0.136 13.604 2.721 -0.231 -23.136 623_18 tt Open Sea Intergenic
chr18 90,065,161 1.80E-02 1.80E-02 0.395 39.474 0.762 76.190 0.292 29.206 5.841 0.376 37.598 7.520 0.367 36.717 623_18 -- Open Sea Intergenic
chr19 6,463,905 2.12E-02 1.04E-03 0.168 16.814 0.299 29.915 0.107 10.720 2.144 0.083 8.349 1.670 0.131 13.100 624_19 CG Open Sea Intergenic
chr19 6,463,924 1.29E-02 1.04E-03 0.211 21.053 0.441 44.094 0.087 8.691 1.738 0.105 10.548 2.110 0.230 23.042 624_19 CG Open Sea Intergenic
chr19 7,837,334 2.40E-02 1.41E-02 0.759 75.862 0.458 45.833 0.353 35.311 7.062 0.290 28.961 5.792 -0.300 -30.029 625_19 -- Open Sea Intergenic
chr19 7,837,340 4.26E-02 1.41E-02 0.862 86.207 0.583 58.333 0.410 41.001 8.200 0.286 28.636 5.727 -0.279 -27.874 625_19 -- Open Sea Intergenic
chr19 9,693,814 1.01E-02 3.01E-01 0.552 55.172 0.857 85.714 0.122 12.210 2.442 0.098 9.799 1.960 0.305 30.542 626_19 -- Open Sea Intergenic
chr19 9,694,256 3.61E-02 8.00E-01 0.679 67.857 0.333 33.333 0.372 37.235 7.447 0.335 33.541 6.708 -0.345 -34.524 626_19 -- Open Sea Intergenic
chr19 11,610,341 3.77E-02 1.92E-03 0.494 49.383 0.652 65.169 0.118 11.812 2.362 0.059 5.934 1.187 0.158 15.786 627_19 -- Open Sea Intergenic
chr19 11,610,358 1.83E-02 1.92E-03 0.446 44.565 0.620 61.957 0.054 5.431 1.086 0.185 18.492 3.698 0.174 17.391 627_19 -- Open Sea Intergenic
chr19 11,610,419 1.09E-02 1.25E-03 0.159 15.929 0.355 35.484 0.089 8.894 1.779 0.162 16.169 3.234 0.196 19.555 627_19 -- Open Sea Intergenic
chr19 11,613,761 9.44E-03 1.27E-01 0.289 28.947 0.615 61.538 0.196 19.631 3.926 0.134 13.361 2.672 0.326 32.591 628_19 -- Open Sea Intergenic



chr19 11,614,126 5.70E-03 9.52E-06 0.147 14.706 0.481 48.148 0.124 12.418 2.484 0.082 8.201 1.640 0.334 33.442 628_19 -- Open Sea Intergenic
chr19 11,614,132 1.46E-02 9.52E-06 0.129 12.903 0.444 44.444 0.164 16.432 3.286 0.312 31.247 6.249 0.315 31.541 628_19 -- Open Sea Intergenic
chr19 13,183,192 3.51E-02 1.59E-01 0.444 44.444 0.769 76.923 0.318 31.774 6.355 0.248 24.793 4.959 0.325 32.479 629_19 -- Open Sea Intergenic
chr19 13,183,533 1.57E-02 1.57E-02 0.448 44.776 0.241 24.138 0.223 22.270 4.454 0.072 7.227 1.445 -0.206 -20.638 629_19 -- Open Sea Intergenic
chr19 16,792,650 2.62E-02 6.63E-02 0.110 10.989 0.226 22.609 0.071 7.139 1.428 0.110 10.991 2.198 0.116 11.620 630_19 CA Open Sea Intergenic
chr19 16,793,417 1.48E-02 1.59E-01 0.745 74.528 0.576 57.600 0.102 10.201 2.040 0.087 8.701 1.740 -0.169 -16.928 630_19 -- Open Sea Intergenic
chr19 17,407,956 2.58E-02 2.20E-02 0.500 50.000 0.792 79.167 0.330 33.008 6.602 0.197 19.674 3.935 0.292 29.167 631_19 -- Open Sea Intergenic
chr19 17,407,960 4.68E-02 2.20E-02 0.429 42.857 0.766 76.596 0.361 36.090 7.218 0.179 17.903 3.581 0.337 33.739 631_19 -- Open Sea Intergenic
chr19 17,875,702 2.83E-02 9.31E-02 0.152 15.152 0.500 50.000 0.080 8.047 1.609 0.297 29.737 5.947 0.348 34.848 632_19 Check manually Open Sea Intergenic
chr19 17,875,736 6.88E-03 1.02E-01 0.143 14.286 0.533 53.333 0.125 12.516 2.503 0.209 20.917 4.183 0.390 39.048 632_19 gt Open Sea Intergenic
chr19 19,702,961 9.65E-03 9.65E-03 0.605 60.526 0.842 84.211 0.210 21.011 4.202 0.103 10.289 2.058 0.237 23.684 633_19 Check manually Open Sea Intergenic
chr19 19,703,911 3.46E-02 1.14E-01 0.440 44.000 0.750 75.000 0.288 28.781 5.756 0.217 21.731 4.346 0.310 31.000 633_19 -- Open Sea Intergenic
chr19 19,723,577 2.77E-02 6.08E-01 0.500 50.000 0.750 75.000 0.316 31.587 6.317 0.160 15.973 3.195 0.250 25.000 634_19 CA Open Sea Intergenic
chr19 19,723,791 3.03E-02 2.39E-01 0.333 33.333 0.600 60.000 0.229 22.921 4.584 0.164 16.434 3.287 0.267 26.667 634_19 ca Open Sea Intergenic
chr19 20,008,907 1.65E-02 1.81E-01 0.381 38.095 0.759 75.862 0.322 32.160 6.432 0.225 22.511 4.502 0.378 37.767 635_19 AC Open Sea Intergenic
chr19 20,009,281 1.91E-02 1.73E-02 0.656 65.625 0.388 38.776 0.175 17.535 3.507 0.177 17.750 3.550 -0.268 -26.849 635_19 TG Open Sea Intergenic
chr19 24,474,455 1.12E-02 2.07E-03 0.396 39.583 0.667 66.667 0.220 22.039 4.408 0.172 17.180 3.436 0.271 27.083 636_19 tg N Shelf Intron 1/14 Pip5k1b
chr19 24,474,534 3.71E-02 2.07E-03 0.267 26.667 0.615 61.538 0.208 20.763 4.153 0.377 37.667 7.533 0.349 34.872 636_19 ca N Shelf TSS 2000 Fam122a
chr19 24,474,534 3.71E-02 2.07E-03 0.267 26.667 0.615 61.538 0.208 20.763 4.153 0.377 37.667 7.533 0.349 34.872 636_19 ca N Shelf Intron 1/14 Pip5k1b
chr19 30,718,349 2.42E-02 1.94E-01 0.906 90.588 0.722 72.222 0.189 18.853 3.771 0.213 21.332 4.266 -0.184 -18.366 637_19 -- Open Sea Intergenic
chr19 30,718,906 2.32E-02 2.32E-02 0.793 79.286 0.894 89.431 0.098 9.798 1.960 0.066 6.642 1.328 0.101 10.145 637_19 -- Open Sea Intergenic
chr19 30,812,532 4.49E-02 1.96E-02 0.875 87.500 0.619 61.905 0.156 15.590 3.118 0.152 15.166 3.033 -0.256 -25.595 638_19 CC Open Sea Intergenic
chr19 30,812,858 4.57E-02 2.08E-01 0.608 60.784 0.824 82.353 0.188 18.836 3.767 0.188 18.831 3.766 0.216 21.569 638_19 Check manually Open Sea Intergenic
chr19 31,158,632 1.73E-02 1.15E-01 0.826 82.609 0.476 47.619 0.185 18.499 3.700 0.272 27.245 5.449 -0.350 -34.990 639_19 CG Open Sea Intergenic
chr19 31,159,436 2.52E-02 2.52E-02 0.218 21.818 0.444 44.444 0.115 11.502 2.300 0.238 23.793 4.759 0.226 22.626 639_19 CG nearby Open Sea Intergenic
chr19 32,337,601 2.28E-02 2.67E-03 0.705 70.455 0.475 47.458 0.220 22.048 4.410 0.119 11.932 2.386 -0.230 -22.997 640_19 -- Open Sea Intron 2/9 Sgms1
chr19 32,337,616 4.84E-02 2.67E-03 0.744 74.419 0.554 55.357 0.156 15.607 3.121 0.121 12.104 2.421 -0.191 -19.061 640_19 -- Open Sea Intron 2/9 Sgms1
chr19 34,299,069 4.23E-02 4.23E-02 0.559 55.882 0.725 72.464 0.028 2.788 0.558 0.103 10.271 2.054 0.166 16.581 641_19 -- Open Sea Intron 1/8 Fas
chr19 34,299,291 2.77E-02 1.65E-01 0.667 66.667 0.449 44.898 0.218 21.809 4.362 0.166 16.558 3.312 -0.218 -21.769 641_19 CA Open Sea Intron 1/8 Fas
chr19 39,162,372 4.22E-02 4.00E-02 0.593 59.259 0.321 32.143 0.199 19.932 3.986 0.213 21.322 4.264 -0.271 -27.116 642_19 -- Open Sea Intergenic
chr19 39,162,497 3.73E-02 2.46E-02 0.711 71.111 0.883 88.333 0.094 9.394 1.879 0.103 10.317 2.063 0.172 17.222 642_19 -- Open Sea Intergenic
chr19 40,525,987 5.84E-03 5.59E-02 0.861 86.111 0.541 54.054 0.091 9.109 1.822 0.247 24.740 4.948 -0.321 -32.057 643_19 ca Open Sea Intergenic
chr19 40,526,026 2.35E-02 4.43E-02 0.690 68.966 0.357 35.714 0.171 17.135 3.427 0.289 28.860 5.772 -0.333 -33.251 643_19 CG nearby Open Sea Intergenic
chr19 41,392,657 1.52E-02 3.67E-03 0.372 37.209 0.531 53.077 0.119 11.932 2.386 0.118 11.803 2.361 0.159 15.868 644_19 -- Open Sea Intergenic
chr19 41,392,851 1.99E-02 2.89E-04 0.435 43.519 0.606 60.577 0.087 8.738 1.748 0.095 9.543 1.909 0.171 17.058 644_19 -- Open Sea Intergenic
chr19 41,392,954 3.74E-02 3.49E-03 0.514 51.351 0.769 76.923 0.241 24.128 4.826 0.197 19.717 3.943 0.256 25.572 644_19 Check manually Open Sea Intergenic
chr19 43,576,320 4.00E-02 7.38E-02 0.567 56.731 0.703 70.270 0.078 7.765 1.553 0.101 10.074 2.015 0.135 13.540 645_19 -- Open Sea Intergenic
chr19 43,576,509 1.18E-02 5.26E-01 0.426 42.647 0.667 66.667 0.141 14.129 2.826 0.340 33.960 6.792 0.240 24.020 645_19 -- Open Sea Intergenic
chr19 49,704,521 1.40E-02 5.85E-02 0.734 73.438 0.518 51.786 0.140 14.006 2.801 0.107 10.746 2.149 -0.217 -21.652 646_19 -- Open Sea Intergenic
chr19 49,704,625 4.79E-02 5.85E-02 0.800 80.000 0.522 52.174 0.265 26.507 5.301 0.321 32.094 6.419 -0.278 -27.826 646_19 -- Open Sea Intergenic
chr19 49,811,945 6.88E-03 1.79E-03 0.682 68.217 0.831 83.108 0.093 9.278 1.856 0.056 5.561 1.112 0.149 14.891 647_19 -- Open Sea Intergenic
chr19 49,812,036 4.59E-02 1.79E-03 0.509 50.909 0.392 39.241 0.117 11.697 2.339 0.081 8.142 1.628 -0.117 -11.669 647_19 -- Open Sea Intergenic
chr19 51,593,935 3.66E-02 5.41E-01 0.720 72.043 0.849 84.884 0.139 13.901 2.780 0.081 8.123 1.625 0.128 12.841 648_19 -- Open Sea Intergenic
chr19 51,594,242 4.05E-02 8.30E-02 0.609 60.938 0.783 78.261 0.186 18.649 3.730 0.213 21.290 4.258 0.173 17.323 648_19 -- Open Sea Intergenic
chr19 53,751,221 1.48E-02 1.76E-01 0.794 79.426 0.681 68.075 0.031 3.145 0.629 0.089 8.885 1.777 -0.114 -11.351 649_19 -- Open Sea Intergenic
chr19 53,751,441 2.67E-02 6.72E-02 0.500 50.000 0.222 22.222 0.321 32.123 6.425 0.124 12.423 2.485 -0.278 -27.778 649_19 CG nearby Open Sea Intergenic
chr19 56,336,632 7.68E-03 1.90E-03 0.319 31.915 0.643 64.286 0.337 33.703 6.741 0.205 20.460 4.092 0.324 32.371 650_19 Check manually Open Sea Intergenic
chr19 56,336,653 7.91E-03 6.28E-04 0.308 30.769 0.620 62.000 0.142 14.200 2.840 0.178 17.837 3.567 0.312 31.231 650_19 CG nearby Open Sea Intergenic
chr19 59,362,561 3.42E-03 1.35E-03 0.159 15.909 0.464 46.429 0.149 14.888 2.978 0.117 11.699 2.340 0.305 30.519 651_19 TG Open Sea Intergenic
chr19 59,362,569 3.30E-03 1.35E-03 0.178 17.778 0.466 46.552 0.120 12.036 2.407 0.118 11.823 2.365 0.288 28.774 651_19 TA Open Sea Intergenic
chr19 59,362,609 3.08E-03 1.35E-03 0.279 27.869 0.535 53.521 0.146 14.611 2.922 0.103 10.313 2.063 0.257 25.652 651_19 -- Open Sea Intergenic
chr2 3,657,009 1.31E-02 6.87E-04 0.841 84.091 0.581 58.065 0.113 11.347 2.269 0.289 28.896 5.779 -0.260 -26.026 652_2 -- Open Sea Intergenic
chr2 3,657,043 3.31E-02 6.87E-04 0.862 86.207 0.591 59.091 0.121 12.079 2.416 0.361 36.150 7.230 -0.271 -27.116 652_2 -- Open Sea Intergenic
chr2 8,421,482 1.64E-02 5.08E-01 0.772 77.193 0.561 56.140 0.125 12.466 2.493 0.096 9.605 1.921 -0.211 -21.053 653_2 ca Open Sea Intergenic
chr2 8,422,210 1.90E-02 4.91E-02 0.785 78.462 0.586 58.621 0.126 12.646 2.529 0.153 15.250 3.050 -0.198 -19.841 653_2 -- Open Sea Intergenic
chr2 9,177,038 2.46E-02 1.01E-01 0.458 45.833 0.778 77.778 0.314 31.394 6.279 0.186 18.634 3.727 0.319 31.944 654_2 TG Open Sea Intergenic
chr2 9,177,632 1.77E-02 1.57E-02 0.333 33.333 0.680 68.000 0.184 18.365 3.673 0.366 36.609 7.322 0.347 34.667 654_2 -G Open Sea Intergenic
chr2 10,812,987 4.71E-02 4.27E-02 0.827 82.692 0.714 71.429 0.103 10.304 2.061 0.150 15.004 3.001 -0.113 -11.264 655_2 -- Open Sea Intergenic
chr2 10,813,533 2.56E-03 1.30E-01 0.639 63.889 0.227 22.727 0.105 10.477 2.095 0.157 15.698 3.140 -0.412 -41.162 655_2 -- Open Sea Intergenic
chr2 11,018,421 4.83E-02 2.89E-02 0.316 31.579 0.473 47.297 0.041 4.084 0.817 0.074 7.389 1.478 0.157 15.718 656_2 -- Open Sea Intergenic
chr2 11,018,502 9.85E-03 2.89E-02 0.408 40.845 0.641 64.063 0.282 28.171 5.634 0.108 10.810 2.162 0.232 23.217 656_2 -- Open Sea Intergenic
chr2 16,965,668 3.94E-02 4.82E-02 0.840 84.000 0.548 54.839 0.217 21.731 4.346 0.237 23.709 4.742 -0.292 -29.161 657_2 -- Open Sea Intergenic
chr2 16,965,978 2.70E-02 2.70E-02 0.459 45.946 0.711 71.053 0.103 10.269 2.054 0.188 18.771 3.754 0.251 25.107 657_2 -- Open Sea Intergenic
chr2 16,966,602 2.09E-02 1.27E-01 0.619 61.856 0.778 77.778 0.063 6.330 1.266 0.076 7.625 1.525 0.159 15.922 657_2 -- Open Sea Intergenic
chr2 17,681,626 1.57E-02 6.18E-03 0.403 40.323 0.563 56.250 0.071 7.055 1.411 0.096 9.593 1.919 0.159 15.927 658_2 Check manually Open Sea Intron 2/6 Nebl
chr2 17,681,677 3.99E-02 6.18E-03 0.578 57.778 0.750 75.000 0.296 29.561 5.912 0.178 17.772 3.554 0.172 17.222 658_2 -- Open Sea Intron 2/6 Nebl
chr2 18,837,140 1.56E-02 7.45E-03 0.860 86.047 0.592 59.184 0.173 17.326 3.465 0.228 22.838 4.568 -0.269 -26.863 659_2 CA Open Sea Intergenic
chr2 18,837,165 4.34E-03 1.47E-02 0.841 84.091 0.577 57.692 0.167 16.693 3.339 0.061 6.092 1.218 -0.264 -26.399 659_2 AT Open Sea Intergenic
chr2 23,775,838 9.01E-03 7.60E-04 0.415 41.463 0.711 71.111 0.183 18.324 3.665 0.126 12.616 2.523 0.296 29.648 660_2 -- Open Sea Intergenic
chr2 23,775,961 1.62E-02 7.60E-04 0.587 58.696 0.818 81.818 0.300 30.000 6.000 0.124 12.388 2.478 0.231 23.123 660_2 -- Open Sea Intergenic
chr2 24,426,752 6.42E-03 1.57E-04 0.357 35.714 0.840 84.000 0.243 24.301 4.860 0.166 16.621 3.324 0.483 48.286 661_2 tc Open Sea Intergenic
chr2 24,426,769 1.94E-02 1.57E-04 0.447 44.737 0.735 73.529 0.132 13.165 2.633 0.188 18.772 3.754 0.288 28.793 661_2 tg Open Sea Intergenic
chr2 24,426,796 4.29E-02 1.57E-04 0.362 36.207 0.558 55.769 0.200 19.957 3.991 0.188 18.832 3.766 0.196 19.562 661_2 ca Open Sea Intergenic
chr2 24,579,228 3.91E-02 1.38E-01 0.630 62.963 0.364 36.364 0.188 18.797 3.759 0.199 19.949 3.990 -0.266 -26.599 662_2 -- Open Sea Intergenic
chr2 24,579,233 2.43E-02 1.38E-01 0.833 83.333 0.559 55.882 0.202 20.169 4.034 0.269 26.919 5.384 -0.275 -27.451 662_2 -- Open Sea Intergenic
chr2 33,579,450 2.38E-02 3.13E-03 0.808 80.769 0.509 50.877 0.162 16.225 3.245 0.207 20.695 4.139 -0.299 -29.892 663_2 GA Open Sea Intron 2/7 Lmx1b
chr2 33,579,453 1.89E-03 3.13E-03 0.750 75.000 0.423 42.308 0.144 14.436 2.887 0.050 5.008 1.002 -0.327 -32.692 663_2 AA Open Sea Intron 2/7 Lmx1b
chr2 34,217,704 4.58E-02 1.56E-03 0.281 28.125 0.538 53.846 0.333 33.321 6.664 0.355 35.530 7.106 0.257 25.721 664_2 CT Open Sea Intron 3/8 Pbx3
chr2 34,217,704 4.58E-02 1.56E-03 0.281 28.125 0.538 53.846 0.333 33.321 6.664 0.355 35.530 7.106 0.257 25.721 664_2 CT Open Sea Intron 3/7 Pbx3
chr2 34,217,704 4.58E-02 1.56E-03 0.281 28.125 0.538 53.846 0.333 33.321 6.664 0.355 35.530 7.106 0.257 25.721 664_2 CT Open Sea Intron 2/7 Pbx3
chr2 34,217,740 2.57E-02 1.56E-03 0.200 20.000 0.478 47.826 0.190 18.951 3.790 0.325 32.498 6.500 0.278 27.826 664_2 TG Open Sea Intron 3/8 Pbx3
chr2 34,217,740 2.57E-02 1.56E-03 0.200 20.000 0.478 47.826 0.190 18.951 3.790 0.325 32.498 6.500 0.278 27.826 664_2 TG Open Sea Intron 3/7 Pbx3
chr2 34,217,740 2.57E-02 1.56E-03 0.200 20.000 0.478 47.826 0.190 18.951 3.790 0.325 32.498 6.500 0.278 27.826 664_2 TG Open Sea Intron 2/7 Pbx3
chr2 40,686,807 3.30E-02 9.36E-02 0.642 64.151 0.847 84.722 0.228 22.765 4.553 0.079 7.880 1.576 0.206 20.571 665_2 -- Open Sea Intergenic
chr2 40,687,223 4.41E-02 6.95E-02 0.857 85.714 0.732 73.196 0.174 17.423 3.485 0.092 9.239 1.848 -0.125 -12.518 665_2 -- Open Sea Intergenic
chr2 41,228,878 1.85E-02 9.30E-03 0.231 23.077 0.480 48.000 0.184 18.397 3.679 0.268 26.777 5.355 0.249 24.923 666_2 TG Open Sea Intergenic
chr2 41,228,889 1.31E-02 9.30E-03 0.316 31.579 0.580 58.000 0.174 17.392 3.478 0.202 20.155 4.031 0.264 26.421 666_2 Check manually Open Sea Intergenic
chr2 43,999,824 2.17E-02 2.18E-02 0.366 36.585 0.614 61.364 0.207 20.736 4.147 0.041 4.149 0.830 0.248 24.778 667_2 GG Open Sea Intron 6/13 Arhgap15
chr2 43,999,953 3.64E-02 2.33E-02 0.742 74.194 0.500 50.000 0.150 15.000 3.000 0.104 10.375 2.075 -0.242 -24.194 667_2 tt Open Sea Intron 6/13 Arhgap15
chr2 44,000,400 8.80E-03 5.42E-03 0.607 60.684 0.762 76.224 0.041 4.099 0.820 0.076 7.604 1.521 0.155 15.540 667_2 tt Open Sea Intron 6/13 Arhgap15
chr2 44,000,459 2.07E-02 4.64E-02 0.706 70.588 0.853 85.263 0.123 12.289 2.458 0.071 7.103 1.421 0.147 14.675 667_2 TA Open Sea Intron 6/13 Arhgap15
chr2 51,478,052 1.98E-02 9.70E-04 0.905 90.476 0.711 71.111 0.076 7.633 1.527 0.105 10.484 2.097 -0.194 -19.365 668_2 -- Open Sea Intergenic
chr2 51,478,072 2.58E-02 9.70E-04 0.714 71.429 0.893 89.286 0.206 20.616 4.123 0.126 12.605 2.521 0.179 17.857 668_2 -- Open Sea Intergenic
chr2 52,386,709 4.81E-02 2.08E-02 0.729 72.917 0.922 92.157 0.153 15.293 3.059 0.076 7.633 1.527 0.192 19.240 669_2 -- Open Sea Intergenic
chr2 52,386,755 3.67E-02 1.62E-02 0.741 74.074 0.889 88.889 0.089 8.925 1.785 0.100 10.031 2.006 0.148 14.815 669_2 -- Open Sea Intergenic
chr2 52,719,723 9.26E-03 7.84E-02 0.231 23.077 0.576 57.576 0.089 8.944 1.789 0.254 25.422 5.084 0.345 34.499 670_2 CG nearby Open Sea Exon 4/14 Stam2
chr2 52,719,723 9.26E-03 7.84E-02 0.231 23.077 0.576 57.576 0.089 8.944 1.789 0.254 25.422 5.084 0.345 34.499 670_2 CG nearby Open Sea Intron 3/11 Stam2
chr2 52,719,723 9.26E-03 7.84E-02 0.231 23.077 0.576 57.576 0.089 8.944 1.789 0.254 25.422 5.084 0.345 34.499 670_2 CG nearby Open Sea Exon 4/8 Stam2
chr2 52,719,736 1.50E-02 7.84E-02 0.148 14.815 0.483 48.276 0.138 13.833 2.767 0.172 17.211 3.442 0.335 33.461 670_2 CG Open Sea Exon 4/14 Stam2
chr2 52,719,736 1.50E-02 7.84E-02 0.148 14.815 0.483 48.276 0.138 13.833 2.767 0.172 17.211 3.442 0.335 33.461 670_2 CG Open Sea Intron 3/11 Stam2
chr2 52,719,736 1.50E-02 7.84E-02 0.148 14.815 0.483 48.276 0.138 13.833 2.767 0.172 17.211 3.442 0.335 33.461 670_2 CG Open Sea Exon 4/8 Stam2
chr2 54,882,639 3.44E-02 2.03E-01 0.698 69.767 0.873 87.273 0.149 14.920 2.984 0.085 8.509 1.702 0.175 17.505 671_2 -- Open Sea Intergenic
chr2 54,883,272 2.36E-03 2.36E-03 0.229 22.857 0.473 47.297 0.075 7.473 1.495 0.064 6.448 1.290 0.244 24.440 671_2 -- Open Sea Intergenic
chr2 56,693,886 2.21E-02 2.21E-02 0.552 55.172 0.771 77.083 0.202 20.178 4.036 0.157 15.698 3.140 0.219 21.911 672_2 TA Open Sea Intergenic
chr2 56,694,527 1.73E-02 4.27E-02 0.862 86.207 0.577 57.692 0.090 8.980 1.796 0.267 26.694 5.339 -0.285 -28.515 672_2 -- Open Sea Intergenic
chr2 56,857,442 8.49E-03 5.09E-04 0.441 44.086 0.648 64.773 0.218 21.766 4.353 0.142 14.180 2.836 0.207 20.687 673_2 -- Open Sea Intergenic
chr2 56,857,462 1.21E-02 5.09E-04 0.424 42.424 0.609 60.870 0.202 20.239 4.048 0.106 10.571 2.114 0.184 18.445 673_2 -- Open Sea Intergenic
chr2 56,927,864 2.25E-02 5.12E-01 0.864 86.364 0.571 57.143 0.205 20.501 4.100 0.164 16.375 3.275 -0.292 -29.221 674_2 -- Open Sea Intergenic
chr2 56,928,406 2.70E-02 1.34E-01 0.530 53.012 0.708 70.769 0.135 13.523 2.705 0.282 28.241 5.648 0.178 17.757 674_2 -- Open Sea Intergenic



chr2 57,212,169 1.57E-02 1.52E-03 0.226 22.642 0.476 47.619 0.147 14.655 2.931 0.221 22.142 4.428 0.250 24.978 675_2 -- N Shelf Intergenic
chr2 57,212,185 1.52E-02 1.52E-03 0.164 16.393 0.380 37.975 0.138 13.827 2.765 0.186 18.590 3.718 0.216 21.581 675_2 -- N Shelf Intergenic
chr2 58,161,021 3.69E-02 6.05E-02 0.825 82.456 0.649 64.912 0.181 18.126 3.625 0.188 18.757 3.751 -0.175 -17.544 676_2 TG Open Sea TSS 1500 Cytip
chr2 58,161,021 3.69E-02 6.05E-02 0.825 82.456 0.649 64.912 0.181 18.126 3.625 0.188 18.757 3.751 -0.175 -17.544 676_2 TG Open Sea Intron 1/7 Cytip
chr2 58,161,021 3.69E-02 6.05E-02 0.825 82.456 0.649 64.912 0.181 18.126 3.625 0.188 18.757 3.751 -0.175 -17.544 676_2 TG Open Sea Intron 1/8 Cytip
chr2 58,161,025 4.40E-02 6.05E-02 0.825 82.456 0.607 60.714 0.158 15.843 3.169 0.137 13.727 2.745 -0.217 -21.742 676_2 TT Open Sea TSS 1500 Cytip
chr2 58,161,025 4.40E-02 6.05E-02 0.825 82.456 0.607 60.714 0.158 15.843 3.169 0.137 13.727 2.745 -0.217 -21.742 676_2 TT Open Sea Intron 1/7 Cytip
chr2 58,161,025 4.40E-02 6.05E-02 0.825 82.456 0.607 60.714 0.158 15.843 3.169 0.137 13.727 2.745 -0.217 -21.742 676_2 TT Open Sea Intron 1/8 Cytip
chr2 58,161,034 6.80E-03 6.05E-02 0.722 72.222 0.462 46.154 0.123 12.273 2.455 0.229 22.927 4.585 -0.261 -26.068 676_2 C- Open Sea TSS 1500 Cytip
chr2 58,161,034 6.80E-03 6.05E-02 0.722 72.222 0.462 46.154 0.123 12.273 2.455 0.229 22.927 4.585 -0.261 -26.068 676_2 C- Open Sea Intron 1/7 Cytip
chr2 58,161,034 6.80E-03 6.05E-02 0.722 72.222 0.462 46.154 0.123 12.273 2.455 0.229 22.927 4.585 -0.261 -26.068 676_2 C- Open Sea Intron 1/8 Cytip
chr2 58,336,779 5.47E-03 2.17E-05 0.085 8.475 0.286 28.571 0.065 6.471 1.294 0.092 9.185 1.837 0.201 20.097 677_2 Check manually Open Sea Intron 1/8 Acvr1c
chr2 58,336,803 2.47E-02 2.01E-05 0.133 13.333 0.309 30.909 0.401 40.085 8.017 0.098 9.759 1.952 0.176 17.576 677_2 ct Open Sea Intron 1/8 Acvr1c
chr2 61,068,603 3.79E-03 5.93E-03 0.281 28.070 0.594 59.375 0.143 14.291 2.858 0.187 18.699 3.740 0.313 31.305 678_2 -- Open Sea Intergenic
chr2 61,068,662 3.21E-02 7.94E-04 0.737 73.684 0.889 88.889 0.157 15.661 3.132 0.086 8.613 1.723 0.152 15.205 678_2 -- Open Sea Intergenic
chr2 61,111,157 2.36E-02 1.87E-04 0.140 13.953 0.375 37.500 0.074 7.441 1.488 0.173 17.253 3.451 0.235 23.547 679_2 Check manually Open Sea Intergenic
chr2 61,111,219 3.88E-02 5.08E-04 0.103 10.256 0.342 34.211 0.096 9.569 1.914 0.235 23.542 4.708 0.240 23.954 679_2 Check manually Open Sea Intergenic
chr2 61,111,250 6.83E-03 5.08E-04 0.097 9.677 0.462 46.154 0.104 10.393 2.079 0.276 27.551 5.510 0.365 36.476 679_2 Check manually Open Sea Intergenic
chr2 63,737,005 1.40E-02 2.41E-01 0.891 89.130 0.629 62.857 0.112 11.244 2.249 0.181 18.104 3.621 -0.263 -26.273 680_2 TT Open Sea Intergenic
chr2 63,737,932 2.41E-02 2.41E-02 0.452 45.161 0.733 73.333 0.110 10.994 2.199 0.348 34.763 6.953 0.282 28.172 680_2 -- Open Sea Intergenic
chr2 64,118,106 4.01E-02 1.44E-04 0.577 57.692 0.828 82.759 0.214 21.369 4.274 0.183 18.316 3.663 0.251 25.066 681_2 Check manually Open Sea Intergenic
chr2 64,118,209 3.26E-04 1.44E-04 0.411 41.096 0.767 76.667 0.115 11.463 2.293 0.125 12.525 2.505 0.356 35.571 681_2 -- Open Sea Intergenic
chr2 64,769,828 1.21E-02 1.21E-01 0.442 44.186 0.637 63.725 0.123 12.270 2.454 0.056 5.554 1.111 0.195 19.539 682_2 ta Open Sea Intergenic
chr2 64,769,849 3.50E-02 1.21E-01 0.396 39.604 0.551 55.140 0.123 12.250 2.450 0.147 14.703 2.941 0.155 15.536 682_2 GA Open Sea Intergenic
chr2 66,648,727 4.10E-02 3.23E-01 0.718 71.795 0.897 89.744 0.136 13.645 2.729 0.096 9.569 1.914 0.179 17.949 683_2 -- Open Sea Intergenic
chr2 66,649,069 1.66E-02 2.90E-02 0.717 71.717 0.873 87.302 0.183 18.277 3.655 0.058 5.846 1.169 0.156 15.584 683_2 CC Open Sea Intergenic
chr2 68,114,371 1.84E-02 7.65E-03 0.671 67.133 0.799 79.861 0.076 7.599 1.520 0.055 5.488 1.098 0.127 12.728 684_2 Check manually Open Sea Intergenic
chr2 68,114,375 1.79E-03 2.51E-03 0.570 57.042 0.757 75.676 0.164 16.383 3.277 0.078 7.806 1.561 0.186 18.633 684_2 Check manually Open Sea Intergenic
chr2 68,243,794 2.04E-02 1.24E-02 0.816 81.579 0.646 64.557 0.103 10.293 2.059 0.097 9.682 1.936 -0.170 -17.022 685_2 TG Open Sea Intron 16/17 Stk39
chr2 68,243,961 4.27E-02 2.15E-01 0.752 75.229 0.625 62.500 0.133 13.307 2.661 0.118 11.786 2.357 -0.127 -12.729 685_2 CA Open Sea Intron 16/17 Stk39
chr2 68,317,610 2.10E-02 2.82E-03 0.775 77.500 0.500 50.000 0.143 14.294 2.859 0.259 25.940 5.188 -0.275 -27.500 686_2 -- Open Sea Intron 10/17 Stk39
chr2 68,317,617 2.02E-02 2.82E-03 0.610 60.976 0.269 26.923 0.150 15.039 3.008 0.231 23.132 4.626 -0.341 -34.053 686_2 -- Open Sea Intron 10/17 Stk39
chr2 78,255,400 3.55E-02 2.26E-02 0.571 57.143 0.784 78.431 0.215 21.498 4.300 0.022 2.167 0.433 0.213 21.289 687_2 TT Open Sea Intergenic
chr2 78,255,477 1.17E-02 2.26E-02 0.442 44.186 0.700 70.000 0.082 8.181 1.636 0.159 15.920 3.184 0.258 25.814 687_2 TA Open Sea Intergenic
chr2 81,255,147 2.80E-02 2.80E-02 0.593 59.259 0.833 83.333 0.172 17.206 3.441 0.175 17.501 3.500 0.241 24.074 688_2 -- Open Sea Intergenic
chr2 81,255,521 1.94E-02 4.97E-02 0.833 83.333 0.604 60.377 0.134 13.439 2.688 0.202 20.202 4.040 -0.230 -22.956 688_2 -- Open Sea Intergenic
chr2 81,708,919 3.00E-02 3.00E-02 0.552 55.172 0.840 84.000 0.218 21.752 4.350 0.231 23.113 4.623 0.288 28.828 689_2 -- Open Sea Intergenic
chr2 81,709,684 1.36E-02 4.26E-01 0.640 64.000 0.906 90.625 0.181 18.066 3.613 0.090 8.980 1.796 0.266 26.625 689_2 -- Open Sea Intergenic
chr2 82,229,413 3.72E-03 1.33E-02 0.746 74.590 0.889 88.889 0.038 3.765 0.753 0.061 6.077 1.215 0.143 14.299 690_2 -- Open Sea Intergenic
chr2 82,229,421 3.32E-02 1.33E-02 0.754 75.410 0.862 86.154 0.087 8.654 1.731 0.067 6.697 1.339 0.107 10.744 690_2 -- Open Sea Intergenic
chr2 82,421,175 3.72E-02 2.89E-03 0.684 68.354 0.481 48.148 0.207 20.716 4.143 0.047 4.706 0.941 -0.202 -20.206 691_2 -- Open Sea Intergenic
chr2 82,421,240 2.43E-02 2.89E-03 0.879 87.931 0.698 69.767 0.077 7.677 1.535 0.179 17.906 3.581 -0.182 -18.164 691_2 -- Open Sea Intergenic
chr2 82,832,194 2.69E-02 9.98E-05 0.300 30.000 0.571 57.143 0.196 19.615 3.923 0.136 13.627 2.725 0.271 27.143 692_2 TG Open Sea Intergenic
chr2 82,832,197 3.85E-02 9.98E-05 0.276 27.586 0.528 52.778 0.380 37.990 7.598 0.123 12.300 2.460 0.252 25.192 692_2 TG Open Sea Intergenic
chr2 83,238,802 1.68E-02 1.09E-02 0.625 62.500 0.848 84.783 0.205 20.468 4.094 0.101 10.113 2.023 0.223 22.283 693_2 -- Open Sea Intergenic
chr2 83,239,307 3.10E-02 5.81E-02 0.361 36.111 0.640 64.000 0.156 15.617 3.123 0.206 20.625 4.125 0.279 27.889 693_2 -- Open Sea Intergenic
chr2 83,740,463 4.11E-02 2.14E-02 0.552 55.224 0.739 73.913 0.205 20.454 4.091 0.248 24.819 4.964 0.187 18.689 694_2 TG Open Sea Intron 2/29 Itgav
chr2 83,740,463 4.11E-02 2.14E-02 0.552 55.224 0.739 73.913 0.205 20.454 4.091 0.248 24.819 4.964 0.187 18.689 694_2 TG Open Sea Intron 2/2 Itgav
chr2 83,740,482 1.39E-02 1.14E-02 0.413 41.270 0.681 68.085 0.310 31.009 6.202 0.172 17.208 3.442 0.268 26.815 694_2 AG Open Sea Intron 2/29 Itgav
chr2 83,740,482 1.39E-02 1.14E-02 0.413 41.270 0.681 68.085 0.310 31.009 6.202 0.172 17.208 3.442 0.268 26.815 694_2 AG Open Sea Intron 2/2 Itgav
chr2 84,938,995 8.96E-03 7.18E-04 0.734 73.418 0.500 50.000 0.142 14.152 2.830 0.180 17.983 3.597 -0.234 -23.418 695_2 -- Open Sea Intron 3/12 Slc43a3
chr2 84,938,995 8.96E-03 7.18E-04 0.734 73.418 0.500 50.000 0.142 14.152 2.830 0.180 17.983 3.597 -0.234 -23.418 695_2 -- Open Sea false intergenic Slc43a3
chr2 84,938,995 8.96E-03 7.18E-04 0.734 73.418 0.500 50.000 0.142 14.152 2.830 0.180 17.983 3.597 -0.234 -23.418 695_2 -- Open Sea false intergenic Slc43a3
chr2 84,938,995 8.96E-03 7.18E-04 0.734 73.418 0.500 50.000 0.142 14.152 2.830 0.180 17.983 3.597 -0.234 -23.418 695_2 -- Open Sea Intron 3/5 Slc43a3
chr2 84,939,028 1.33E-02 2.07E-03 0.778 77.778 0.589 58.879 0.108 10.833 2.167 0.139 13.946 2.789 -0.189 -18.899 695_2 -- Open Sea Intron 3/12 Slc43a3
chr2 84,939,028 1.33E-02 2.07E-03 0.778 77.778 0.589 58.879 0.108 10.833 2.167 0.139 13.946 2.789 -0.189 -18.899 695_2 -- Open Sea false intergenic Slc43a3
chr2 84,939,028 1.33E-02 2.07E-03 0.778 77.778 0.589 58.879 0.108 10.833 2.167 0.139 13.946 2.789 -0.189 -18.899 695_2 -- Open Sea false intergenic Slc43a3
chr2 84,939,028 1.33E-02 2.07E-03 0.778 77.778 0.589 58.879 0.108 10.833 2.167 0.139 13.946 2.789 -0.189 -18.899 695_2 -- Open Sea Intron 3/5 Slc43a3
chr2 85,924,564 4.42E-02 2.04E-02 0.545 54.545 0.726 72.581 0.223 22.301 4.460 0.357 35.744 7.149 0.180 18.035 696_2 -- Open Sea Intergenic
chr2 85,924,568 2.05E-02 2.04E-02 0.746 74.627 0.903 90.323 0.148 14.752 2.950 0.066 6.617 1.323 0.157 15.696 696_2 -- Open Sea Intergenic
chr2 87,113,731 4.33E-02 2.36E-03 0.634 63.448 0.763 76.301 0.183 18.336 3.667 0.094 9.409 1.882 0.129 12.852 697_2 -- Open Sea Intergenic
chr2 87,113,881 8.71E-03 1.68E-02 0.822 82.222 0.638 63.810 0.097 9.675 1.935 0.112 11.246 2.249 -0.184 -18.413 697_2 -- Open Sea Intergenic
chr2 89,726,726 1.70E-02 2.51E-02 0.757 75.728 0.891 89.109 0.168 16.812 3.362 0.066 6.554 1.311 0.134 13.381 698_2 -- Open Sea Intergenic
chr2 89,726,794 1.78E-02 2.51E-02 0.333 33.333 0.478 47.761 0.237 23.677 4.735 0.086 8.617 1.723 0.144 14.428 698_2 -- Open Sea Intergenic
chr2 89,868,368 1.85E-02 2.09E-01 0.568 56.842 0.378 37.778 0.225 22.539 4.508 0.166 16.626 3.325 -0.191 -19.064 699_2 -- Open Sea Intergenic
chr2 89,868,547 3.38E-02 6.32E-02 0.824 82.353 0.679 67.857 0.089 8.853 1.771 0.141 14.111 2.822 -0.145 -14.496 699_2 -- Open Sea Intergenic
chr2 93,306,215 3.87E-03 2.09E-03 0.853 85.345 0.667 66.667 0.078 7.776 1.555 0.083 8.261 1.652 -0.187 -18.678 700_2 -- Open Sea Intron 2/9 Tspan18
chr2 93,306,259 4.98E-02 1.71E-02 0.810 80.952 0.683 68.345 0.134 13.429 2.686 0.107 10.702 2.140 -0.126 -12.607 700_2 -- Open Sea Intron 2/9 Tspan18
chr2 96,371,896 2.28E-02 4.31E-03 0.750 75.000 0.458 45.833 0.160 15.973 3.195 0.307 30.665 6.133 -0.292 -29.167 701_2 -- Open Sea Intergenic
chr2 96,371,921 3.65E-02 4.31E-03 0.739 73.913 0.514 51.429 0.145 14.455 2.891 0.108 10.847 2.169 -0.225 -22.484 701_2 -- Open Sea Intergenic
chr2 96,923,000 3.91E-02 7.09E-02 0.350 35.000 0.682 68.182 0.178 17.811 3.562 0.284 28.368 5.674 0.332 33.182 702_2 TT Open Sea Intergenic
chr2 96,923,062 4.54E-02 7.88E-03 0.571 57.143 0.273 27.273 0.206 20.629 4.126 0.177 17.721 3.544 -0.299 -29.870 702_2 -- Open Sea Intergenic
chr2 99,720,549 4.84E-02 4.84E-02 0.759 75.862 0.880 88.000 0.121 12.101 2.420 0.086 8.609 1.722 0.121 12.138 703_2 -- Open Sea Intergenic
chr2 99,721,336 2.88E-02 5.80E-03 0.867 86.667 0.736 73.563 0.093 9.325 1.865 0.179 17.891 3.578 -0.131 -13.103 703_2 -- Open Sea Intergenic
chr2 100,092,935 5.59E-03 4.77E-03 0.750 75.000 0.320 32.000 0.185 18.499 3.700 0.298 29.814 5.963 -0.430 -43.000 704_2 -- Open Sea Intergenic
chr2 100,093,067 1.46E-02 4.77E-03 0.862 86.207 0.533 53.333 0.144 14.419 2.884 0.243 24.314 4.863 -0.329 -32.874 704_2 -- Open Sea Intergenic
chr2 104,969,285 3.20E-02 5.55E-01 0.491 49.074 0.636 63.551 0.065 6.544 1.309 0.118 11.766 2.353 0.145 14.477 705_2 -- Open Sea Intergenic
chr2 104,969,920 4.32E-02 4.32E-02 0.267 26.667 0.550 55.000 0.202 20.227 4.045 0.235 23.479 4.696 0.283 28.333 705_2 CT Open Sea Intergenic
chr2 107,337,946 4.12E-02 1.10E-02 0.794 79.412 0.571 57.143 0.134 13.398 2.680 0.193 19.291 3.858 -0.223 -22.269 706_2 -- Open Sea Intergenic
chr2 107,338,130 4.09E-02 1.10E-02 0.761 76.119 0.597 59.701 0.151 15.070 3.014 0.135 13.472 2.694 -0.164 -16.418 706_2 CA Open Sea Intergenic
chr2 107,491,260 3.25E-02 7.27E-02 0.746 74.603 0.891 89.063 0.344 34.386 6.877 0.082 8.164 1.633 0.145 14.459 707_2 -- Open Sea Intergenic
chr2 107,491,324 2.27E-02 7.27E-02 0.542 54.237 0.328 32.787 0.071 7.137 1.427 0.148 14.822 2.964 -0.215 -21.450 707_2 -- Open Sea Intergenic
chr2 110,116,957 1.10E-02 2.10E-02 0.857 85.714 0.712 71.154 0.093 9.304 1.861 0.089 8.861 1.772 -0.146 -14.560 708_2 -- Open Sea Intergenic
chr2 110,117,171 4.09E-02 4.70E-02 0.871 87.097 0.711 71.111 0.082 8.216 1.643 0.042 4.232 0.846 -0.160 -15.986 708_2 -- Open Sea Intergenic
chr2 123,495,692 1.79E-03 5.50E-05 0.148 14.815 0.421 42.105 0.090 9.003 1.801 0.181 18.119 3.624 0.273 27.290 709_2 -- Open Sea Intergenic
chr2 123,495,780 4.63E-03 5.50E-05 0.145 14.493 0.354 35.385 0.068 6.808 1.362 0.083 8.337 1.667 0.209 20.892 709_2 -- Open Sea Intergenic
chr2 138,263,051 1.87E-02 2.72E-02 0.852 85.185 0.560 56.000 0.125 12.524 2.505 0.152 15.190 3.038 -0.292 -29.185 710_2 Check manually Open Sea Intron 1/4 Btbd3
chr2 138,263,099 4.73E-02 8.62E-02 0.800 80.000 0.480 48.000 0.390 38.973 7.795 0.341 34.122 6.824 -0.320 -32.000 710_2 Check manually Open Sea Intron 1/4 Btbd3
chr2 140,153,347 1.38E-02 1.15E-03 0.338 33.846 0.545 54.545 0.193 19.343 3.869 0.104 10.430 2.086 0.207 20.699 711_2 Check manually Open Sea Intron 8/13 Esf1
chr2 140,153,347 1.38E-02 1.15E-03 0.338 33.846 0.545 54.545 0.193 19.343 3.869 0.104 10.430 2.086 0.207 20.699 711_2 Check manually Open Sea Intron 1/1 Gm17374
chr2 140,153,426 3.65E-02 1.15E-03 0.500 50.000 0.645 64.545 0.096 9.556 1.911 0.294 29.353 5.871 0.145 14.545 711_2 at Open Sea Intron 8/13 Esf1
chr2 140,153,426 3.65E-02 1.15E-03 0.500 50.000 0.645 64.545 0.096 9.556 1.911 0.294 29.353 5.871 0.145 14.545 711_2 at Open Sea Intron 1/1 Gm17374
chr2 142,995,882 7.14E-03 1.12E-01 0.586 58.621 0.892 89.189 0.278 27.848 5.570 0.115 11.537 2.307 0.306 30.568 712_2 CT Open Sea Intergenic
chr2 142,995,916 1.90E-02 1.12E-01 0.484 48.387 0.765 76.471 0.264 26.360 5.272 0.167 16.667 3.333 0.281 28.083 712_2 Check manually Open Sea Intergenic
chr2 143,610,029 3.81E-02 1.13E-01 0.156 15.625 0.409 40.909 0.120 12.044 2.409 0.140 13.989 2.798 0.253 25.284 713_2 CA Open Sea Intron 2/11 Pcsk2
chr2 143,610,031 2.26E-02 1.13E-01 0.156 15.625 0.455 45.455 0.120 12.044 2.409 0.214 21.363 4.273 0.298 29.830 713_2 CA Open Sea Intron 2/11 Pcsk2
chr2 149,114,707 4.32E-02 3.61E-03 0.545 54.545 0.690 68.966 0.054 5.402 1.080 0.073 7.309 1.462 0.144 14.420 714_2 -- Open Sea Intergenic
chr2 149,114,883 1.80E-02 3.61E-02 0.571 57.143 0.753 75.342 0.072 7.180 1.436 0.078 7.844 1.569 0.182 18.200 714_2 -- Open Sea Intergenic
chr2 149,796,572 3.28E-02 7.41E-02 0.288 28.814 0.511 51.064 0.166 16.639 3.328 0.206 20.591 4.118 0.223 22.250 715_2 -- Open Sea Intergenic
chr2 149,796,919 1.93E-02 2.08E-01 0.651 65.079 0.827 82.667 0.148 14.835 2.967 0.156 15.600 3.120 0.176 17.587 715_2 ca Open Sea Intergenic
chr2 149,906,165 1.97E-02 2.21E-03 0.827 82.667 0.657 65.672 0.375 37.536 7.507 0.078 7.767 1.553 -0.170 -16.995 716_2 Check manually Open Sea Intergenic
chr2 149,906,223 2.11E-02 5.48E-03 0.757 75.676 0.563 56.250 0.042 4.234 0.847 0.208 20.751 4.150 -0.194 -19.426 716_2 Check manually Open Sea Intergenic
chr2 152,610,243 4.29E-02 4.17E-03 0.280 28.000 0.552 55.172 0.220 22.035 4.407 0.377 37.680 7.536 0.272 27.172 717_2 -- Open Sea Intergenic
chr2 152,610,350 2.22E-02 1.28E-03 0.556 55.556 0.776 77.632 0.243 24.330 4.866 0.077 7.723 1.545 0.221 22.076 717_2 -- Open Sea Intergenic
chr2 152,611,150 7.26E-03 1.28E-02 0.500 50.000 0.828 82.759 0.256 25.596 5.119 0.103 10.262 2.052 0.328 32.759 717_2 -- Open Sea Intergenic
chr2 158,109,403 2.30E-03 1.21E-01 0.862 86.207 0.619 61.905 0.085 8.469 1.694 0.037 3.695 0.739 -0.243 -24.302 718_2 -- Open Sea Intergenic
chr2 158,109,417 2.03E-02 1.21E-01 0.831 83.051 0.644 64.407 0.078 7.753 1.551 0.141 14.059 2.812 -0.186 -18.644 718_2 -- Open Sea Intergenic
chr2 160,361,005 1.68E-02 1.46E-02 0.730 73.016 0.455 45.455 0.335 33.481 6.696 0.271 27.132 5.426 -0.276 -27.561 719_2 Check manually Open Sea Intergenic
chr2 160,361,144 6.62E-03 6.34E-02 0.829 82.927 0.634 63.380 0.101 10.136 2.027 0.125 12.497 2.499 -0.195 -19.547 719_2 Check manually Open Sea Intergenic



chr2 163,323,911 1.17E-02 1.42E-05 0.795 79.524 0.682 68.240 0.111 11.110 2.222 0.065 6.480 1.296 -0.113 -11.283 720_2 -- Open Sea Intergenic
chr2 163,324,051 7.99E-03 1.94E-03 0.781 78.125 0.447 44.737 0.184 18.420 3.684 0.269 26.887 5.377 -0.334 -33.388 720_2 Check manually Open Sea Intergenic
chr2 165,173,727 4.03E-02 3.35E-01 0.896 89.552 0.727 72.727 0.082 8.215 1.643 0.167 16.673 3.335 -0.168 -16.825 721_2 Check manually S Shelf Intron 2/11 Cdh22
chr2 165,174,503 3.73E-02 1.00E-01 0.688 68.841 0.555 55.474 0.158 15.819 3.164 0.155 15.467 3.093 -0.134 -13.366 721_2 -- S Shelf Intron 2/11 Cdh22
chr2 169,298,188 3.15E-02 5.73E-03 0.800 80.000 0.476 47.619 0.419 41.874 8.375 0.354 35.443 7.089 -0.324 -32.381 722_2 CA Open Sea Intergenic
chr2 169,298,190 9.17E-03 5.73E-03 0.750 75.000 0.304 30.435 0.196 19.632 3.926 0.224 22.361 4.472 -0.446 -44.565 722_2 CA Open Sea Intergenic
chr2 169,655,843 3.40E-02 2.29E-01 0.370 37.037 0.643 64.286 0.242 24.164 4.833 0.272 27.174 5.435 0.272 27.249 723_2 GA Open Sea Intron 2/2 Gm26883
chr2 169,655,843 3.40E-02 2.29E-01 0.370 37.037 0.643 64.286 0.242 24.164 4.833 0.272 27.174 5.435 0.272 27.249 723_2 GA Open Sea Intron 1/2 Tshz2
chr2 169,655,890 3.60E-02 2.07E-02 0.571 57.143 0.772 77.193 0.205 20.467 4.093 0.126 12.577 2.515 0.201 20.050 723_2 AG Open Sea Intron 2/2 Gm26883
chr2 169,655,890 3.60E-02 2.07E-02 0.571 57.143 0.772 77.193 0.205 20.467 4.093 0.126 12.577 2.515 0.201 20.050 723_2 AG Open Sea Intron 1/2 Tshz2
chr2 171,805,886 1.32E-02 2.68E-01 0.472 47.222 0.744 74.419 0.123 12.317 2.463 0.159 15.916 3.183 0.272 27.196 724_2 -- Open Sea Intergenic
chr2 171,806,764 3.31E-02 2.72E-02 0.598 59.756 0.743 74.312 0.204 20.410 4.082 0.046 4.569 0.914 0.146 14.556 724_2 -- Open Sea Intergenic
chr2 172,293,680 3.37E-02 9.29E-02 0.786 78.571 0.894 89.423 0.184 18.427 3.685 0.069 6.939 1.388 0.109 10.852 725_2 Check manually Open Sea Intergenic
chr2 172,293,824 4.74E-02 4.99E-02 0.900 90.000 0.750 75.000 0.073 7.345 1.469 0.143 14.339 2.868 -0.150 -15.000 725_2 Check manually Open Sea Intergenic
chr2 172,401,110 4.14E-02 2.29E-02 0.788 78.788 0.574 57.377 0.228 22.827 4.565 0.161 16.104 3.221 -0.214 -21.411 726_2 -- Open Sea Intergenic
chr2 172,401,166 2.54E-02 2.29E-02 0.707 70.690 0.519 51.899 0.106 10.589 2.118 0.094 9.441 1.888 -0.188 -18.791 726_2 CA Open Sea Intergenic
chr2 172,596,550 1.89E-02 1.07E-01 0.861 86.111 0.577 57.692 0.125 12.453 2.491 0.298 29.814 5.963 -0.284 -28.419 727_2 -- Open Sea Intergenic
chr2 172,596,890 2.45E-02 2.45E-02 0.724 72.376 0.600 60.000 0.149 14.889 2.978 0.067 6.707 1.341 -0.124 -12.376 727_2 -- Open Sea Intergenic
chr2 173,164,609 1.35E-02 2.53E-04 0.886 88.636 0.636 63.636 0.091 9.077 1.815 0.188 18.833 3.767 -0.250 -25.000 728_2 -- Open Sea Intergenic
chr2 173,164,633 2.34E-03 9.29E-04 0.815 81.481 0.381 38.095 0.155 15.454 3.091 0.127 12.728 2.546 -0.434 -43.386 728_2 -- Open Sea Intergenic
chr2 173,586,315 1.36E-02 3.90E-04 0.505 50.467 0.310 30.986 0.130 12.956 2.591 0.104 10.435 2.087 -0.195 -19.481 729_2 -- N Shore Intron 13/14 Ppp4r1l-ps
chr2 173,586,315 1.36E-02 3.90E-04 0.505 50.467 0.310 30.986 0.130 12.956 2.591 0.104 10.435 2.087 -0.195 -19.481 729_2 -- N Shore Intron 14/15 Ppp4r1l-ps
chr2 173,586,315 1.36E-02 3.90E-04 0.505 50.467 0.310 30.986 0.130 12.956 2.591 0.104 10.435 2.087 -0.195 -19.481 729_2 -- N Shore check manually Ppp4r1l-ps
chr2 173,586,315 1.36E-02 3.90E-04 0.505 50.467 0.310 30.986 0.130 12.956 2.591 0.104 10.435 2.087 -0.195 -19.481 729_2 -- N Shore false intergenic Ppp4r1l-ps
chr2 173,586,337 6.24E-03 2.95E-03 0.612 61.224 0.394 39.394 0.075 7.490 1.498 0.108 10.836 2.167 -0.218 -21.831 729_2 -- N Shore Intron 13/14 Ppp4r1l-ps
chr2 173,586,337 6.24E-03 2.95E-03 0.612 61.224 0.394 39.394 0.075 7.490 1.498 0.108 10.836 2.167 -0.218 -21.831 729_2 -- N Shore Intron 14/15 Ppp4r1l-ps
chr2 173,586,337 6.24E-03 2.95E-03 0.612 61.224 0.394 39.394 0.075 7.490 1.498 0.108 10.836 2.167 -0.218 -21.831 729_2 -- N Shore check manually Ppp4r1l-ps
chr2 173,586,337 6.24E-03 2.95E-03 0.612 61.224 0.394 39.394 0.075 7.490 1.498 0.108 10.836 2.167 -0.218 -21.831 729_2 -- N Shore false intergenic Ppp4r1l-ps
chr2 173,586,365 3.44E-02 1.45E-03 0.548 54.808 0.390 38.961 0.172 17.225 3.445 0.068 6.822 1.364 -0.158 -15.847 729_2 -- N Shore Intron 13/14 Ppp4r1l-ps
chr2 173,586,365 3.44E-02 1.45E-03 0.548 54.808 0.390 38.961 0.172 17.225 3.445 0.068 6.822 1.364 -0.158 -15.847 729_2 -- N Shore Intron 14/15 Ppp4r1l-ps
chr2 173,586,365 3.44E-02 1.45E-03 0.548 54.808 0.390 38.961 0.172 17.225 3.445 0.068 6.822 1.364 -0.158 -15.847 729_2 -- N Shore check manually Ppp4r1l-ps
chr2 173,586,365 3.44E-02 1.45E-03 0.548 54.808 0.390 38.961 0.172 17.225 3.445 0.068 6.822 1.364 -0.158 -15.847 729_2 -- N Shore false intergenic Ppp4r1l-ps
chr2 173,586,375 2.11E-02 9.23E-04 0.605 60.526 0.420 42.045 0.291 29.144 5.829 0.076 7.620 1.524 -0.185 -18.481 729_2 -- N Shore Intron 13/14 Ppp4r1l-ps
chr2 173,586,375 2.11E-02 9.23E-04 0.605 60.526 0.420 42.045 0.291 29.144 5.829 0.076 7.620 1.524 -0.185 -18.481 729_2 -- N Shore Intron 14/15 Ppp4r1l-ps
chr2 173,586,375 2.11E-02 9.23E-04 0.605 60.526 0.420 42.045 0.291 29.144 5.829 0.076 7.620 1.524 -0.185 -18.481 729_2 -- N Shore check manually Ppp4r1l-ps
chr2 173,586,375 2.11E-02 9.23E-04 0.605 60.526 0.420 42.045 0.291 29.144 5.829 0.076 7.620 1.524 -0.185 -18.481 729_2 -- N Shore false intergenic Ppp4r1l-ps
chr2 176,768,500 9.30E-03 7.88E-04 0.500 50.000 0.671 67.143 0.135 13.453 2.691 0.080 8.006 1.601 0.171 17.143 730_2 -- Open Sea Intergenic
chr2 176,768,666 1.63E-02 7.50E-03 0.337 33.721 0.521 52.128 0.174 17.374 3.475 0.088 8.758 1.752 0.184 18.407 730_2 -- Open Sea Intergenic
chr3 4,363,977 4.50E-03 1.06E-01 0.200 20.000 0.800 80.000 0.167 16.667 3.333 0.418 41.833 8.367 0.600 60.000 731_3 CG nearby Open Sea Intergenic
chr3 4,364,472 1.17E-02 2.74E-01 0.214 21.429 0.398 39.773 0.108 10.776 2.155 0.140 14.017 2.803 0.183 18.344 731_3 ca Open Sea Intergenic
chr3 5,860,349 3.04E-02 1.83E-03 0.148 14.815 0.263 26.263 0.241 24.085 4.817 0.034 3.425 0.685 0.114 11.448 732_3 -- N Shore Intergenic
chr3 5,860,351 1.68E-02 1.83E-03 0.175 17.483 0.308 30.769 0.155 15.515 3.103 0.067 6.694 1.339 0.133 13.287 732_3 -- N Shore Intergenic
chr3 7,342,995 8.29E-03 2.40E-03 0.294 29.412 0.640 64.000 0.164 16.413 3.283 0.236 23.570 4.714 0.346 34.588 733_3 AC Open Sea Intergenic
chr3 7,343,064 2.93E-02 2.40E-03 0.347 34.694 0.625 62.500 0.215 21.545 4.309 0.265 26.484 5.297 0.278 27.806 733_3 AA Open Sea Intergenic
chr3 7,559,133 4.66E-02 4.66E-02 0.556 55.556 0.800 80.000 0.274 27.386 5.477 0.205 20.466 4.093 0.244 24.444 734_3 -- Open Sea Intergenic
chr3 7,560,018 3.04E-02 3.04E-02 0.800 80.000 0.458 45.833 0.410 41.015 8.203 0.261 26.109 5.222 -0.342 -34.167 734_3 -- Open Sea Intergenic
chr3 11,361,638 1.73E-02 1.04E-01 0.419 41.935 0.778 77.778 0.274 27.394 5.479 0.242 24.208 4.842 0.358 35.842 735_3 TG Open Sea Intergenic
chr3 11,361,653 2.73E-02 1.04E-01 0.618 61.765 0.862 86.207 0.232 23.202 4.640 0.123 12.258 2.452 0.244 24.442 735_3 TG Open Sea Intergenic
chr3 11,608,460 2.28E-02 8.00E-03 0.379 37.931 0.696 69.565 0.325 32.498 6.500 0.190 19.017 3.803 0.316 31.634 736_3 TG Open Sea Intergenic
chr3 11,608,470 1.84E-02 8.00E-03 0.250 25.000 0.571 57.143 0.350 35.047 7.009 0.358 35.777 7.155 0.321 32.143 736_3 GG Open Sea Intergenic
chr3 12,711,037 1.74E-02 3.11E-01 0.647 64.706 0.828 82.813 0.168 16.762 3.352 0.159 15.914 3.183 0.181 18.107 737_3 -- Open Sea Intergenic
chr3 12,711,922 3.94E-02 3.94E-02 0.591 59.091 0.292 29.167 0.271 27.063 5.413 0.200 20.041 4.008 -0.299 -29.924 737_3 -- Open Sea Intergenic
chr3 13,021,450 2.98E-02 1.87E-01 0.763 76.316 0.512 51.220 0.244 24.428 4.886 0.139 13.877 2.775 -0.251 -25.096 738_3 -- Open Sea Intergenic
chr3 13,021,601 4.13E-02 8.19E-03 0.396 39.583 0.609 60.870 0.133 13.299 2.660 0.218 21.774 4.355 0.213 21.286 738_3 -- Open Sea Intergenic
chr3 13,235,507 8.03E-03 9.84E-03 0.864 86.441 0.661 66.129 0.082 8.170 1.634 0.074 7.361 1.472 -0.203 -20.312 739_3 -- Open Sea Intergenic
chr3 13,235,545 3.61E-02 9.44E-02 0.872 87.234 0.696 69.565 0.071 7.085 1.417 0.266 26.645 5.329 -0.177 -17.669 739_3 -- Open Sea Intergenic
chr3 14,110,666 9.07E-03 9.07E-03 0.405 40.541 0.711 71.053 0.277 27.743 5.549 0.125 12.462 2.492 0.305 30.512 740_3 -- Open Sea Intergenic
chr3 14,111,019 1.13E-02 1.13E-02 0.808 80.769 0.455 45.455 0.185 18.499 3.700 0.237 23.744 4.749 -0.353 -35.315 740_3 -- Open Sea Intergenic
chr3 15,409,359 2.97E-02 5.21E-03 0.309 30.864 0.479 47.945 0.160 15.958 3.192 0.085 8.546 1.709 0.171 17.081 741_3 ct Open Sea Intergenic
chr3 15,409,418 4.50E-02 5.21E-03 0.424 42.391 0.577 57.732 0.209 20.878 4.176 0.276 27.584 5.517 0.153 15.341 741_3 cc Open Sea Intergenic
chr3 15,580,924 7.46E-03 5.16E-02 0.566 56.579 0.800 80.000 0.150 14.963 2.993 0.076 7.593 1.519 0.234 23.421 742_3 -- Open Sea Intergenic
chr3 15,581,255 4.99E-02 1.14E-01 0.738 73.810 0.865 86.486 0.146 14.636 2.927 0.093 9.294 1.859 0.127 12.677 742_3 -- Open Sea Intergenic
chr3 16,287,624 4.53E-02 6.52E-03 0.725 72.500 0.512 51.163 0.168 16.849 3.370 0.362 36.216 7.243 -0.213 -21.337 743_3 -- Open Sea Intergenic
chr3 16,287,820 3.30E-02 6.83E-02 0.759 75.862 0.440 44.000 0.370 36.997 7.399 0.355 35.530 7.106 -0.319 -31.862 743_3 -- Open Sea Intergenic
chr3 16,701,516 4.89E-02 2.82E-02 0.800 80.000 0.638 63.793 0.130 12.977 2.595 0.156 15.563 3.113 -0.162 -16.207 744_3 -- Open Sea Intergenic
chr3 16,701,688 4.48E-02 9.13E-03 0.611 61.111 0.814 81.395 0.112 11.180 2.236 0.112 11.175 2.235 0.203 20.284 744_3 -- Open Sea Intergenic
chr3 18,228,182 3.25E-02 6.53E-03 0.593 59.259 0.286 28.571 0.226 22.630 4.526 0.389 38.909 7.782 -0.307 -30.688 745_3 TG Open Sea Intron 1/5 Cyp7b1
chr3 18,228,259 4.52E-02 6.53E-03 0.512 51.220 0.742 74.194 0.252 25.218 5.044 0.048 4.830 0.966 0.230 22.974 745_3 -- Open Sea Intron 1/5 Cyp7b1
chr3 18,428,200 1.70E-03 2.09E-01 0.339 33.929 0.540 54.000 0.170 16.958 3.392 0.051 5.120 1.024 0.201 20.071 746_3 GA Open Sea Intergenic
chr3 18,428,414 1.14E-02 4.26E-03 0.722 72.222 0.879 87.912 0.072 7.163 1.433 0.085 8.467 1.693 0.157 15.690 746_3 AC Open Sea Intergenic
chr3 19,073,560 1.73E-02 1.73E-02 0.826 82.609 0.517 51.724 0.165 16.450 3.290 0.078 7.759 1.552 -0.309 -30.885 747_3 -- Open Sea Intergenic
chr3 19,074,039 4.32E-02 4.44E-01 0.536 53.571 0.781 78.125 0.181 18.066 3.613 0.123 12.274 2.455 0.246 24.554 747_3 -- Open Sea Intergenic
chr3 20,202,440 6.49E-03 4.84E-03 0.204 20.408 0.650 65.000 0.392 39.244 7.849 0.244 24.364 4.873 0.446 44.592 748_3 -- Open Sea Intergenic
chr3 20,202,464 1.66E-03 3.16E-04 0.209 20.930 0.583 58.333 0.186 18.584 3.717 0.105 10.465 2.093 0.374 37.403 748_3 -- Open Sea Intergenic
chr3 20,244,830 3.47E-02 5.10E-01 0.773 77.273 0.659 65.946 0.123 12.338 2.468 0.103 10.253 2.051 -0.113 -11.327 749_3 -- Open Sea Intergenic
chr3 20,245,807 4.08E-02 3.07E-03 0.774 77.419 0.519 51.852 0.179 17.889 3.578 0.237 23.708 4.742 -0.256 -25.568 749_3 CT Open Sea Intergenic
chr3 20,257,053 4.14E-02 2.17E-02 0.151 15.116 0.307 30.693 0.086 8.621 1.724 0.192 19.186 3.837 0.156 15.577 750_3 -- Open Sea Intron 9/10 Cpb1
chr3 20,257,928 8.97E-03 8.97E-03 0.667 66.667 0.320 32.000 0.172 17.234 3.447 0.225 22.500 4.500 -0.347 -34.667 750_3 -- Open Sea Intron 9/10 Cpb1
chr3 20,356,715 1.67E-02 6.45E-03 0.431 43.103 0.667 66.667 0.078 7.764 1.553 0.127 12.705 2.541 0.236 23.563 751_3 CA Open Sea Intergenic
chr3 20,356,763 2.03E-02 1.83E-03 0.493 49.315 0.714 71.429 0.297 29.707 5.941 0.075 7.504 1.501 0.221 22.114 751_3 AG Open Sea Intergenic
chr3 25,378,829 4.73E-02 2.72E-01 0.680 68.000 0.447 44.681 0.121 12.149 2.430 0.229 22.876 4.575 -0.233 -23.319 752_3 -- Open Sea Intergenic
chr3 25,379,602 4.68E-02 2.98E-01 0.702 70.213 0.870 86.957 0.332 33.204 6.641 0.071 7.106 1.421 0.167 16.744 752_3 CC Open Sea Intergenic
chr3 25,515,293 3.48E-02 1.42E-02 0.143 14.286 0.339 33.898 0.115 11.467 2.293 0.251 25.103 5.021 0.196 19.613 753_3 AA Open Sea Intergenic
chr3 25,515,328 3.21E-02 1.42E-02 0.178 17.778 0.367 36.667 0.150 14.963 2.993 0.162 16.196 3.239 0.189 18.889 753_3 CT Open Sea Intergenic
chr3 27,055,124 2.95E-02 6.57E-03 0.393 39.286 0.696 69.565 0.221 22.054 4.411 0.207 20.736 4.147 0.303 30.280 754_3 TC Open Sea Intergenic
chr3 27,055,270 3.79E-03 6.57E-03 0.592 59.155 0.844 84.375 0.161 16.089 3.218 0.082 8.154 1.631 0.252 25.220 754_3 -- Open Sea Intergenic
chr3 28,310,211 1.37E-02 2.39E-03 0.103 10.256 0.326 32.558 0.089 8.879 1.776 0.144 14.394 2.879 0.223 22.302 755_3 ag Open Sea Intron 1/31 Tnik
chr3 28,310,279 1.88E-02 1.35E-03 0.073 7.317 0.259 25.862 0.206 20.646 4.129 0.093 9.271 1.854 0.185 18.545 755_3 tt Open Sea Intron 1/31 Tnik
chr3 37,844,606 3.97E-02 4.83E-04 0.545 54.545 0.826 82.609 0.331 33.126 6.625 0.164 16.411 3.282 0.281 28.063 756_3 CA Open Sea Intergenic
chr3 37,844,628 5.71E-03 1.29E-03 0.200 20.000 0.563 56.250 0.130 12.999 2.600 0.244 24.372 4.874 0.363 36.250 756_3 AG Open Sea Intergenic
chr3 44,121,565 2.07E-02 3.40E-04 0.571 57.143 0.821 82.051 0.245 24.468 4.894 0.081 8.119 1.624 0.249 24.908 757_3 -- Open Sea Intergenic
chr3 44,121,574 2.84E-02 3.40E-04 0.611 61.111 0.838 83.784 0.244 24.352 4.870 0.078 7.800 1.560 0.227 22.673 757_3 -- Open Sea Intergenic
chr3 45,476,438 1.29E-02 1.05E-01 0.500 50.000 0.750 75.000 0.309 30.933 6.187 0.063 6.275 1.255 0.250 25.000 758_3 -- Open Sea Intergenic
chr3 45,477,030 2.78E-02 2.74E-01 0.381 38.095 0.162 16.216 0.190 18.988 3.798 0.121 12.122 2.424 -0.219 -21.879 758_3 -- Open Sea Intergenic
chr3 45,619,613 3.21E-02 5.88E-04 0.607 60.714 0.870 86.957 0.224 22.361 4.472 0.142 14.220 2.844 0.262 26.242 759_3 AG Open Sea Intergenic
chr3 45,619,799 2.82E-03 2.89E-01 0.688 68.831 0.911 91.071 0.108 10.779 2.156 0.087 8.650 1.730 0.222 22.240 759_3 -- Open Sea Intergenic
chr3 45,633,291 1.12E-02 2.57E-01 0.825 82.540 0.608 60.784 0.113 11.307 2.261 0.102 10.203 2.041 -0.218 -21.755 760_3 -- Open Sea Intergenic
chr3 45,633,653 4.07E-02 4.07E-02 0.630 63.043 0.417 41.667 0.219 21.894 4.379 0.160 16.029 3.206 -0.214 -21.377 760_3 -- Open Sea Intergenic
chr3 46,089,289 4.93E-02 7.05E-01 0.784 78.378 0.663 66.337 0.100 10.011 2.002 0.060 5.950 1.190 -0.120 -12.042 761_3 gg Open Sea Intergenic
chr3 46,089,908 2.99E-02 2.99E-02 0.688 68.831 0.831 83.146 0.155 15.538 3.108 0.057 5.664 1.133 0.143 14.315 761_3 -- Open Sea Intergenic
chr3 46,487,672 4.79E-02 4.52E-02 0.851 85.106 0.667 66.667 0.171 17.094 3.419 0.110 10.997 2.199 -0.184 -18.440 762_3 -- Open Sea Intergenic
chr3 46,487,920 1.07E-02 2.04E-02 0.605 60.465 0.444 44.444 0.106 10.565 2.113 0.112 11.216 2.243 -0.160 -16.021 762_3 -- Open Sea Intergenic
chr3 46,561,488 3.03E-02 5.95E-02 0.831 83.051 0.644 64.444 0.120 12.031 2.406 0.081 8.074 1.615 -0.186 -18.606 763_3 -- Open Sea Intergenic
chr3 46,561,811 1.96E-03 1.80E-01 0.465 46.512 0.800 80.000 0.219 21.916 4.383 0.172 17.156 3.431 0.335 33.488 763_3 AA Open Sea Intergenic
chr3 48,147,818 1.45E-02 2.03E-03 0.263 26.316 0.593 59.259 0.145 14.537 2.907 0.304 30.375 6.075 0.329 32.943 764_3 GA Open Sea Intergenic
chr3 48,147,865 3.78E-02 2.03E-03 0.205 20.513 0.432 43.243 0.175 17.517 3.503 0.216 21.552 4.310 0.227 22.730 764_3 CA Open Sea Intergenic
chr3 49,154,603 3.77E-02 2.06E-01 0.618 61.765 0.351 35.135 0.277 27.702 5.540 0.169 16.889 3.378 -0.266 -26.630 765_3 -- Open Sea Intergenic
chr3 49,155,113 1.98E-02 1.21E-01 0.563 56.250 0.327 32.727 0.131 13.096 2.619 0.107 10.713 2.143 -0.235 -23.523 765_3 -- Open Sea Intergenic
chr3 50,031,073 4.28E-02 4.04E-02 0.640 63.953 0.451 45.122 0.148 14.777 2.955 0.209 20.944 4.189 -0.188 -18.832 766_3 Check manually Open Sea Intergenic



chr3 50,031,405 3.15E-02 3.15E-02 0.724 72.414 0.375 37.500 0.385 38.471 7.694 0.261 26.087 5.217 -0.349 -34.914 766_3 -- Open Sea Intergenic
chr3 51,901,694 4.39E-02 5.36E-03 0.286 28.571 0.607 60.714 0.271 27.083 5.417 0.305 30.450 6.090 0.321 32.143 767_3 CT Open Sea Intron 1/4 Maml3
chr3 51,901,743 4.21E-02 5.36E-03 0.355 35.484 0.741 74.074 0.252 25.173 5.035 0.271 27.067 5.413 0.386 38.590 767_3 GG Open Sea Intron 1/4 Maml3
chr3 52,091,961 4.13E-02 3.46E-04 0.368 36.842 0.630 62.963 0.259 25.863 5.173 0.217 21.691 4.338 0.261 26.121 768_3 -- Open Sea Intron 1/4 Maml3
chr3 52,092,026 9.75E-03 2.59E-04 0.115 11.538 0.450 45.000 0.093 9.283 1.857 0.271 27.065 5.413 0.335 33.462 768_3 Check manually Open Sea Intron 1/4 Maml3
chr3 53,650,657 1.09E-02 4.95E-02 0.794 79.412 0.575 57.500 0.142 14.150 2.830 0.114 11.357 2.271 -0.219 -21.912 769_3 CA Open Sea Intergenic
chr3 53,650,865 4.32E-02 3.33E-01 0.826 82.645 0.652 65.179 0.122 12.249 2.450 0.168 16.819 3.364 -0.175 -17.466 769_3 CT Open Sea Intergenic
chr3 54,421,506 4.73E-02 1.42E-04 0.343 34.286 0.575 57.500 0.166 16.607 3.321 0.226 22.550 4.510 0.232 23.214 770_3 CA Open Sea Intergenic
chr3 54,421,534 8.72E-03 1.42E-04 0.250 25.000 0.537 53.659 0.145 14.535 2.907 0.097 9.735 1.947 0.287 28.659 770_3 tg Open Sea Intergenic
chr3 55,079,502 5.17E-03 6.18E-01 0.400 40.000 0.771 77.143 0.274 27.424 5.485 0.080 7.992 1.598 0.371 37.143 771_3 TA Open Sea Intergenic
chr3 55,079,635 4.51E-02 1.10E-01 0.150 15.000 0.419 41.935 0.420 41.962 8.392 0.290 28.972 5.794 0.269 26.935 771_3 CA Open Sea Intergenic
chr3 58,037,967 2.32E-02 3.58E-02 0.640 64.000 0.843 84.314 0.172 17.232 3.446 0.132 13.223 2.645 0.203 20.314 772_3 -- Open Sea Intergenic
chr3 58,038,130 3.30E-02 1.48E-01 0.786 78.571 0.888 88.806 0.223 22.286 4.457 0.027 2.736 0.547 0.102 10.235 772_3 -- Open Sea Intergenic
chr3 61,498,752 4.70E-02 2.60E-02 0.542 54.167 0.776 77.586 0.273 27.345 5.469 0.218 21.831 4.366 0.234 23.420 773_3 -- Open Sea Intergenic
chr3 61,498,912 4.64E-02 4.51E-02 0.409 40.909 0.704 70.370 0.217 21.683 4.337 0.401 40.103 8.021 0.295 29.461 773_3 -- Open Sea Intergenic
chr3 69,723,137 4.27E-02 9.11E-02 0.304 30.357 0.531 53.125 0.232 23.180 4.636 0.193 19.263 3.853 0.228 22.768 774_3 -- S Shore Intron 2/15 Nmd3
chr3 69,723,137 4.27E-02 9.11E-02 0.304 30.357 0.531 53.125 0.232 23.180 4.636 0.193 19.263 3.853 0.228 22.768 774_3 -- S Shore Intron 2/6 Nmd3
chr3 69,723,137 4.27E-02 9.11E-02 0.304 30.357 0.531 53.125 0.232 23.180 4.636 0.193 19.263 3.853 0.228 22.768 774_3 -- S Shore Intron 2/5 Nmd3
chr3 69,723,137 4.27E-02 9.11E-02 0.304 30.357 0.531 53.125 0.232 23.180 4.636 0.193 19.263 3.853 0.228 22.768 774_3 -- S Shore Intron 2/2 Nmd3
chr3 69,723,137 4.27E-02 9.11E-02 0.304 30.357 0.531 53.125 0.232 23.180 4.636 0.193 19.263 3.853 0.228 22.768 774_3 -- S Shore TSS 1500 Nmd3
chr3 69,723,257 2.19E-02 1.08E-01 0.317 31.707 0.608 60.784 0.267 26.697 5.339 0.207 20.684 4.137 0.291 29.077 774_3 -- S Shore Intron 2/15 Nmd3
chr3 69,723,257 2.19E-02 1.08E-01 0.317 31.707 0.608 60.784 0.267 26.697 5.339 0.207 20.684 4.137 0.291 29.077 774_3 -- S Shore Intron 2/6 Nmd3
chr3 69,723,257 2.19E-02 1.08E-01 0.317 31.707 0.608 60.784 0.267 26.697 5.339 0.207 20.684 4.137 0.291 29.077 774_3 -- S Shore Intron 2/5 Nmd3
chr3 69,723,257 2.19E-02 1.08E-01 0.317 31.707 0.608 60.784 0.267 26.697 5.339 0.207 20.684 4.137 0.291 29.077 774_3 -- S Shore Intron 2/2 Nmd3
chr3 69,723,257 2.19E-02 1.08E-01 0.317 31.707 0.608 60.784 0.267 26.697 5.339 0.207 20.684 4.137 0.291 29.077 774_3 -- S Shore TSS 1500 Nmd3
chr3 70,199,561 2.32E-02 9.91E-03 0.634 63.380 0.812 81.159 0.292 29.217 5.843 0.166 16.612 3.322 0.178 17.779 775_3 AA Open Sea Intergenic
chr3 70,199,721 9.76E-03 1.53E-03 0.220 21.951 0.517 51.724 0.384 38.430 7.686 0.158 15.819 3.164 0.298 29.773 775_3 CT Open Sea Intergenic
chr3 70,386,241 4.71E-02 3.22E-02 0.371 37.097 0.545 54.545 0.122 12.155 2.431 0.058 5.811 1.162 0.174 17.449 776_3 -- Open Sea Intergenic
chr3 70,386,294 2.73E-02 2.90E-03 0.796 79.592 0.592 59.184 0.109 10.861 2.172 0.132 13.190 2.638 -0.204 -20.408 776_3 -- Open Sea Intergenic
chr3 71,545,503 2.38E-03 2.38E-03 0.426 42.609 0.626 62.602 0.196 19.597 3.919 0.078 7.799 1.560 0.200 19.993 777_3 -- Open Sea Intergenic
chr3 71,546,383 3.71E-02 2.65E-01 0.468 46.809 0.690 69.048 0.117 11.689 2.338 0.156 15.647 3.129 0.222 22.239 777_3 -- Open Sea Intergenic
chr3 71,633,834 1.00E-02 1.00E-02 0.551 55.072 0.773 77.273 0.119 11.879 2.376 0.069 6.942 1.388 0.222 22.200 778_3 -- Open Sea Intergenic
chr3 71,634,202 5.60E-03 2.49E-02 0.259 25.926 0.633 63.333 0.180 18.008 3.602 0.112 11.243 2.249 0.374 37.407 778_3 -- Open Sea Intergenic
chr3 72,254,244 1.99E-03 7.46E-03 0.500 50.000 0.818 81.818 0.096 9.627 1.925 0.096 9.640 1.928 0.318 31.818 779_3 -- Open Sea Intergenic
chr3 72,254,437 2.78E-02 7.46E-03 0.654 65.385 0.881 88.095 0.371 37.069 7.414 0.072 7.226 1.445 0.227 22.711 779_3 -- Open Sea Intergenic
chr3 74,631,973 2.64E-02 2.64E-02 0.821 82.143 0.552 55.172 0.149 14.907 2.981 0.230 22.987 4.597 -0.270 -26.970 780_3 -- Open Sea Intergenic
chr3 74,632,357 1.63E-02 1.63E-02 0.389 38.889 0.627 62.745 0.130 12.987 2.597 0.104 10.359 2.072 0.239 23.856 780_3 -- Open Sea Intergenic
chr3 74,659,713 1.19E-03 1.88E-04 0.614 61.429 0.273 27.273 0.279 27.949 5.590 0.179 17.917 3.583 -0.342 -34.156 781_3 -- Open Sea Intergenic
chr3 74,659,786 2.12E-02 1.88E-04 0.535 53.488 0.257 25.714 0.266 26.649 5.330 0.147 14.696 2.939 -0.278 -27.774 781_3 -- Open Sea Intergenic
chr3 77,279,428 4.87E-02 1.65E-01 0.697 69.697 0.831 83.146 0.143 14.289 2.858 0.057 5.732 1.146 0.134 13.449 782_3 cc Open Sea Intergenic
chr3 77,280,227 2.69E-02 2.30E-01 0.754 75.410 0.571 57.143 0.098 9.832 1.966 0.070 7.034 1.407 -0.183 -18.267 782_3 -- Open Sea Intergenic
chr3 77,352,623 2.87E-02 7.28E-03 0.138 13.830 0.299 29.897 0.393 39.332 7.866 0.096 9.637 1.927 0.161 16.067 783_3 -- Open Sea Intergenic
chr3 77,352,714 2.24E-02 3.06E-03 0.333 33.333 0.590 58.974 0.096 9.645 1.929 0.161 16.071 3.214 0.256 25.641 783_3 -- Open Sea Intergenic
chr3 77,623,987 2.32E-02 1.84E-02 0.778 77.778 0.910 91.026 0.106 10.568 2.114 0.057 5.676 1.135 0.132 13.248 784_3 -- Open Sea Intergenic
chr3 77,624,423 4.63E-02 2.11E-01 0.853 85.321 0.742 74.227 0.088 8.811 1.762 0.080 7.958 1.592 -0.111 -11.094 784_3 TC Open Sea Intergenic
chr3 78,627,879 5.77E-03 5.77E-03 0.692 69.231 0.361 36.111 0.152 15.170 3.034 0.155 15.456 3.091 -0.331 -33.120 785_3 -- Open Sea Intergenic
chr3 78,628,877 1.28E-02 1.65E-02 0.667 66.667 0.238 23.810 0.312 31.226 6.245 0.252 25.177 5.035 -0.429 -42.857 785_3 -- Open Sea Intergenic
chr3 80,050,822 1.08E-02 2.10E-03 0.260 26.027 0.457 45.679 0.126 12.642 2.528 0.063 6.305 1.261 0.197 19.652 786_3 AC Open Sea Intergenic
chr3 80,050,897 7.93E-03 2.85E-02 0.429 42.857 0.600 60.000 0.070 7.019 1.404 0.051 5.144 1.029 0.171 17.143 786_3 Check manually Open Sea Intergenic
chr3 87,186,367 3.88E-02 5.50E-03 0.771 77.143 0.879 87.850 0.136 13.557 2.711 0.094 9.355 1.871 0.107 10.708 787_3 -- Open Sea Intergenic
chr3 87,186,637 4.43E-02 2.03E-01 0.458 45.833 0.676 67.568 0.121 12.051 2.410 0.149 14.926 2.985 0.217 21.734 787_3 -- Open Sea Intergenic
chr3 94,224,372 1.75E-02 9.36E-03 0.458 45.833 0.778 77.778 0.241 24.084 4.817 0.213 21.331 4.266 0.319 31.944 788_3 -- Open Sea Intergenic
chr3 94,224,492 3.41E-02 9.36E-03 0.621 62.069 0.846 84.615 0.183 18.257 3.651 0.087 8.654 1.731 0.225 22.546 788_3 -- Open Sea Intergenic
chr3 95,113,933 3.37E-02 1.72E-01 0.738 73.810 0.486 48.649 0.176 17.557 3.511 0.296 29.602 5.920 -0.252 -25.161 789_3 CG nearby S Shelf Intron 1/5 Vps72
chr3 95,113,933 3.37E-02 1.72E-01 0.738 73.810 0.486 48.649 0.176 17.557 3.511 0.296 29.602 5.920 -0.252 -25.161 789_3 CG nearby S Shelf Intron 1/5 Vps72
chr3 95,113,945 2.57E-02 1.72E-01 0.865 86.486 0.651 65.116 0.111 11.062 2.212 0.251 25.105 5.021 -0.214 -21.370 789_3 CG nearby S Shelf Intron 1/5 Vps72
chr3 95,113,945 2.57E-02 1.72E-01 0.865 86.486 0.651 65.116 0.111 11.062 2.212 0.251 25.105 5.021 -0.214 -21.370 789_3 CG nearby S Shelf Intron 1/5 Vps72
chr3 96,093,780 1.63E-02 3.54E-06 0.145 14.516 0.333 33.333 0.092 9.228 1.846 0.109 10.868 2.174 0.188 18.817 790_3 AG Open Sea Intergenic
chr3 96,093,800 2.78E-03 1.09E-05 0.250 25.000 0.507 50.704 0.149 14.861 2.972 0.048 4.798 0.960 0.257 25.704 790_3 Check manually Open Sea Intergenic
chr3 96,093,851 2.10E-02 1.21E-05 0.225 22.472 0.420 42.017 0.125 12.548 2.510 0.207 20.687 4.137 0.195 19.545 790_3 Check manually Open Sea Intergenic
chr3 97,436,738 3.04E-02 4.55E-03 0.569 56.944 0.740 73.973 0.205 20.534 4.107 0.133 13.259 2.652 0.170 17.028 791_3 -- Open Sea Intergenic
chr3 97,436,747 2.40E-02 4.55E-03 0.514 51.429 0.700 70.000 0.243 24.301 4.860 0.155 15.543 3.109 0.186 18.571 791_3 -- Open Sea Intergenic
chr3 100,909,889 4.31E-03 1.04E-02 0.464 46.429 0.736 73.611 0.249 24.910 4.982 0.150 14.996 2.999 0.272 27.183 792_3 -- Open Sea Intergenic
chr3 100,909,933 1.27E-03 1.04E-02 0.171 17.143 0.433 43.333 0.085 8.502 1.700 0.089 8.901 1.780 0.262 26.190 792_3 -- Open Sea Intergenic
chr3 110,082,793 3.08E-02 3.38E-03 0.732 73.171 0.911 91.111 0.158 15.772 3.154 0.081 8.144 1.629 0.179 17.940 793_3 CA Open Sea Intergenic
chr3 110,082,865 2.27E-02 3.38E-03 0.390 39.024 0.636 63.636 0.098 9.763 1.953 0.154 15.380 3.076 0.246 24.612 793_3 AG Open Sea Intergenic
chr3 110,423,623 3.09E-02 4.49E-02 0.587 58.696 0.342 34.211 0.287 28.651 5.730 0.231 23.124 4.625 -0.245 -24.485 794_3 AG Open Sea Intergenic
chr3 110,423,768 2.27E-02 3.19E-03 0.771 77.143 0.536 53.571 0.135 13.463 2.693 0.193 19.320 3.864 -0.236 -23.571 794_3 CT Open Sea Intergenic
chr3 112,121,023 2.21E-02 3.23E-02 0.262 26.190 0.606 60.606 0.180 17.983 3.597 0.318 31.764 6.353 0.344 34.416 795_3 CA Open Sea Intergenic
chr3 112,121,027 3.48E-02 3.23E-02 0.256 25.581 0.515 51.515 0.357 35.656 7.131 0.284 28.387 5.677 0.259 25.934 795_3 CT Open Sea Intergenic
chr3 112,322,609 4.52E-03 1.99E-03 0.760 75.962 0.565 56.481 0.129 12.879 2.576 0.105 10.467 2.093 -0.195 -19.480 796_3 -- Open Sea Intergenic
chr3 112,322,682 2.95E-02 1.99E-03 0.690 69.048 0.517 51.724 0.169 16.881 3.376 0.202 20.238 4.048 -0.173 -17.323 796_3 -- Open Sea Intergenic
chr3 115,689,191 3.02E-02 7.34E-01 0.761 76.147 0.593 59.350 0.095 9.548 1.910 0.103 10.346 2.069 -0.168 -16.797 797_3 -- Open Sea Intergenic
chr3 115,689,409 2.42E-03 4.22E-01 0.618 61.818 0.414 41.441 0.178 17.845 3.569 0.031 3.107 0.621 -0.204 -20.377 797_3 Check manually Open Sea Intergenic
chr3 119,155,209 4.63E-02 2.87E-02 0.722 72.222 0.500 50.000 0.151 15.125 3.025 0.107 10.720 2.144 -0.222 -22.222 798_3 TG Open Sea Intron 16/22 Dpyd
chr3 119,155,226 4.00E-03 3.97E-02 0.871 87.097 0.514 51.429 0.121 12.141 2.428 0.167 16.667 3.333 -0.357 -35.668 798_3 CA Open Sea Intron 16/22 Dpyd
chr3 120,294,062 1.65E-02 1.65E-02 0.714 71.429 0.500 50.000 0.131 13.055 2.611 0.214 21.410 4.282 -0.214 -21.429 799_3 -- Open Sea Intergenic
chr3 120,294,902 3.67E-02 1.77E-01 0.800 80.000 0.615 61.538 0.138 13.814 2.763 0.176 17.627 3.525 -0.185 -18.462 799_3 -- Open Sea Intergenic
chr3 122,758,603 4.48E-02 9.28E-03 0.857 85.714 0.692 69.231 0.067 6.747 1.349 0.177 17.700 3.540 -0.165 -16.484 800_3 -- Open Sea Intron 2/20 Pde5a
chr3 122,758,603 4.48E-02 9.28E-03 0.857 85.714 0.692 69.231 0.067 6.747 1.349 0.177 17.700 3.540 -0.165 -16.484 800_3 -- Open Sea Intron 2/20 Pde5a
chr3 122,758,651 4.62E-02 9.28E-03 0.857 85.714 0.681 68.085 0.180 17.979 3.596 0.211 21.054 4.211 -0.176 -17.629 800_3 CT Open Sea Intron 2/20 Pde5a
chr3 122,758,651 4.62E-02 9.28E-03 0.857 85.714 0.681 68.085 0.180 17.979 3.596 0.211 21.054 4.211 -0.176 -17.629 800_3 CT Open Sea Intron 2/20 Pde5a
chr3 122,982,935 3.85E-02 2.11E-03 0.840 84.000 0.455 45.455 0.137 13.704 2.741 0.338 33.801 6.760 -0.385 -38.545 801_3 TG N Shore Intron 1/15 Usp53
chr3 122,983,127 1.09E-02 1.48E-03 0.351 35.135 0.656 65.625 0.119 11.870 2.374 0.114 11.402 2.280 0.305 30.490 801_3 CG N Shore Intron 1/15 Usp53
chr3 122,983,157 2.76E-02 7.09E-03 0.200 20.000 0.452 45.161 0.146 14.629 2.926 0.135 13.509 2.702 0.252 25.161 801_3 AA N Shore Intron 1/15 Usp53
chr3 124,414,512 3.90E-02 5.13E-01 0.676 67.568 0.421 42.105 0.327 32.654 6.531 0.361 36.090 7.218 -0.255 -25.462 802_3 TA Open Sea Intergenic
chr3 124,415,445 2.30E-02 9.36E-02 0.395 39.474 0.680 68.000 0.182 18.199 3.640 0.127 12.701 2.540 0.285 28.526 802_3 -- Open Sea Intergenic
chr3 124,496,839 3.66E-02 2.44E-01 0.583 58.333 0.846 84.615 0.267 26.726 5.345 0.114 11.402 2.280 0.263 26.282 803_3 -- Open Sea Intergenic
chr3 124,497,148 2.89E-02 4.44E-01 0.786 78.571 0.600 60.000 0.248 24.841 4.968 0.121 12.142 2.428 -0.186 -18.571 803_3 -- Open Sea Intergenic
chr3 124,807,989 2.65E-02 2.47E-03 0.672 67.241 0.860 86.047 0.057 5.685 1.137 0.137 13.654 2.731 0.188 18.805 804_3 -- Open Sea Intergenic
chr3 124,808,036 3.90E-02 2.86E-04 0.725 72.500 0.877 87.692 0.196 19.565 3.913 0.079 7.890 1.578 0.152 15.192 804_3 -- Open Sea Intergenic
chr3 124,808,214 1.68E-02 3.47E-03 0.753 75.333 0.872 87.218 0.136 13.650 2.730 0.083 8.273 1.655 0.119 11.885 804_3 -- Open Sea Intergenic
chr3 125,400,879 4.33E-02 3.33E-03 0.604 60.417 0.786 78.571 0.129 12.945 2.589 0.059 5.910 1.182 0.182 18.155 805_3 AA Open Sea Intergenic
chr3 125,401,205 3.52E-02 6.57E-01 0.267 26.667 0.536 53.571 0.155 15.524 3.105 0.169 16.919 3.384 0.269 26.905 805_3 TG Open Sea Intergenic
chr3 125,535,962 3.78E-02 6.19E-02 0.861 86.076 0.727 72.727 0.074 7.384 1.477 0.090 8.990 1.798 -0.133 -13.349 806_3 -- Open Sea Intron 2/13 Ndst4
chr3 125,536,278 1.53E-03 1.53E-03 0.258 25.773 0.529 52.857 0.141 14.073 2.815 0.073 7.344 1.469 0.271 27.084 806_3 -- Open Sea Intron 2/13 Ndst4
chr3 131,486,513 4.14E-02 3.21E-01 0.391 39.130 0.700 70.000 0.180 17.979 3.596 0.298 29.817 5.963 0.309 30.870 807_3 AA N Shelf Intron 1/1 Sgms2
chr3 131,486,513 4.14E-02 3.21E-01 0.391 39.130 0.700 70.000 0.180 17.979 3.596 0.298 29.817 5.963 0.309 30.870 807_3 AA N Shelf Intron 1/1 Sgms2
chr3 131,486,611 8.04E-03 1.99E-01 0.217 21.739 0.636 63.636 0.167 16.733 3.347 0.394 39.354 7.871 0.419 41.897 807_3 ga N Shelf Intron 1/1 Sgms2
chr3 131,486,611 8.04E-03 1.99E-01 0.217 21.739 0.636 63.636 0.167 16.733 3.347 0.394 39.354 7.871 0.419 41.897 807_3 ga N Shelf Intron 1/1 Sgms2
chr3 132,781,979 3.09E-02 7.45E-02 0.308 30.769 0.583 58.333 0.194 19.370 3.874 0.159 15.861 3.172 0.276 27.564 808_3 -- Open Sea Intron 23/25 Tbck
chr3 132,782,491 4.73E-02 8.23E-02 0.385 38.462 0.667 66.667 0.237 23.685 4.737 0.271 27.075 5.415 0.282 28.205 808_3 ag Open Sea Intron 23/25 Tbck
chr3 134,221,300 8.74E-03 8.74E-03 0.138 13.793 0.467 46.667 0.121 12.068 2.414 0.235 23.499 4.700 0.329 32.874 809_3 aa Open Sea Intergenic
chr3 134,221,605 1.18E-02 1.85E-03 0.316 31.579 0.615 61.538 0.198 19.754 3.951 0.140 14.008 2.802 0.300 29.960 809_3 Check manually Open Sea Intergenic
chr3 134,969,310 2.69E-02 2.69E-02 0.237 23.684 0.561 56.098 0.397 39.724 7.945 0.277 27.712 5.542 0.324 32.413 810_3 -- Open Sea Intergenic
chr3 134,969,846 1.01E-02 1.01E-02 0.333 33.333 0.677 67.742 0.268 26.833 5.367 0.194 19.354 3.871 0.344 34.409 810_3 -- Open Sea Intergenic
chr3 136,526,437 1.43E-02 1.19E-05 0.220 22.000 0.464 46.377 0.191 19.061 3.812 0.167 16.672 3.334 0.244 24.377 811_3 TT Open Sea Intergenic
chr3 136,526,495 1.09E-02 2.78E-05 0.306 30.556 0.500 50.000 0.116 11.600 2.320 0.065 6.527 1.305 0.194 19.444 811_3 Check manually Open Sea Intergenic
chr3 136,526,499 5.74E-03 2.78E-05 0.292 29.167 0.545 54.455 0.214 21.416 4.283 0.105 10.548 2.110 0.253 25.289 811_3 CG nearby Open Sea Intergenic



chr3 143,243,598 4.93E-02 1.59E-01 0.543 54.348 0.739 73.913 0.217 21.666 4.333 0.166 16.586 3.317 0.196 19.565 812_3 AG Open Sea Intergenic
chr3 143,243,609 1.70E-02 1.59E-01 0.556 55.556 0.787 78.723 0.219 21.902 4.380 0.134 13.404 2.681 0.232 23.168 812_3 CA Open Sea Intergenic
chr3 147,008,228 2.57E-02 2.18E-01 0.648 64.835 0.796 79.570 0.040 4.034 0.807 0.123 12.283 2.457 0.147 14.735 813_3 -- Open Sea Intergenic
chr3 147,008,246 2.12E-02 4.94E-02 0.651 65.116 0.817 81.707 0.074 7.362 1.472 0.088 8.786 1.757 0.166 16.591 813_3 -- Open Sea Intergenic
chr3 148,688,767 1.11E-02 3.70E-02 0.452 45.238 0.670 67.033 0.272 27.246 5.449 0.054 5.383 1.077 0.218 21.795 814_3 TG Open Sea Intergenic
chr3 148,688,801 1.76E-02 3.88E-02 0.410 40.984 0.644 64.384 0.287 28.735 5.747 0.144 14.378 2.876 0.234 23.400 814_3 CT Open Sea Intergenic
chr3 149,934,964 1.56E-02 8.23E-02 0.143 14.286 0.550 55.000 0.141 14.149 2.830 0.384 38.370 7.674 0.407 40.714 815_3 TG Open Sea Intergenic
chr3 149,934,980 5.80E-03 8.23E-02 0.261 26.087 0.682 68.182 0.153 15.283 3.057 0.412 41.245 8.249 0.421 42.095 815_3 TG Open Sea Intergenic
chr3 156,811,685 1.29E-02 3.29E-01 0.567 56.731 0.735 73.529 0.215 21.538 4.308 0.113 11.326 2.265 0.168 16.799 816_3 -- Open Sea Intron 1/6 Negr1
chr3 156,811,768 3.14E-02 2.74E-02 0.136 13.636 0.267 26.667 0.079 7.921 1.584 0.086 8.565 1.713 0.130 13.030 816_3 -- Open Sea Intron 1/6 Negr1
chr4 4,487,875 8.25E-03 4.94E-02 0.726 72.650 0.864 86.441 0.052 5.241 1.048 0.071 7.089 1.418 0.138 13.791 817_4 AG Open Sea Intergenic
chr4 4,488,560 1.33E-02 2.20E-01 0.869 86.869 0.736 73.554 0.069 6.912 1.382 0.114 11.397 2.279 -0.133 -13.315 817_4 -- Open Sea Intergenic
chr4 5,155,747 4.75E-02 7.37E-04 0.871 87.143 0.716 71.642 0.097 9.657 1.931 0.149 14.919 2.984 -0.155 -15.501 818_4 -- Open Sea Intergenic
chr4 5,155,826 1.88E-02 3.55E-03 0.680 68.000 0.852 85.246 0.173 17.283 3.457 0.072 7.211 1.442 0.172 17.246 818_4 -- Open Sea Intergenic
chr4 5,155,834 1.41E-02 3.55E-03 0.712 71.233 0.895 89.474 0.144 14.435 2.887 0.102 10.205 2.041 0.182 18.241 818_4 -- Open Sea Intergenic
chr4 5,690,865 4.77E-02 8.23E-03 0.293 29.310 0.543 54.286 0.383 38.255 7.651 0.219 21.866 4.373 0.250 24.975 819_4 -- Open Sea Intron 1/2 Fam110b
chr4 5,690,865 4.77E-02 8.23E-03 0.293 29.310 0.543 54.286 0.383 38.255 7.651 0.219 21.866 4.373 0.250 24.975 819_4 -- Open Sea Intron 2/3 Fam110b
chr4 5,690,865 4.77E-02 8.23E-03 0.293 29.310 0.543 54.286 0.383 38.255 7.651 0.219 21.866 4.373 0.250 24.975 819_4 -- Open Sea Intron 2/3 Fam110b
chr4 5,690,939 4.82E-02 3.15E-02 0.475 47.500 0.698 69.767 0.309 30.879 6.176 0.123 12.293 2.459 0.223 22.267 819_4 -- Open Sea Intron 1/2 Fam110b
chr4 5,690,939 4.82E-02 3.15E-02 0.475 47.500 0.698 69.767 0.309 30.879 6.176 0.123 12.293 2.459 0.223 22.267 819_4 -- Open Sea Intron 2/3 Fam110b
chr4 5,690,939 4.82E-02 3.15E-02 0.475 47.500 0.698 69.767 0.309 30.879 6.176 0.123 12.293 2.459 0.223 22.267 819_4 -- Open Sea Intron 2/3 Fam110b
chr4 9,715,313 2.72E-02 5.15E-03 0.610 61.000 0.762 76.190 0.096 9.580 1.916 0.081 8.057 1.611 0.152 15.190 820_4 -- Open Sea Intergenic
chr4 9,715,342 3.78E-02 5.15E-03 0.759 75.926 0.880 88.000 0.129 12.866 2.573 0.066 6.609 1.322 0.121 12.074 820_4 -- Open Sea Intergenic
chr4 9,729,149 7.73E-03 1.93E-01 0.808 80.769 0.544 54.386 0.131 13.122 2.624 0.178 17.806 3.561 -0.264 -26.383 821_4 -- S Shore Intergenic
chr4 9,729,156 1.02E-02 1.93E-01 0.783 78.261 0.532 53.191 0.119 11.899 2.380 0.189 18.920 3.784 -0.251 -25.069 821_4 -- S Shore Intergenic
chr4 14,395,407 2.71E-02 1.15E-02 0.483 48.276 0.769 76.923 0.257 25.693 5.139 0.250 25.000 5.000 0.286 28.647 822_4 CA Open Sea Intergenic
chr4 14,395,453 1.56E-02 1.15E-02 0.261 26.087 0.682 68.182 0.305 30.496 6.099 0.172 17.230 3.446 0.421 42.095 822_4 CT Open Sea Intergenic
chr4 14,885,740 3.02E-02 2.51E-02 0.625 62.500 0.885 88.462 0.245 24.506 4.901 0.081 8.070 1.614 0.260 25.962 823_4 -- Open Sea Intron 1/6 Tmem55a
chr4 14,885,762 2.92E-02 2.51E-02 0.893 89.286 0.640 64.000 0.418 41.833 8.367 0.239 23.920 4.784 -0.253 -25.286 823_4 -- Open Sea Intron 1/6 Tmem55a
chr4 16,638,257 2.36E-02 4.99E-03 0.275 27.536 0.473 47.273 0.139 13.915 2.783 0.081 8.051 1.610 0.197 19.736 824_4 -- Open Sea Intergenic
chr4 16,638,434 4.83E-02 4.99E-03 0.871 87.097 0.719 71.930 0.110 11.043 2.209 0.148 14.803 2.961 -0.152 -15.167 824_4 -- Open Sea Intergenic
chr4 17,702,732 3.05E-02 5.70E-02 0.535 53.488 0.760 76.000 0.129 12.859 2.572 0.150 15.049 3.010 0.225 22.512 825_4 -- Open Sea Intergenic
chr4 17,703,438 1.65E-02 1.65E-02 0.444 44.444 0.774 77.419 0.196 19.644 3.929 0.188 18.764 3.753 0.330 32.975 825_4 TG Open Sea Intergenic
chr4 18,488,434 4.59E-02 4.59E-02 0.662 66.154 0.824 82.353 0.194 19.432 3.886 0.065 6.503 1.301 0.162 16.199 826_4 -- Open Sea Intergenic
chr4 18,488,757 3.62E-02 1.54E-01 0.537 53.659 0.800 80.000 0.268 26.818 5.364 0.144 14.436 2.887 0.263 26.341 826_4 -- Open Sea Intergenic
chr4 19,019,293 4.52E-02 7.67E-01 0.706 70.588 0.487 48.718 0.176 17.614 3.523 0.216 21.604 4.321 -0.219 -21.870 827_4 TG Open Sea Intergenic
chr4 19,019,803 6.20E-03 2.77E-01 0.611 61.111 0.903 90.323 0.184 18.406 3.681 0.206 20.591 4.118 0.292 29.211 827_4 tg Open Sea Intergenic
chr4 20,098,341 9.20E-03 9.20E-03 0.357 35.714 0.733 73.333 0.326 32.624 6.525 0.221 22.083 4.417 0.376 37.619 828_4 Check manually Open Sea Intergenic
chr4 20,099,219 1.58E-02 2.51E-02 0.800 80.000 0.500 50.000 0.182 18.245 3.649 0.298 29.814 5.963 -0.300 -30.000 828_4 Check manually Open Sea Intergenic
chr4 23,999,835 2.32E-02 1.46E-01 0.894 89.423 0.769 76.923 0.123 12.326 2.465 0.067 6.715 1.343 -0.125 -12.500 829_4 -- Open Sea Intergenic
chr4 24,000,460 2.24E-02 4.51E-01 0.833 83.333 0.638 63.793 0.118 11.801 2.360 0.146 14.628 2.926 -0.195 -19.540 829_4 -- Open Sea Intergenic
chr4 24,000,742 4.85E-02 4.85E-02 0.242 24.242 0.457 45.652 0.124 12.423 2.485 0.278 27.763 5.553 0.214 21.410 829_4 TA Open Sea Intergenic
chr4 28,535,787 1.23E-02 1.15E-01 0.419 41.935 0.660 65.957 0.132 13.173 2.635 0.202 20.151 4.030 0.240 24.022 830_4 CC Open Sea Intergenic
chr4 28,536,177 4.63E-02 2.53E-01 0.381 38.095 0.682 68.182 0.377 37.676 7.535 0.161 16.090 3.218 0.301 30.087 830_4 AG Open Sea Intergenic
chr4 29,589,751 3.58E-03 1.63E-02 0.529 52.941 0.800 80.000 0.144 14.351 2.870 0.070 7.037 1.407 0.271 27.059 831_4 CG nearby Open Sea Intergenic
chr4 29,589,774 3.90E-02 1.14E-02 0.644 64.444 0.864 86.364 0.179 17.865 3.573 0.122 12.172 2.434 0.219 21.919 831_4 TA Open Sea Intergenic
chr4 29,652,558 2.37E-03 2.38E-04 0.439 43.902 0.813 81.250 0.174 17.429 3.486 0.135 13.455 2.691 0.373 37.348 832_4 -- Open Sea Intergenic
chr4 29,652,653 1.57E-02 1.00E-02 0.408 40.845 0.613 61.333 0.214 21.368 4.274 0.142 14.242 2.848 0.205 20.488 832_4 -- Open Sea Intergenic
chr4 30,404,647 3.69E-02 7.75E-02 0.676 67.647 0.424 42.424 0.199 19.913 3.983 0.084 8.425 1.685 -0.252 -25.223 833_4 -- Open Sea Intergenic
chr4 30,404,691 8.43E-03 7.75E-02 0.743 74.286 0.432 43.243 0.138 13.751 2.750 0.162 16.199 3.240 -0.310 -31.042 833_4 -- Open Sea Intergenic
chr4 30,540,593 7.49E-03 7.49E-03 0.800 80.000 0.261 26.087 0.105 10.504 2.101 0.362 36.202 7.240 -0.539 -53.913 834_4 CG nearby Open Sea Intergenic
chr4 30,540,912 8.11E-03 8.11E-03 0.500 50.000 0.833 83.333 0.273 27.252 5.450 0.125 12.486 2.497 0.333 33.333 834_4 -- Open Sea Intergenic
chr4 30,542,393 2.77E-02 7.05E-02 0.795 79.487 0.564 56.410 0.150 15.048 3.010 0.129 12.934 2.587 -0.231 -23.077 835_4 -- Open Sea Intergenic
chr4 30,542,465 1.81E-02 7.05E-02 0.378 37.838 0.667 66.667 0.170 17.047 3.409 0.176 17.623 3.525 0.288 28.829 835_4 -- Open Sea Intergenic
chr4 32,248,562 2.20E-02 3.87E-03 0.774 77.419 0.481 48.148 0.135 13.467 2.693 0.180 17.964 3.593 -0.293 -29.271 836_4 CG nearby Open Sea Intergenic
chr4 32,248,595 4.43E-02 3.87E-03 0.448 44.828 0.246 24.561 0.261 26.112 5.222 0.159 15.934 3.187 -0.203 -20.266 836_4 -A Open Sea Intergenic
chr4 32,248,606 3.68E-02 3.87E-03 0.493 49.315 0.324 32.432 0.230 23.023 4.605 0.084 8.405 1.681 -0.169 -16.883 836_4 TG Open Sea Intergenic
chr4 35,275,359 1.52E-02 1.63E-01 0.329 32.857 0.563 56.338 0.086 8.569 1.714 0.143 14.270 2.854 0.235 23.481 837_4 -- Open Sea Intergenic
chr4 35,275,575 3.83E-02 4.05E-01 0.667 66.667 0.805 80.460 0.048 4.839 0.968 0.150 14.998 3.000 0.138 13.793 837_4 -- Open Sea Intergenic
chr4 36,289,908 2.70E-02 8.59E-02 0.667 66.667 0.348 34.783 0.262 26.240 5.248 0.289 28.870 5.774 -0.319 -31.884 838_4 -- Open Sea Intergenic
chr4 36,290,048 3.76E-02 3.61E-02 0.763 76.271 0.534 53.425 0.132 13.168 2.634 0.324 32.368 6.474 -0.228 -22.847 838_4 -- Open Sea Intergenic
chr4 37,234,715 1.15E-02 2.12E-03 0.179 17.857 0.393 39.344 0.179 17.914 3.583 0.206 20.568 4.114 0.215 21.487 839_4 -- Open Sea Intergenic
chr4 37,234,842 3.66E-02 5.30E-02 0.626 62.617 0.786 78.641 0.177 17.652 3.530 0.078 7.818 1.564 0.160 16.024 839_4 -- Open Sea Intergenic
chr4 37,818,208 3.03E-02 3.03E-02 0.655 65.455 0.850 85.000 0.129 12.868 2.574 0.121 12.079 2.416 0.195 19.545 840_4 -- Open Sea Intergenic
chr4 37,818,688 4.09E-02 3.01E-03 0.500 50.000 0.767 76.667 0.250 25.011 5.002 0.183 18.318 3.664 0.267 26.667 840_4 ag Open Sea Intergenic
chr4 42,519,327 4.79E-02 3.64E-01 0.750 75.000 0.608 60.825 0.059 5.884 1.177 0.157 15.706 3.141 -0.142 -14.175 841_4 -- Open Sea Intergenic
chr4 42,519,360 2.23E-02 3.88E-01 0.830 83.019 0.638 63.793 0.106 10.564 2.113 0.150 15.019 3.004 -0.192 -19.226 841_4 -- Open Sea Intergenic
chr4 50,789,876 1.72E-02 4.10E-03 0.395 39.535 0.636 63.636 0.222 22.191 4.438 0.175 17.549 3.510 0.241 24.101 842_4 -- Open Sea Intergenic
chr4 50,790,019 4.96E-02 4.10E-03 0.763 76.250 0.581 58.108 0.136 13.627 2.725 0.249 24.941 4.988 -0.181 -18.142 842_4 -- Open Sea Intergenic
chr4 51,512,915 3.83E-02 8.17E-03 0.738 73.810 0.897 89.655 0.133 13.304 2.661 0.062 6.177 1.235 0.158 15.846 843_4 -- Open Sea Intergenic
chr4 51,512,917 3.28E-02 8.17E-03 0.683 68.293 0.862 86.207 0.107 10.735 2.147 0.106 10.570 2.114 0.179 17.914 843_4 -- Open Sea Intergenic
chr4 51,513,277 4.18E-02 3.79E-01 0.556 55.556 0.864 86.364 0.288 28.777 5.755 0.205 20.467 4.093 0.308 30.808 843_4 -- Open Sea Intergenic
chr4 51,628,032 1.16E-02 1.16E-02 0.611 61.111 0.875 87.500 0.064 6.420 1.284 0.068 6.832 1.366 0.264 26.389 844_4 ta Open Sea Intergenic
chr4 51,628,539 3.15E-03 2.84E-02 0.878 87.755 0.630 62.963 0.069 6.903 1.381 0.291 29.056 5.811 -0.248 -24.792 844_4 -- Open Sea Intergenic
chr4 53,192,649 4.20E-02 6.13E-02 0.660 65.979 0.819 81.890 0.083 8.278 1.656 0.102 10.229 2.046 0.159 15.910 845_4 -- Open Sea Intergenic
chr4 53,192,731 3.96E-02 3.58E-02 0.567 56.667 0.762 76.190 0.152 15.213 3.043 0.163 16.304 3.261 0.195 19.524 845_4 -- Open Sea Intergenic
chr4 53,793,432 2.49E-02 2.04E-02 0.326 32.609 0.600 60.000 0.321 32.131 6.426 0.186 18.647 3.729 0.274 27.391 846_4 Check manually Open Sea Intergenic
chr4 53,793,445 3.06E-02 2.04E-02 0.286 28.571 0.512 51.220 0.179 17.934 3.587 0.242 24.194 4.839 0.226 22.648 846_4 Check manually Open Sea Intergenic
chr4 58,086,315 3.49E-02 1.01E-02 0.606 60.606 0.343 34.286 0.287 28.730 5.746 0.307 30.677 6.135 -0.263 -26.320 847_4 Check manually Open Sea Intergenic
chr4 58,086,359 3.55E-02 5.77E-02 0.545 54.545 0.316 31.579 0.262 26.187 5.237 0.243 24.267 4.853 -0.230 -22.967 847_4 -- Open Sea Intergenic
chr4 58,086,791 2.99E-02 2.99E-02 0.790 79.032 0.600 60.000 0.141 14.125 2.825 0.225 22.486 4.497 -0.190 -19.032 847_4 -- Open Sea Intergenic
chr4 59,803,896 4.76E-02 8.33E-03 0.872 87.234 0.771 77.059 0.064 6.432 1.286 0.093 9.309 1.862 -0.102 -10.175 848_4 -- N Shore TSS 2000 Snx30
chr4 59,803,896 4.76E-02 8.33E-03 0.872 87.234 0.771 77.059 0.064 6.432 1.286 0.093 9.309 1.862 -0.102 -10.175 848_4 -- N Shore TSS 2000 Snx30
chr4 59,803,919 3.59E-02 1.84E-02 0.863 86.250 0.753 75.294 0.073 7.275 1.455 0.103 10.275 2.055 -0.110 -10.956 848_4 -- N Shore TSS 2000 Snx30
chr4 59,803,919 3.59E-02 1.84E-02 0.863 86.250 0.753 75.294 0.073 7.275 1.455 0.103 10.275 2.055 -0.110 -10.956 848_4 -- N Shore TSS 2000 Snx30
chr4 62,894,255 2.76E-02 2.12E-02 0.808 80.769 0.520 52.000 0.164 16.363 3.273 0.267 26.664 5.333 -0.288 -28.769 849_4 TG Open Sea Intergenic
chr4 62,894,529 4.84E-02 6.01E-01 0.395 39.506 0.583 58.333 0.180 18.036 3.607 0.209 20.870 4.174 0.188 18.827 849_4 Check manually Open Sea Intergenic
chr4 63,009,243 2.88E-02 1.07E-03 0.375 37.500 0.612 61.224 0.180 18.025 3.605 0.150 14.976 2.995 0.237 23.724 850_4 Check manually Open Sea Intron 1/14 Zfp618
chr4 63,009,254 3.40E-02 1.07E-03 0.683 68.254 0.849 84.906 0.104 10.373 2.075 0.080 8.039 1.608 0.167 16.652 850_4 Check manually Open Sea Intron 1/14 Zfp618
chr4 64,574,195 3.91E-02 1.07E-01 0.583 58.333 0.792 79.167 0.082 8.186 1.637 0.064 6.421 1.284 0.208 20.833 851_4 Check manually Open Sea Intergenic
chr4 64,574,219 1.16E-02 3.12E-02 0.179 17.857 0.511 51.111 0.418 41.841 8.368 0.141 14.118 2.824 0.333 33.254 851_4 CA Open Sea Intergenic
chr4 66,886,678 4.98E-02 4.98E-02 0.620 62.000 0.400 40.000 0.108 10.837 2.167 0.261 26.088 5.218 -0.220 -22.000 852_4 -- Open Sea Intergenic
chr4 66,887,189 2.99E-02 3.40E-01 0.286 28.571 0.609 60.870 0.212 21.223 4.245 0.287 28.745 5.749 0.323 32.298 852_4 TA Open Sea Intergenic
chr4 67,077,809 1.32E-02 4.99E-02 0.843 84.259 0.649 64.894 0.110 11.000 2.200 0.186 18.636 3.727 -0.194 -19.366 853_4 -- Open Sea Intergenic
chr4 67,077,819 2.62E-02 4.99E-02 0.858 85.849 0.720 72.043 0.093 9.291 1.858 0.205 20.482 4.096 -0.138 -13.806 853_4 -- Open Sea Intergenic
chr4 67,077,824 2.72E-02 4.99E-02 0.902 90.196 0.778 77.778 0.117 11.670 2.334 0.203 20.274 4.055 -0.124 -12.418 853_4 -- Open Sea Intergenic
chr4 69,289,699 4.21E-02 2.98E-03 0.439 43.860 0.660 66.038 0.206 20.625 4.125 0.274 27.399 5.480 0.222 22.178 854_4 -g Open Sea Intergenic
chr4 69,289,896 8.02E-03 1.79E-03 0.418 41.837 0.610 61.000 0.199 19.912 3.982 0.117 11.678 2.336 0.192 19.163 854_4 tg Open Sea Intergenic
chr4 69,525,873 2.34E-02 3.20E-01 0.800 80.000 0.619 61.905 0.115 11.451 2.290 0.111 11.083 2.217 -0.181 -18.095 855_4 ct Open Sea Intergenic
chr4 69,525,928 2.55E-02 3.20E-01 0.557 55.738 0.365 36.486 0.226 22.562 4.512 0.100 9.964 1.993 -0.193 -19.251 855_4 ag Open Sea Intergenic
chr4 70,641,366 5.46E-03 1.24E-01 0.875 87.500 0.656 65.574 0.078 7.795 1.559 0.324 32.409 6.482 -0.219 -21.926 856_4 -- Open Sea Intergenic
chr4 70,641,725 3.55E-03 3.55E-03 0.324 32.353 0.688 68.750 0.178 17.805 3.561 0.177 17.746 3.549 0.364 36.397 856_4 -- Open Sea Intergenic
chr4 71,261,730 3.43E-02 8.05E-01 0.698 69.767 0.840 84.000 0.101 10.085 2.017 0.100 10.028 2.006 0.142 14.233 857_4 -- Open Sea Intergenic
chr4 71,262,311 3.10E-02 8.11E-02 0.868 86.842 0.643 64.286 0.102 10.212 2.042 0.156 15.635 3.127 -0.226 -22.556 857_4 -- Open Sea Intergenic
chr4 73,986,566 1.43E-02 6.05E-03 0.726 72.603 0.895 89.474 0.136 13.636 2.727 0.097 9.682 1.936 0.169 16.871 858_4 -- Open Sea Intergenic
chr4 73,986,788 4.15E-02 4.15E-02 0.556 55.556 0.762 76.190 0.094 9.437 1.887 0.162 16.217 3.243 0.206 20.635 858_4 -- Open Sea Intergenic
chr4 75,898,653 2.42E-02 4.02E-03 0.908 90.826 0.803 80.342 0.047 4.735 0.947 0.134 13.381 2.676 -0.105 -10.484 859_4 -- Open Sea Intergenic
chr4 75,898,773 3.64E-02 4.02E-03 0.575 57.471 0.411 41.053 0.219 21.878 4.376 0.133 13.263 2.653 -0.164 -16.419 859_4 -- Open Sea Intergenic
chr4 77,614,645 1.55E-02 3.00E-03 0.125 12.500 0.435 43.478 0.204 20.412 4.082 0.207 20.736 4.147 0.310 30.978 860_4 CC Open Sea Intergenic



chr4 77,614,657 3.03E-02 3.00E-03 0.227 22.727 0.560 56.000 0.252 25.210 5.042 0.272 27.244 5.449 0.333 33.273 860_4 CT Open Sea Intergenic
chr4 78,195,767 2.62E-02 1.37E-01 0.658 65.789 0.875 87.500 0.185 18.546 3.709 0.089 8.884 1.777 0.217 21.711 861_4 -- Open Sea Intergenic
chr4 78,195,831 2.51E-02 6.25E-02 0.615 61.538 0.830 82.979 0.139 13.927 2.785 0.073 7.298 1.460 0.214 21.440 861_4 -- Open Sea Intergenic
chr4 81,495,734 4.86E-02 1.89E-02 0.882 88.235 0.725 72.549 0.096 9.575 1.915 0.216 21.625 4.325 -0.157 -15.686 862_4 -- Open Sea Intergenic
chr4 81,495,983 4.10E-02 1.58E-02 0.667 66.667 0.796 79.630 0.046 4.615 0.923 0.087 8.683 1.737 0.130 12.963 862_4 -- Open Sea Intergenic
chr4 82,685,170 3.94E-02 5.75E-02 0.850 85.000 0.745 74.545 0.072 7.180 1.436 0.087 8.654 1.731 -0.105 -10.455 863_4 -- Open Sea Intergenic
chr4 82,685,198 1.70E-02 5.75E-02 0.856 85.612 0.735 73.504 0.085 8.502 1.700 0.099 9.907 1.981 -0.121 -12.107 863_4 AA Open Sea Intergenic
chr4 89,087,291 4.81E-02 2.64E-02 0.840 84.000 0.611 61.111 0.205 20.497 4.099 0.214 21.382 4.276 -0.229 -22.889 864_4 Check manually Open Sea Intergenic
chr4 89,087,349 1.95E-02 2.51E-02 0.478 47.826 0.789 78.947 0.262 26.169 5.234 0.205 20.514 4.103 0.311 31.121 864_4 Check manually Open Sea Intergenic
chr4 90,314,942 2.01E-02 4.84E-02 0.692 69.231 0.900 90.000 0.170 16.979 3.396 0.085 8.526 1.705 0.208 20.769 865_4 -- Open Sea Intergenic
chr4 90,315,208 2.68E-02 8.35E-03 0.533 53.333 0.800 80.000 0.251 25.057 5.011 0.193 19.286 3.857 0.267 26.667 865_4 -- Open Sea Intergenic
chr4 91,942,301 3.40E-02 3.99E-03 0.889 88.889 0.754 75.362 0.120 12.004 2.401 0.057 5.743 1.149 -0.135 -13.527 866_4 Check manually Open Sea Intergenic
chr4 91,942,307 1.80E-02 3.99E-03 0.853 85.333 0.688 68.831 0.107 10.671 2.134 0.034 3.395 0.679 -0.165 -16.502 866_4 Check manually Open Sea Intergenic
chr4 93,945,706 2.00E-02 1.50E-03 0.886 88.636 0.682 68.182 0.093 9.319 1.864 0.175 17.485 3.497 -0.205 -20.455 867_4 -- Open Sea Intergenic
chr4 93,945,890 2.21E-02 2.09E-03 0.795 79.487 0.500 50.000 0.222 22.186 4.437 0.173 17.324 3.465 -0.295 -29.487 867_4 -G Open Sea Intergenic
chr4 94,416,331 1.90E-02 3.30E-02 0.321 32.143 0.667 66.667 0.392 39.164 7.833 0.236 23.617 4.723 0.345 34.524 868_4 TA Open Sea Intergenic
chr4 94,416,377 1.65E-02 3.00E-02 0.231 23.077 0.591 59.091 0.164 16.369 3.274 0.315 31.526 6.305 0.360 36.014 868_4 TG Open Sea Intergenic
chr4 96,558,003 2.41E-02 7.07E-02 0.590 58.974 0.821 82.051 0.103 10.296 2.059 0.159 15.894 3.179 0.231 23.077 869_4 -- Open Sea Intergenic
chr4 96,558,540 4.64E-02 4.64E-02 0.696 69.643 0.850 85.000 0.207 20.731 4.146 0.090 8.973 1.795 0.154 15.357 869_4 -- Open Sea Intergenic
chr4 97,050,862 2.97E-02 2.32E-01 0.577 57.692 0.846 84.615 0.228 22.788 4.558 0.144 14.436 2.887 0.269 26.923 870_4 TA Open Sea Intergenic
chr4 97,050,931 9.67E-03 2.32E-01 0.400 40.000 0.800 80.000 0.232 23.185 4.637 0.273 27.274 5.455 0.400 40.000 870_4 AG Open Sea Intergenic
chr4 98,437,226 1.67E-02 1.98E-04 0.813 81.250 0.483 48.276 0.207 20.737 4.147 0.304 30.351 6.070 -0.330 -32.974 871_4 -- Open Sea Intron 11/43 Patj
chr4 98,437,226 1.67E-02 1.98E-04 0.813 81.250 0.483 48.276 0.207 20.737 4.147 0.304 30.351 6.070 -0.330 -32.974 871_4 -- Open Sea Intron 11/14 Patj
chr4 98,437,247 1.77E-02 1.98E-04 0.750 75.000 0.429 42.857 0.169 16.851 3.370 0.211 21.076 4.215 -0.321 -32.143 871_4 AG Open Sea Intron 11/43 Patj
chr4 98,437,247 1.77E-02 1.98E-04 0.750 75.000 0.429 42.857 0.169 16.851 3.370 0.211 21.076 4.215 -0.321 -32.143 871_4 AG Open Sea Intron 11/14 Patj
chr4 99,005,158 8.01E-03 4.06E-04 0.340 34.000 0.628 62.791 0.167 16.715 3.343 0.184 18.401 3.680 0.288 28.791 872_4 Check manually Open Sea Intron 20/48 Dock7
chr4 99,005,158 8.01E-03 4.06E-04 0.340 34.000 0.628 62.791 0.167 16.715 3.343 0.184 18.401 3.680 0.288 28.791 872_4 Check manually Open Sea Intron 6/34 Dock7
chr4 99,005,158 8.01E-03 4.06E-04 0.340 34.000 0.628 62.791 0.167 16.715 3.343 0.184 18.401 3.680 0.288 28.791 872_4 Check manually Open Sea Intron 20/47 Dock7
chr4 99,005,194 1.33E-02 3.13E-04 0.290 29.032 0.519 51.923 0.200 20.005 4.001 0.032 3.169 0.634 0.229 22.891 872_4 CT Open Sea Intron 20/48 Dock7
chr4 99,005,194 1.33E-02 3.13E-04 0.290 29.032 0.519 51.923 0.200 20.005 4.001 0.032 3.169 0.634 0.229 22.891 872_4 CT Open Sea Intron 6/34 Dock7
chr4 99,005,194 1.33E-02 3.13E-04 0.290 29.032 0.519 51.923 0.200 20.005 4.001 0.032 3.169 0.634 0.229 22.891 872_4 CT Open Sea Intron 20/47 Dock7
chr4 104,302,715 1.62E-02 2.88E-03 0.551 55.102 0.782 78.182 0.138 13.824 2.765 0.189 18.898 3.780 0.231 23.080 873_4 -- Open Sea Intergenic
chr4 104,302,767 1.87E-02 2.88E-03 0.511 51.064 0.727 72.727 0.088 8.831 1.766 0.147 14.678 2.936 0.217 21.663 873_4 -- Open Sea Intergenic
chr4 104,303,051 4.49E-02 3.39E-02 0.670 67.045 0.810 81.013 0.229 22.943 4.589 0.116 11.645 2.329 0.140 13.967 873_4 ag Open Sea Intergenic
chr4 104,842,508 4.01E-02 5.56E-02 0.872 87.179 0.683 68.293 0.107 10.714 2.143 0.130 12.966 2.593 -0.189 -18.887 874_4 Check manually Open Sea Intergenic
chr4 104,842,616 1.15E-02 8.56E-02 0.500 50.000 0.773 77.273 0.272 27.176 5.435 0.126 12.610 2.522 0.273 27.273 874_4 AA Open Sea Intergenic
chr4 105,718,115 4.79E-02 1.08E-01 0.320 32.000 0.609 60.870 0.336 33.564 6.713 0.311 31.060 6.212 0.289 28.870 875_4 TA Open Sea Intergenic
chr4 105,718,439 2.21E-02 9.90E-02 0.227 22.727 0.529 52.941 0.097 9.725 1.945 0.156 15.590 3.118 0.302 30.214 875_4 Check manually Open Sea Intergenic
chr4 106,289,157 4.01E-02 8.48E-03 0.451 45.098 0.617 61.728 0.122 12.172 2.434 0.103 10.260 2.052 0.166 16.630 876_4 -- Open Sea Intergenic
chr4 106,289,165 3.14E-02 8.48E-03 0.433 43.269 0.640 64.045 0.121 12.077 2.415 0.193 19.285 3.857 0.208 20.776 876_4 -- Open Sea Intergenic
chr4 107,586,370 1.58E-02 6.12E-02 0.542 54.167 0.839 83.871 0.277 27.750 5.550 0.117 11.660 2.332 0.297 29.704 877_4 -- Open Sea Intergenic
chr4 107,586,685 4.33E-02 4.92E-01 0.714 71.429 0.400 40.000 0.208 20.818 4.164 0.296 29.590 5.918 -0.314 -31.429 877_4 -- Open Sea Intergenic
chr4 110,284,431 9.50E-04 2.50E-04 0.222 22.222 0.703 70.270 0.389 38.879 7.776 0.197 19.711 3.942 0.480 48.048 878_4 TG Open Sea Intron 1/6 Elavl4
chr4 110,284,431 9.50E-04 2.50E-04 0.222 22.222 0.703 70.270 0.389 38.879 7.776 0.197 19.711 3.942 0.480 48.048 878_4 TG Open Sea Intron 1/6 Elavl4
chr4 110,284,431 9.50E-04 2.50E-04 0.222 22.222 0.703 70.270 0.389 38.879 7.776 0.197 19.711 3.942 0.480 48.048 878_4 TG Open Sea Intron 1/6 Elavl4
chr4 110,284,431 9.50E-04 2.50E-04 0.222 22.222 0.703 70.270 0.389 38.879 7.776 0.197 19.711 3.942 0.480 48.048 878_4 TG Open Sea Intron 1/6 Elavl4
chr4 110,284,431 9.50E-04 2.50E-04 0.222 22.222 0.703 70.270 0.389 38.879 7.776 0.197 19.711 3.942 0.480 48.048 878_4 TG Open Sea Intron 1/6 Elavl4
chr4 110,284,431 9.50E-04 2.50E-04 0.222 22.222 0.703 70.270 0.389 38.879 7.776 0.197 19.711 3.942 0.480 48.048 878_4 TG Open Sea Intron 1/1 Elavl4
chr4 110,285,087 3.92E-02 3.92E-02 0.125 12.500 0.316 31.579 0.100 10.000 2.000 0.179 17.879 3.576 0.191 19.079 878_4 CG nearby Open Sea Intron 1/6 Elavl4
chr4 110,285,087 3.92E-02 3.92E-02 0.125 12.500 0.316 31.579 0.100 10.000 2.000 0.179 17.879 3.576 0.191 19.079 878_4 CG nearby Open Sea Intron 1/6 Elavl4
chr4 110,285,087 3.92E-02 3.92E-02 0.125 12.500 0.316 31.579 0.100 10.000 2.000 0.179 17.879 3.576 0.191 19.079 878_4 CG nearby Open Sea Intron 1/6 Elavl4
chr4 110,285,087 3.92E-02 3.92E-02 0.125 12.500 0.316 31.579 0.100 10.000 2.000 0.179 17.879 3.576 0.191 19.079 878_4 CG nearby Open Sea Intron 1/6 Elavl4
chr4 110,285,087 3.92E-02 3.92E-02 0.125 12.500 0.316 31.579 0.100 10.000 2.000 0.179 17.879 3.576 0.191 19.079 878_4 CG nearby Open Sea Intron 1/6 Elavl4
chr4 110,285,087 3.92E-02 3.92E-02 0.125 12.500 0.316 31.579 0.100 10.000 2.000 0.179 17.879 3.576 0.191 19.079 878_4 CG nearby Open Sea Intron 1/1 Elavl4
chr4 112,714,046 3.36E-02 6.67E-02 0.825 82.456 0.648 64.815 0.123 12.321 2.464 0.175 17.545 3.509 -0.176 -17.641 879_4 -- Open Sea Intergenic
chr4 112,714,882 8.46E-03 8.46E-03 0.740 74.000 0.429 42.857 0.189 18.890 3.778 0.172 17.233 3.447 -0.311 -31.143 879_4 -- Open Sea Intergenic
chr4 112,856,230 1.32E-02 4.67E-02 0.483 48.276 0.840 84.000 0.299 29.884 5.977 0.206 20.563 4.113 0.357 35.724 880_4 -- Open Sea Intergenic
chr4 112,856,589 2.34E-02 1.55E-02 0.568 56.757 0.824 82.353 0.330 32.998 6.600 0.119 11.911 2.382 0.256 25.596 880_4 -- Open Sea Intergenic
chr4 120,338,973 4.39E-04 8.56E-05 0.169 16.883 0.446 44.615 0.081 8.068 1.614 0.083 8.349 1.670 0.277 27.732 881_4 -- Open Sea Intergenic
chr4 120,338,978 6.28E-03 8.56E-05 0.167 16.667 0.393 39.344 0.111 11.145 2.229 0.107 10.730 2.146 0.227 22.678 881_4 -- Open Sea Intergenic
chr4 120,338,980 2.21E-02 8.56E-05 0.304 30.435 0.532 53.226 0.157 15.745 3.149 0.209 20.865 4.173 0.228 22.791 881_4 -- Open Sea Intergenic
chr4 121,049,104 4.92E-02 2.86E-01 0.643 64.286 0.818 81.818 0.311 31.067 6.213 0.258 25.811 5.162 0.175 17.532 882_4 -- Open Sea Intron 16/31 Col9a2
chr4 121,049,348 1.44E-02 7.98E-01 0.542 54.167 0.833 83.333 0.286 28.587 5.717 0.124 12.363 2.473 0.292 29.167 882_4 -- Open Sea Intron 16/31 Col9a2
chr4 121,065,893 4.88E-02 1.35E-03 0.333 33.333 0.600 60.000 0.104 10.375 2.075 0.212 21.160 4.232 0.267 26.667 883_4 CA Open Sea Exon 9/10 Zmpste24
chr4 121,065,910 5.07E-03 1.35E-03 0.130 13.043 0.531 53.125 0.415 41.500 8.300 0.113 11.307 2.261 0.401 40.082 883_4 CG Open Sea Exon 9/10 Zmpste24
chr4 121,228,203 3.63E-02 3.85E-03 0.714 71.429 0.864 86.441 0.070 6.957 1.391 0.091 9.057 1.811 0.150 15.012 884_4 -- Open Sea Intergenic
chr4 121,228,240 2.08E-02 3.85E-03 0.180 18.033 0.386 38.636 0.135 13.534 2.707 0.118 11.815 2.363 0.206 20.604 884_4 -- Open Sea Intergenic
chr4 126,779,780 1.61E-02 5.21E-03 0.211 21.053 0.556 55.556 0.123 12.342 2.468 0.283 28.311 5.662 0.345 34.503 885_4 CA Open Sea Intron 2/20 AU040320
chr4 126,779,780 1.61E-02 5.21E-03 0.211 21.053 0.556 55.556 0.123 12.342 2.468 0.283 28.311 5.662 0.345 34.503 885_4 CA Open Sea Intron 2/2 AU040320
chr4 126,779,847 2.99E-02 2.60E-02 0.258 25.806 0.538 53.846 0.202 20.201 4.040 0.172 17.180 3.436 0.280 28.040 885_4 TA Open Sea Intron 2/20 AU040320
chr4 126,779,847 2.99E-02 2.60E-02 0.258 25.806 0.538 53.846 0.202 20.201 4.040 0.172 17.180 3.436 0.280 28.040 885_4 TA Open Sea Intron 2/2 AU040320
chr4 136,404,668 2.85E-02 3.68E-01 0.520 52.000 0.818 81.818 0.181 18.102 3.620 0.126 12.638 2.528 0.298 29.818 886_4 AA Open Sea Intergenic
chr4 136,404,803 3.97E-02 3.65E-02 0.429 42.857 0.714 71.429 0.372 37.198 7.440 0.230 22.959 4.592 0.286 28.571 886_4 TT Open Sea Intergenic
chr4 140,422,586 1.32E-02 1.78E-01 0.346 34.646 0.211 21.127 0.035 3.500 0.700 0.062 6.233 1.247 -0.135 -13.519 887_4 Check manually Open Sea Intergenic
chr4 140,422,881 3.63E-03 1.05E-01 0.563 56.277 0.414 41.353 0.068 6.845 1.369 0.075 7.464 1.493 -0.149 -14.924 887_4 -- Open Sea Intergenic
chr4 142,089,104 3.39E-02 4.57E-03 0.875 87.500 0.552 55.172 0.204 20.441 4.088 0.398 39.765 7.953 -0.323 -32.328 888_4 CA Open Sea false intergenic Tmem51os1
chr4 142,089,160 1.12E-02 6.96E-04 0.800 80.000 0.537 53.659 0.188 18.788 3.758 0.261 26.132 5.226 -0.263 -26.341 888_4 CG nearby Open Sea false intergenic Tmem51os1
chr4 150,214,428 1.34E-02 1.42E-04 0.737 73.684 0.509 50.943 0.349 34.934 6.987 0.098 9.825 1.965 -0.227 -22.741 889_4 -- Open Sea Intergenic
chr4 150,214,437 3.19E-03 1.42E-04 0.694 69.355 0.400 40.000 0.352 35.242 7.048 0.082 8.235 1.647 -0.294 -29.355 889_4 -- Open Sea Intergenic
chr4 150,927,256 3.54E-02 1.02E-02 0.413 41.304 0.260 25.974 0.131 13.111 2.622 0.084 8.379 1.676 -0.153 -15.330 890_4 -- Open Sea Intron 1/6 Tnfrsf9
chr4 150,927,274 3.75E-02 2.13E-02 0.282 28.155 0.157 15.730 0.180 18.015 3.603 0.036 3.570 0.714 -0.124 -12.425 890_4 Check manually Open Sea Intron 1/6 Tnfrsf9
chr4 151,422,795 2.52E-02 6.46E-05 0.135 13.514 0.379 37.931 0.126 12.630 2.526 0.222 22.183 4.437 0.244 24.418 891_4 CG Open Sea Intergenic
chr4 151,422,811 1.01E-02 6.46E-05 0.129 12.903 0.429 42.857 0.115 11.469 2.294 0.230 22.992 4.598 0.300 29.954 891_4 CA Open Sea Intergenic
chr4 151,422,816 2.01E-02 6.46E-05 0.133 13.333 0.417 41.667 0.126 12.566 2.513 0.233 23.286 4.657 0.283 28.333 891_4 CG nearby Open Sea Intergenic
chr5 3,082,069 4.61E-02 1.98E-02 0.583 58.333 0.813 81.250 0.233 23.335 4.667 0.171 17.068 3.414 0.229 22.917 892_5 -- Open Sea Intergenic
chr5 3,082,634 1.28E-02 1.28E-02 0.663 66.279 0.844 84.416 0.124 12.383 2.477 0.109 10.878 2.176 0.181 18.137 892_5 -- Open Sea Intergenic
chr5 5,683,032 5.37E-03 2.64E-02 0.458 45.833 0.811 81.081 0.278 27.827 5.565 0.115 11.503 2.301 0.352 35.248 893_5 CG nearby Open Sea Exon 3/6 Steap2
chr5 5,683,032 5.37E-03 2.64E-02 0.458 45.833 0.811 81.081 0.278 27.827 5.565 0.115 11.503 2.301 0.352 35.248 893_5 CG nearby Open Sea Exon 2/5 Steap2
chr5 5,683,032 5.37E-03 2.64E-02 0.458 45.833 0.811 81.081 0.278 27.827 5.565 0.115 11.503 2.301 0.352 35.248 893_5 CG nearby Open Sea Exon 3/6 Steap2
chr5 5,683,032 5.37E-03 2.64E-02 0.458 45.833 0.811 81.081 0.278 27.827 5.565 0.115 11.503 2.301 0.352 35.248 893_5 CG nearby Open Sea Exon 3/6 Steap2
chr5 5,683,032 5.37E-03 2.64E-02 0.458 45.833 0.811 81.081 0.278 27.827 5.565 0.115 11.503 2.301 0.352 35.248 893_5 CG nearby Open Sea Exon 3/6 Steap2
chr5 5,683,032 5.37E-03 2.64E-02 0.458 45.833 0.811 81.081 0.278 27.827 5.565 0.115 11.503 2.301 0.352 35.248 893_5 CG nearby Open Sea 5'UTR Steap2
chr5 5,683,175 2.04E-02 1.95E-04 0.209 20.930 0.450 45.000 0.148 14.847 2.969 0.185 18.480 3.696 0.241 24.070 893_5 CA Open Sea Intron 2/5 Steap2
chr5 5,683,175 2.04E-02 1.95E-04 0.209 20.930 0.450 45.000 0.148 14.847 2.969 0.185 18.480 3.696 0.241 24.070 893_5 CA Open Sea Intron 1/4 Steap2
chr5 5,683,175 2.04E-02 1.95E-04 0.209 20.930 0.450 45.000 0.148 14.847 2.969 0.185 18.480 3.696 0.241 24.070 893_5 CA Open Sea Intron 2/5 Steap2
chr5 5,683,175 2.04E-02 1.95E-04 0.209 20.930 0.450 45.000 0.148 14.847 2.969 0.185 18.480 3.696 0.241 24.070 893_5 CA Open Sea Intron 2/5 Steap2
chr5 5,683,175 2.04E-02 1.95E-04 0.209 20.930 0.450 45.000 0.148 14.847 2.969 0.185 18.480 3.696 0.241 24.070 893_5 CA Open Sea Intron 2/5 Steap2
chr5 5,683,175 2.04E-02 1.95E-04 0.209 20.930 0.450 45.000 0.148 14.847 2.969 0.185 18.480 3.696 0.241 24.070 893_5 CA Open Sea TSS 200 Steap2
chr5 6,438,645 6.04E-03 2.76E-02 0.837 83.721 0.578 57.813 0.188 18.804 3.761 0.136 13.606 2.721 -0.259 -25.908 894_5 CG nearby Open Sea Intergenic
chr5 6,438,980 4.51E-02 1.27E-01 0.773 77.273 0.609 60.938 0.176 17.623 3.525 0.128 12.840 2.568 -0.163 -16.335 894_5 CA Open Sea Intergenic
chr5 7,502,221 3.07E-02 2.95E-03 0.571 57.143 0.754 75.410 0.061 6.070 1.214 0.138 13.767 2.753 0.183 18.267 895_5 -- Open Sea Intergenic
chr5 7,502,342 2.10E-02 2.95E-03 0.264 26.389 0.449 44.928 0.028 2.831 0.566 0.164 16.401 3.280 0.185 18.539 895_5 -- Open Sea Intergenic
chr5 7,502,832 3.38E-02 2.82E-02 0.767 76.667 0.385 38.462 0.282 28.229 5.646 0.389 38.943 7.789 -0.382 -38.205 895_5 -- Open Sea Intergenic
chr5 12,378,823 2.00E-02 1.81E-03 0.333 33.333 0.590 58.974 0.127 12.687 2.537 0.122 12.175 2.435 0.256 25.641 896_5 TT Open Sea Intergenic
chr5 12,378,881 1.27E-03 1.99E-03 0.219 21.875 0.654 65.385 0.189 18.946 3.789 0.192 19.235 3.847 0.435 43.510 896_5 CA Open Sea Intergenic
chr5 13,022,320 1.51E-02 3.08E-04 0.192 19.231 0.405 40.541 0.160 16.014 3.203 0.198 19.821 3.964 0.213 21.310 897_5 Check manually Open Sea Intergenic
chr5 13,022,400 1.63E-02 3.08E-04 0.161 16.129 0.413 41.304 0.205 20.485 4.097 0.141 14.063 2.813 0.252 25.175 897_5 tg Open Sea Intergenic
chr5 13,147,615 4.94E-02 6.35E-01 0.846 84.615 0.619 61.905 0.121 12.088 2.418 0.274 27.422 5.484 -0.227 -22.711 898_5 TG Open Sea Intergenic
chr5 13,148,042 4.61E-02 4.61E-02 0.585 58.462 0.754 75.439 0.095 9.488 1.898 0.125 12.506 2.501 0.170 16.977 898_5 -G Open Sea Intergenic



chr5 14,998,275 3.27E-02 8.63E-01 0.764 76.364 0.500 50.000 0.133 13.274 2.655 0.355 35.521 7.104 -0.264 -26.364 899_5 -- Open Sea Intergenic
chr5 14,998,300 2.85E-02 8.63E-01 0.543 54.348 0.286 28.571 0.256 25.559 5.112 0.192 19.185 3.837 -0.258 -25.776 899_5 -- Open Sea Intergenic
chr5 15,043,597 2.19E-02 2.45E-01 0.688 68.831 0.512 51.163 0.329 32.866 6.573 0.084 8.383 1.677 -0.177 -17.668 900_5 -- Open Sea Intergenic
chr5 15,043,938 3.74E-02 5.01E-01 0.521 52.083 0.704 70.370 0.267 26.744 5.349 0.118 11.841 2.368 0.183 18.287 900_5 -- Open Sea Intergenic
chr5 15,514,219 2.59E-02 2.21E-01 0.630 63.043 0.825 82.456 0.298 29.790 5.958 0.125 12.530 2.506 0.194 19.413 901_5 -- Open Sea Intergenic
chr5 15,514,700 1.77E-02 2.69E-01 0.511 51.136 0.707 70.690 0.132 13.180 2.636 0.133 13.348 2.670 0.196 19.553 901_5 -- Open Sea Intergenic
chr5 15,547,766 1.80E-02 7.75E-01 0.694 69.355 0.867 86.667 0.123 12.305 2.461 0.068 6.764 1.353 0.173 17.312 902_5 -- Open Sea Intergenic
chr5 15,548,654 4.14E-02 6.75E-02 0.471 47.059 0.750 75.000 0.282 28.219 5.644 0.235 23.534 4.707 0.279 27.941 902_5 -- Open Sea Intergenic
chr5 16,782,684 1.65E-02 1.65E-02 0.600 60.000 0.820 82.000 0.182 18.215 3.643 0.228 22.754 4.551 0.220 22.000 903_5 CA Open Sea Intergenic
chr5 16,783,029 4.69E-02 5.42E-02 0.400 40.000 0.679 67.857 0.300 30.030 6.006 0.287 28.725 5.745 0.279 27.857 903_5 CC Open Sea Intergenic
chr5 21,156,758 2.27E-02 1.00E-03 0.214 21.429 0.548 54.839 0.230 23.032 4.606 0.302 30.228 6.046 0.334 33.410 904_5 -- Open Sea Intergenic
chr5 21,156,783 7.34E-04 5.06E-04 0.156 15.625 0.613 61.290 0.082 8.249 1.650 0.202 20.219 4.044 0.457 45.665 904_5 -- Open Sea Intergenic
chr5 26,971,679 8.41E-03 7.91E-03 0.429 42.857 0.783 78.261 0.252 25.157 5.031 0.187 18.702 3.740 0.354 35.404 905_5 ta Open Sea Intergenic
chr5 26,971,700 4.32E-02 1.31E-02 0.424 42.424 0.750 75.000 0.252 25.165 5.033 0.283 28.349 5.670 0.326 32.576 905_5 -a Open Sea Intergenic
chr5 30,510,419 3.80E-02 2.13E-01 0.872 87.179 0.681 68.085 0.204 20.440 4.088 0.146 14.579 2.916 -0.191 -19.094 906_5 CA Open Sea Intergenic
chr5 30,511,083 4.32E-02 5.30E-01 0.400 40.000 0.625 62.500 0.280 28.002 5.600 0.229 22.850 4.570 0.225 22.500 906_5 -- Open Sea Intergenic
chr5 36,694,711 4.93E-03 2.04E-01 0.148 14.815 0.524 52.381 0.141 14.147 2.829 0.126 12.605 2.521 0.376 37.566 907_5 -- N Shore Intron 1/8 D5Ertd579e
chr5 36,694,711 4.93E-03 2.04E-01 0.148 14.815 0.524 52.381 0.141 14.147 2.829 0.126 12.605 2.521 0.376 37.566 907_5 -- N Shore Intron 1/1 D5Ertd579e
chr5 36,694,713 3.29E-03 2.04E-01 0.185 18.519 0.591 59.091 0.159 15.947 3.189 0.217 21.679 4.336 0.406 40.572 907_5 -- N Shore Intron 1/8 D5Ertd579e
chr5 36,694,713 3.29E-03 2.04E-01 0.185 18.519 0.591 59.091 0.159 15.947 3.189 0.217 21.679 4.336 0.406 40.572 907_5 -- N Shore Intron 1/1 D5Ertd579e
chr5 41,879,730 3.35E-02 2.74E-04 0.500 50.000 0.778 77.778 0.258 25.821 5.164 0.212 21.189 4.238 0.278 27.778 908_5 -- Open Sea Intergenic
chr5 41,879,815 4.76E-02 5.50E-04 0.753 75.342 0.889 88.889 0.138 13.825 2.765 0.079 7.869 1.574 0.135 13.546 908_5 -- Open Sea Intergenic
chr5 41,879,867 2.35E-02 6.07E-04 0.608 60.811 0.797 79.730 0.112 11.155 2.231 0.113 11.324 2.265 0.189 18.919 908_5 -- Open Sea Intergenic
chr5 42,989,559 6.16E-03 1.70E-03 0.207 20.690 0.739 73.913 0.178 17.799 3.560 0.274 27.386 5.477 0.532 53.223 909_5 ag Open Sea Intergenic
chr5 42,989,589 1.83E-02 7.22E-04 0.276 27.586 0.643 64.286 0.224 22.438 4.488 0.247 24.714 4.943 0.367 36.700 909_5 ca Open Sea Intergenic
chr5 47,363,718 3.59E-02 3.55E-03 0.822 82.203 0.709 70.866 0.108 10.817 2.163 0.139 13.854 2.771 -0.113 -11.337 910_5 -- Open Sea Intergenic
chr5 47,363,832 2.11E-02 3.55E-03 0.396 39.623 0.618 61.818 0.285 28.517 5.703 0.196 19.598 3.920 0.222 22.196 910_5 C- Open Sea Intergenic
chr5 47,404,804 2.70E-02 4.55E-03 0.667 66.667 0.846 84.615 0.030 3.048 0.610 0.158 15.756 3.151 0.179 17.949 911_5 -- Open Sea Intergenic
chr5 47,404,835 3.35E-02 4.55E-03 0.696 69.643 0.857 85.714 0.047 4.676 0.935 0.097 9.679 1.936 0.161 16.071 911_5 -- Open Sea Intergenic
chr5 51,899,525 1.06E-02 5.86E-01 0.349 34.921 0.603 60.345 0.369 36.923 7.385 0.208 20.754 4.151 0.254 25.424 912_5 CG nearby Open Sea Intergenic
chr5 51,899,530 1.65E-02 5.86E-01 0.323 32.258 0.638 63.793 0.383 38.295 7.659 0.307 30.747 6.149 0.315 31.535 912_5 CG nearby Open Sea Intergenic
chr5 55,586,064 1.16E-02 9.83E-02 0.852 85.185 0.538 53.846 0.089 8.893 1.779 0.251 25.115 5.023 -0.313 -31.339 913_5 -- Open Sea Intergenic
chr5 55,586,855 3.64E-02 1.32E-01 0.491 49.091 0.696 69.565 0.248 24.842 4.968 0.098 9.755 1.951 0.205 20.474 913_5 -- Open Sea Intergenic
chr5 56,002,432 3.18E-02 3.72E-03 0.816 81.579 0.581 58.065 0.393 39.291 7.858 0.178 17.849 3.570 -0.235 -23.514 914_5 -- Open Sea Intergenic
chr5 56,002,495 2.47E-02 3.72E-03 0.824 82.353 0.650 65.000 0.101 10.116 2.023 0.091 9.068 1.814 -0.174 -17.353 914_5 -- Open Sea Intergenic
chr5 56,005,575 1.16E-02 8.10E-03 0.867 86.667 0.634 63.415 0.115 11.467 2.293 0.118 11.825 2.365 -0.233 -23.252 915_5 TA Open Sea Intergenic
chr5 56,005,663 1.52E-02 8.10E-03 0.583 58.333 0.848 84.848 0.194 19.361 3.872 0.114 11.426 2.285 0.265 26.515 915_5 -- Open Sea Intergenic
chr5 56,275,387 3.74E-02 4.61E-03 0.128 12.766 0.347 34.694 0.125 12.490 2.498 0.169 16.862 3.372 0.219 21.928 916_5 TT Open Sea Intergenic
chr5 56,275,520 2.75E-02 1.10E-03 0.333 33.333 0.532 53.226 0.205 20.462 4.092 0.176 17.615 3.523 0.199 19.892 916_5 TG Open Sea Intergenic
chr5 57,308,696 4.91E-02 6.14E-03 0.619 61.905 0.500 50.000 0.046 4.594 0.919 0.069 6.901 1.380 -0.119 -11.905 917_5 gc Open Sea Intergenic
chr5 57,308,850 2.83E-02 6.14E-03 0.650 65.027 0.757 75.661 0.073 7.349 1.470 0.069 6.868 1.374 0.106 10.634 917_5 -- Open Sea Intergenic
chr5 59,546,739 2.76E-02 8.78E-02 0.513 51.282 0.736 73.585 0.259 25.906 5.181 0.141 14.063 2.813 0.223 22.303 918_5 -- Open Sea Intergenic
chr5 59,547,345 1.37E-02 1.37E-02 0.714 71.429 0.346 34.615 0.372 37.240 7.448 0.236 23.585 4.717 -0.368 -36.813 918_5 -- Open Sea Intergenic
chr5 61,164,091 1.88E-02 9.70E-03 0.357 35.714 0.647 64.706 0.176 17.587 3.517 0.253 25.326 5.065 0.290 28.992 919_5 Check manually Open Sea Intergenic
chr5 61,164,223 4.29E-02 2.66E-02 0.273 27.273 0.527 52.727 0.355 35.485 7.097 0.315 31.543 6.309 0.255 25.455 919_5 Check manually Open Sea Intergenic
chr5 62,886,997 4.59E-02 3.16E-02 0.301 30.137 0.462 46.154 0.106 10.611 2.122 0.119 11.939 2.388 0.160 16.017 920_5 -- Open Sea Intergenic
chr5 62,887,194 4.75E-02 7.91E-03 0.767 76.667 0.529 52.941 0.359 35.855 7.171 0.231 23.116 4.623 -0.237 -23.725 920_5 AG Open Sea Intergenic
chr5 63,240,861 1.73E-03 4.16E-02 0.838 83.803 0.650 65.041 0.078 7.777 1.555 0.076 7.607 1.521 -0.188 -18.762 921_5 -- Open Sea Intergenic
chr5 63,241,656 4.86E-02 6.30E-02 0.900 90.000 0.700 70.000 0.423 42.265 8.453 0.124 12.383 2.477 -0.200 -20.000 921_5 TA Open Sea Intergenic
chr5 63,275,767 3.75E-02 2.01E-01 0.360 36.000 0.625 62.500 0.399 39.922 7.984 0.193 19.326 3.865 0.265 26.500 922_5 -- Open Sea Intergenic
chr5 63,276,268 3.81E-02 3.81E-02 0.415 41.463 0.650 65.000 0.154 15.354 3.071 0.325 32.468 6.494 0.235 23.537 922_5 -- Open Sea Intergenic
chr5 64,959,314 2.12E-02 5.73E-03 0.724 72.414 0.400 40.000 0.385 38.531 7.706 0.283 28.322 5.664 -0.324 -32.414 923_5 TA Open Sea Intergenic
chr5 64,959,327 4.90E-02 1.90E-02 0.800 80.000 0.476 47.619 0.401 40.116 8.023 0.328 32.796 6.559 -0.324 -32.381 923_5 AC Open Sea Intergenic
chr5 65,889,613 2.74E-02 8.03E-03 0.750 75.000 0.452 45.161 0.394 39.354 7.871 0.145 14.453 2.891 -0.298 -29.839 924_5 TA Open Sea Intron 1/2 Rhoh
chr5 65,889,719 4.36E-03 1.20E-02 0.613 61.290 0.258 25.806 0.216 21.625 4.325 0.145 14.476 2.895 -0.355 -35.484 924_5 TA Open Sea Intron 1/2 Rhoh
chr5 67,621,851 4.80E-02 6.78E-02 0.884 88.372 0.703 70.270 0.084 8.367 1.673 0.217 21.731 4.346 -0.181 -18.102 925_5 CG nearby Open Sea 3'UTR Atp8a1
chr5 67,621,851 4.80E-02 6.78E-02 0.884 88.372 0.703 70.270 0.084 8.367 1.673 0.217 21.731 4.346 -0.181 -18.102 925_5 CG nearby Open Sea 3'UTR Atp8a1
chr5 67,621,886 3.35E-02 4.76E-02 0.833 83.333 0.618 61.765 0.117 11.682 2.336 0.139 13.916 2.783 -0.216 -21.569 925_5 CG nearby Open Sea 3'UTR Atp8a1
chr5 67,621,886 3.35E-02 4.76E-02 0.833 83.333 0.618 61.765 0.117 11.682 2.336 0.139 13.916 2.783 -0.216 -21.569 925_5 CG nearby Open Sea 3'UTR Atp8a1
chr5 68,733,439 5.16E-03 1.18E-05 0.179 17.857 0.439 43.860 0.083 8.315 1.663 0.148 14.848 2.970 0.260 26.003 926_5 TA Open Sea Intergenic
chr5 68,733,607 1.79E-02 2.18E-05 0.222 22.222 0.542 54.167 0.168 16.771 3.354 0.164 16.375 3.275 0.319 31.944 926_5 AT Open Sea Intergenic
chr5 69,260,245 3.72E-02 3.72E-02 0.744 74.419 0.525 52.500 0.176 17.596 3.519 0.235 23.484 4.697 -0.219 -21.919 927_5 CA Open Sea Intergenic
chr5 69,260,589 3.21E-02 5.81E-03 0.584 58.427 0.795 79.518 0.230 22.991 4.598 0.033 3.285 0.657 0.211 21.091 927_5 CT Open Sea Intergenic
chr5 69,630,570 3.69E-02 5.95E-03 0.761 76.056 0.600 60.000 0.097 9.682 1.936 0.053 5.310 1.062 -0.161 -16.056 928_5 -- Open Sea Intergenic
chr5 69,630,692 1.38E-02 8.62E-02 0.792 79.195 0.669 66.854 0.090 9.002 1.800 0.069 6.949 1.390 -0.123 -12.341 928_5 -- Open Sea Intergenic
chr5 69,697,507 9.46E-03 4.73E-01 0.875 87.500 0.634 63.415 0.412 41.240 8.248 0.154 15.415 3.083 -0.241 -24.085 929_5 -- Open Sea Intergenic
chr5 69,697,701 4.78E-02 9.62E-01 0.744 74.359 0.581 58.065 0.107 10.738 2.148 0.096 9.602 1.920 -0.163 -16.294 929_5 -- Open Sea Intergenic
chr5 71,096,878 1.43E-02 5.60E-03 0.700 70.000 0.333 33.333 0.217 21.679 4.336 0.192 19.166 3.833 -0.367 -36.667 930_5 TG S Shore Intergenic
chr5 71,096,892 6.04E-03 5.60E-03 0.792 79.167 0.360 36.000 0.156 15.590 3.118 0.299 29.918 5.984 -0.432 -43.167 930_5 CG S Shore Intergenic
chr5 71,172,366 4.72E-02 3.33E-01 0.852 85.185 0.621 62.069 0.137 13.682 2.736 0.092 9.250 1.850 -0.231 -23.116 931_5 TA Open Sea Intergenic
chr5 71,172,662 1.59E-02 1.62E-01 0.267 26.667 0.581 58.065 0.348 34.841 6.968 0.154 15.409 3.082 0.314 31.398 931_5 TC Open Sea Intergenic
chr5 78,431,819 3.43E-03 3.43E-03 0.857 85.714 0.569 56.863 0.117 11.737 2.347 0.137 13.665 2.733 -0.289 -28.852 932_5 -- Open Sea Intergenic
chr5 78,432,576 2.72E-02 3.44E-01 0.865 86.486 0.613 61.290 0.276 27.611 5.522 0.207 20.745 4.149 -0.252 -25.196 932_5 -- Open Sea Intergenic
chr5 79,697,973 1.62E-03 4.35E-05 0.176 17.647 0.611 61.111 0.182 18.229 3.646 0.190 19.043 3.809 0.435 43.464 933_5 -- Open Sea Intergenic
chr5 79,697,983 1.82E-02 4.35E-05 0.235 23.529 0.528 52.778 0.134 13.395 2.679 0.185 18.499 3.700 0.292 29.248 933_5 -- Open Sea Intergenic
chr5 79,936,691 3.87E-02 2.70E-04 0.474 47.436 0.661 66.129 0.173 17.280 3.456 0.089 8.925 1.785 0.187 18.693 934_5 -- Open Sea Intergenic
chr5 79,936,756 3.73E-03 2.70E-04 0.400 40.000 0.773 77.273 0.239 23.934 4.787 0.163 16.317 3.263 0.373 37.273 934_5 -- Open Sea Intergenic
chr5 81,547,406 1.65E-02 1.66E-03 0.304 30.435 0.667 66.667 0.099 9.903 1.981 0.315 31.480 6.296 0.362 36.232 935_5 Check manually Open Sea Intergenic
chr5 81,547,448 1.65E-02 1.66E-03 0.120 12.000 0.429 42.857 0.081 8.070 1.614 0.304 30.379 6.076 0.309 30.857 935_5 -- Open Sea Intergenic
chr5 83,897,430 1.05E-02 4.68E-02 0.718 71.845 0.870 86.957 0.136 13.572 2.714 0.083 8.267 1.653 0.151 15.112 936_5 CA Open Sea Intergenic
chr5 83,897,465 2.64E-02 4.68E-02 0.563 56.250 0.710 71.000 0.093 9.295 1.859 0.176 17.621 3.524 0.148 14.750 936_5 CA Open Sea Intergenic
chr5 85,762,957 4.67E-02 4.67E-02 0.782 78.169 0.676 67.626 0.113 11.348 2.270 0.104 10.436 2.087 -0.105 -10.543 937_5 -- Open Sea Intergenic
chr5 85,763,248 3.32E-02 9.15E-02 0.500 50.000 0.279 27.907 0.264 26.415 5.283 0.183 18.324 3.665 -0.221 -22.093 937_5 CG nearby Open Sea Intergenic
chr5 88,202,934 1.62E-02 2.55E-03 0.279 27.885 0.455 45.536 0.152 15.212 3.042 0.147 14.670 2.934 0.177 17.651 938_5 -- Open Sea Intergenic
chr5 88,203,025 3.21E-02 2.55E-03 0.438 43.810 0.588 58.824 0.134 13.361 2.672 0.063 6.324 1.265 0.150 15.014 938_5 -- Open Sea Intergenic
chr5 89,353,555 4.23E-02 8.17E-02 0.179 17.857 0.419 41.935 0.210 21.009 4.202 0.238 23.766 4.753 0.241 24.078 939_5 -- Open Sea Intergenic
chr5 89,353,579 2.54E-02 8.17E-02 0.207 20.690 0.463 46.341 0.218 21.787 4.357 0.274 27.375 5.475 0.257 25.652 939_5 -- Open Sea Intergenic
chr5 89,893,049 2.06E-02 9.32E-04 0.802 80.233 0.630 63.043 0.063 6.265 1.253 0.222 22.159 4.432 -0.172 -17.189 940_5 Check manually Open Sea Intergenic
chr5 89,893,069 6.70E-03 9.32E-04 0.813 81.333 0.611 61.111 0.104 10.375 2.075 0.073 7.313 1.463 -0.202 -20.222 940_5 CT Open Sea Intergenic
chr5 90,329,431 4.99E-02 1.25E-01 0.329 32.895 0.185 18.462 0.124 12.421 2.484 0.118 11.789 2.358 -0.144 -14.433 941_5 -- Open Sea Intron 1/33 Ankrd17
chr5 90,329,431 4.99E-02 1.25E-01 0.329 32.895 0.185 18.462 0.124 12.421 2.484 0.118 11.789 2.358 -0.144 -14.433 941_5 -- Open Sea Intron 1/32 Ankrd17
chr5 90,329,431 4.99E-02 1.25E-01 0.329 32.895 0.185 18.462 0.124 12.421 2.484 0.118 11.789 2.358 -0.144 -14.433 941_5 -- Open Sea Intron 1/33 Ankrd17
chr5 90,329,431 4.99E-02 1.25E-01 0.329 32.895 0.185 18.462 0.124 12.421 2.484 0.118 11.789 2.358 -0.144 -14.433 941_5 -- Open Sea Intron 1/33 Ankrd17
chr5 90,329,570 4.21E-02 1.98E-01 0.182 18.182 0.435 43.478 0.181 18.089 3.618 0.287 28.743 5.749 0.253 25.296 941_5 -- Open Sea Intron 1/33 Ankrd17
chr5 90,329,570 4.21E-02 1.98E-01 0.182 18.182 0.435 43.478 0.181 18.089 3.618 0.287 28.743 5.749 0.253 25.296 941_5 -- Open Sea Intron 1/32 Ankrd17
chr5 90,329,570 4.21E-02 1.98E-01 0.182 18.182 0.435 43.478 0.181 18.089 3.618 0.287 28.743 5.749 0.253 25.296 941_5 -- Open Sea Intron 1/33 Ankrd17
chr5 90,329,570 4.21E-02 1.98E-01 0.182 18.182 0.435 43.478 0.181 18.089 3.618 0.287 28.743 5.749 0.253 25.296 941_5 -- Open Sea Intron 1/33 Ankrd17
chr5 96,360,558 3.73E-02 1.04E-01 0.660 66.038 0.843 84.314 0.161 16.127 3.225 0.158 15.783 3.157 0.183 18.276 942_5 -- Open Sea Intergenic
chr5 96,361,296 4.04E-02 4.41E-01 0.581 58.065 0.754 75.410 0.273 27.315 5.463 0.152 15.242 3.048 0.173 17.345 942_5 tt Open Sea Intergenic
chr5 102,454,909 4.34E-03 6.23E-04 0.403 40.323 0.682 68.182 0.191 19.055 3.811 0.089 8.856 1.771 0.279 27.859 943_5 tc Open Sea Intergenic
chr5 102,454,953 4.96E-02 4.38E-04 0.339 33.929 0.533 53.333 0.185 18.492 3.698 0.204 20.381 4.076 0.194 19.405 943_5 tc Open Sea Intergenic
chr5 102,817,722 7.97E-03 1.18E-05 0.224 22.414 0.453 45.313 0.071 7.095 1.419 0.117 11.713 2.343 0.229 22.899 944_5 TA Open Sea Intron 1/7 Arhgap24
chr5 102,817,735 2.53E-02 1.18E-05 0.200 20.000 0.397 39.655 0.126 12.596 2.519 0.124 12.383 2.477 0.197 19.655 944_5 Check manually Open Sea Intron 1/7 Arhgap24
chr5 105,769,378 2.49E-03 1.64E-05 0.244 24.444 0.651 65.116 0.182 18.180 3.636 0.123 12.281 2.456 0.407 40.672 945_5 -- Open Sea Intron 2/2 Lrrc8d
chr5 105,769,378 2.49E-03 1.64E-05 0.244 24.444 0.651 65.116 0.182 18.180 3.636 0.123 12.281 2.456 0.407 40.672 945_5 -- Open Sea Intron 2/2 Lrrc8d
chr5 105,769,378 2.49E-03 1.64E-05 0.244 24.444 0.651 65.116 0.182 18.180 3.636 0.123 12.281 2.456 0.407 40.672 945_5 -- Open Sea Intron 1/1 Lrrc8d
chr5 105,769,390 1.63E-02 1.64E-05 0.214 21.429 0.563 56.250 0.227 22.695 4.539 0.152 15.189 3.038 0.348 34.821 945_5 -- Open Sea Intron 2/2 Lrrc8d
chr5 105,769,390 1.63E-02 1.64E-05 0.214 21.429 0.563 56.250 0.227 22.695 4.539 0.152 15.189 3.038 0.348 34.821 945_5 -- Open Sea Intron 2/2 Lrrc8d
chr5 105,769,390 1.63E-02 1.64E-05 0.214 21.429 0.563 56.250 0.227 22.695 4.539 0.152 15.189 3.038 0.348 34.821 945_5 -- Open Sea Intron 1/1 Lrrc8d



chr5 105,769,466 4.86E-03 2.40E-04 0.277 27.660 0.660 65.957 0.213 21.308 4.262 0.177 17.685 3.537 0.383 38.298 945_5 -- Open Sea Intron 2/2 Lrrc8d
chr5 105,769,466 4.86E-03 2.40E-04 0.277 27.660 0.660 65.957 0.213 21.308 4.262 0.177 17.685 3.537 0.383 38.298 945_5 -- Open Sea Intron 2/2 Lrrc8d
chr5 105,769,466 4.86E-03 2.40E-04 0.277 27.660 0.660 65.957 0.213 21.308 4.262 0.177 17.685 3.537 0.383 38.298 945_5 -- Open Sea Intron 1/1 Lrrc8d
chr5 109,133,480 2.70E-02 4.60E-03 0.564 56.364 0.782 78.182 0.160 16.029 3.206 0.114 11.364 2.273 0.218 21.818 946_5 -- Open Sea Intergenic
chr5 109,133,555 1.71E-02 4.60E-03 0.522 52.174 0.828 82.759 0.239 23.939 4.788 0.128 12.790 2.558 0.306 30.585 946_5 -- Open Sea Intergenic
chr5 111,058,572 6.61E-03 3.84E-03 0.872 87.179 0.513 51.282 0.105 10.527 2.105 0.280 27.992 5.598 -0.359 -35.897 947_5 TG Open Sea Intron 2/22 Ttc28
chr5 111,058,579 2.72E-02 4.76E-03 0.865 86.486 0.650 65.000 0.104 10.384 2.077 0.181 18.054 3.611 -0.215 -21.486 947_5 TG Open Sea Intron 2/22 Ttc28
chr5 113,900,330 3.27E-02 3.13E-02 0.900 90.000 0.771 77.143 0.079 7.897 1.579 0.087 8.746 1.749 -0.129 -12.857 948_5 -- Open Sea Intron 1/10 Coro1c
chr5 113,900,433 3.16E-02 4.63E-03 0.873 87.255 0.755 75.510 0.076 7.625 1.525 0.070 7.047 1.409 -0.117 -11.745 948_5 -- Open Sea Intron 1/10 Coro1c
chr5 116,774,800 1.01E-02 7.54E-02 0.367 36.667 0.737 73.684 0.311 31.112 6.222 0.164 16.431 3.286 0.370 37.018 949_5 -- Open Sea Intergenic
chr5 116,775,722 3.42E-02 3.42E-02 0.636 63.636 0.879 87.879 0.208 20.815 4.163 0.125 12.525 2.505 0.242 24.242 949_5 -- Open Sea Intergenic
chr5 123,461,732 4.07E-02 5.92E-03 0.359 35.938 0.574 57.407 0.202 20.240 4.048 0.163 16.306 3.261 0.215 21.470 950_5 AC Open Sea Intergenic
chr5 123,461,752 1.83E-03 5.92E-03 0.294 29.412 0.544 54.412 0.087 8.722 1.744 0.219 21.949 4.390 0.250 25.000 950_5 CG nearby Open Sea Intergenic
chr5 123,461,861 3.01E-02 6.07E-03 0.369 36.916 0.486 48.624 0.165 16.456 3.291 0.059 5.906 1.181 0.117 11.708 950_5 Check manually Open Sea Intergenic
chr5 127,158,105 3.58E-02 3.29E-02 0.632 63.248 0.807 80.672 0.122 12.200 2.440 0.131 13.053 2.611 0.174 17.424 951_5 TA Open Sea Intergenic
chr5 127,158,109 4.48E-02 3.29E-02 0.687 68.696 0.802 80.172 0.144 14.352 2.870 0.111 11.108 2.222 0.115 11.477 951_5 Check manually Open Sea Intergenic
chr5 127,741,575 2.35E-02 1.64E-01 0.364 36.364 0.632 63.158 0.182 18.164 3.633 0.211 21.118 4.224 0.268 26.794 952_5 -- Open Sea Intergenic
chr5 127,742,071 3.00E-02 2.00E-01 0.648 64.754 0.776 77.612 0.183 18.257 3.651 0.099 9.887 1.977 0.129 12.858 952_5 -- Open Sea Intergenic
chr5 128,621,291 2.30E-02 6.98E-07 0.172 17.241 0.388 38.750 0.093 9.253 1.851 0.184 18.445 3.689 0.215 21.509 953_5 -- Open Sea Intergenic
chr5 128,621,419 1.18E-02 5.36E-05 0.190 19.048 0.591 59.091 0.135 13.458 2.692 0.285 28.529 5.706 0.400 40.043 953_5 -- Open Sea Intergenic
chr5 132,130,679 3.61E-02 7.54E-01 0.280 28.000 0.583 58.333 0.229 22.854 4.571 0.247 24.676 4.935 0.303 30.333 954_5 TA Open Sea Intron 2/18 Auts2
chr5 132,130,832 2.80E-02 4.76E-02 0.868 86.792 0.623 62.338 0.077 7.668 1.534 0.181 18.077 3.615 -0.245 -24.455 954_5 TA Open Sea Intron 2/18 Auts2
chr5 133,956,377 2.54E-02 1.46E-03 0.130 13.043 0.417 41.667 0.092 9.170 1.834 0.217 21.660 4.332 0.286 28.623 955_5 Check manually S Shelf Intergenic
chr5 133,956,448 1.37E-02 5.72E-04 0.333 33.333 0.592 59.184 0.152 15.210 3.042 0.184 18.372 3.674 0.259 25.850 955_5 TG S Shelf Intergenic
chr5 134,974,581 2.44E-03 1.88E-01 0.194 19.355 0.600 60.000 0.190 18.965 3.793 0.261 26.087 5.217 0.406 40.645 956_5 -- Open Sea Intergenic
chr5 134,975,496 4.87E-02 5.46E-03 0.828 82.759 0.536 53.571 0.135 13.491 2.698 0.361 36.080 7.216 -0.292 -29.187 956_5 -- Open Sea Intergenic
chr5 135,093,323 2.08E-02 1.16E-02 0.614 61.404 0.464 46.377 0.174 17.450 3.490 0.122 12.195 2.439 -0.150 -15.027 957_5 -- S Shelf Intergenic
chr5 135,093,902 4.27E-02 5.28E-01 0.650 64.964 0.514 51.351 0.093 9.313 1.863 0.128 12.829 2.566 -0.136 -13.612 957_5 -- S Shelf Intergenic
chr5 145,594,497 2.32E-02 1.27E-02 0.547 54.676 0.411 41.135 0.120 11.977 2.395 0.133 13.270 2.654 -0.135 -13.542 958_5 GG Open Sea Intergenic
chr5 145,594,529 3.40E-02 1.27E-02 0.437 43.709 0.321 32.099 0.120 11.986 2.397 0.089 8.865 1.773 -0.116 -11.610 958_5 TG Open Sea Intergenic
chr5 147,723,810 4.52E-03 3.81E-02 0.250 25.000 0.583 58.333 0.221 22.066 4.413 0.276 27.606 5.521 0.333 33.333 959_5 -- N Shore Intron 1/29 Flt1
chr5 147,723,810 4.52E-03 3.81E-02 0.250 25.000 0.583 58.333 0.221 22.066 4.413 0.276 27.606 5.521 0.333 33.333 959_5 -- N Shore Intron 1/12 Flt1
chr5 147,723,815 3.80E-02 3.81E-02 0.174 17.391 0.417 41.667 0.141 14.093 2.819 0.374 37.371 7.474 0.243 24.275 959_5 -- N Shore Intron 1/29 Flt1
chr5 147,723,815 3.80E-02 3.81E-02 0.174 17.391 0.417 41.667 0.141 14.093 2.819 0.374 37.371 7.474 0.243 24.275 959_5 -- N Shore Intron 1/12 Flt1
chr5 148,755,653 2.13E-02 6.71E-02 0.708 70.769 0.873 87.324 0.207 20.668 4.134 0.072 7.237 1.447 0.166 16.555 960_5 -- Open Sea Intergenic
chr5 148,755,690 5.16E-03 1.15E-03 0.404 40.426 0.712 71.154 0.107 10.739 2.148 0.117 11.710 2.342 0.307 30.728 960_5 -- Open Sea Intergenic
chr5 149,015,379 2.01E-02 1.66E-02 0.472 47.170 0.255 25.455 0.268 26.811 5.362 0.161 16.061 3.212 -0.217 -21.715 961_5 gt Open Sea Intergenic
chr5 149,015,412 1.87E-02 9.70E-04 0.450 45.000 0.200 20.000 0.303 30.287 6.057 0.143 14.282 2.856 -0.250 -25.000 961_5 CG Open Sea Intergenic
chr6 4,647,457 5.78E-03 1.83E-03 0.349 34.884 0.683 68.293 0.214 21.420 4.284 0.190 19.011 3.802 0.334 33.409 962_6 -- Open Sea Intergenic
chr6 4,647,854 4.45E-02 8.36E-02 0.564 56.364 0.692 69.231 0.087 8.682 1.736 0.046 4.576 0.915 0.129 12.867 962_6 -- Open Sea Intergenic
chr6 7,596,283 4.99E-02 2.75E-01 0.844 84.444 0.725 72.527 0.078 7.846 1.569 0.130 13.003 2.601 -0.119 -11.917 963_6 Check manually Open Sea Intergenic
chr6 7,597,276 6.73E-03 1.09E-01 0.815 81.538 0.569 56.923 0.114 11.385 2.277 0.153 15.309 3.062 -0.246 -24.615 963_6 AG Open Sea Intergenic
chr6 7,852,504 1.36E-02 7.04E-03 0.380 38.028 0.603 60.317 0.082 8.177 1.635 0.214 21.402 4.280 0.223 22.289 964_6 ta Open Sea Intron 1/3 C1galt1
chr6 7,852,511 2.06E-02 7.04E-03 0.275 27.536 0.470 46.970 0.124 12.432 2.486 0.263 26.298 5.260 0.194 19.433 964_6 -- Open Sea Intron 1/3 C1galt1
chr6 9,840,021 2.20E-02 2.20E-02 0.761 76.056 0.556 55.556 0.122 12.177 2.435 0.107 10.698 2.140 -0.205 -20.501 965_6 AA Open Sea Intergenic
chr6 9,840,253 4.68E-02 1.38E-01 0.841 84.146 0.711 71.084 0.075 7.468 1.494 0.103 10.301 2.060 -0.131 -13.062 965_6 -- Open Sea Intergenic
chr6 9,854,068 4.46E-02 2.71E-01 0.565 56.522 0.371 37.097 0.288 28.800 5.760 0.071 7.094 1.419 -0.194 -19.425 966_6 -- Open Sea Intergenic
chr6 9,854,340 3.12E-02 7.01E-02 0.761 76.106 0.875 87.500 0.117 11.654 2.331 0.086 8.563 1.713 0.114 11.394 966_6 -- Open Sea Intergenic
chr6 9,929,068 4.70E-02 4.51E-03 0.500 50.000 0.655 65.546 0.087 8.715 1.743 0.153 15.344 3.069 0.155 15.546 967_6 -- Open Sea Intergenic
chr6 9,929,229 3.68E-02 5.83E-02 0.641 64.078 0.448 44.828 0.191 19.088 3.818 0.130 12.983 2.597 -0.193 -19.250 967_6 Check manually Open Sea Intergenic
chr6 10,883,886 4.91E-02 5.77E-03 0.632 63.158 0.760 75.962 0.177 17.691 3.538 0.036 3.579 0.716 0.128 12.804 968_6 CA Open Sea Intergenic
chr6 10,884,068 1.60E-02 3.80E-03 0.760 76.042 0.605 60.504 0.113 11.330 2.266 0.124 12.429 2.486 -0.155 -15.537 968_6 Check manually Open Sea Intergenic
chr6 11,020,991 2.19E-02 2.47E-02 0.840 84.000 0.563 56.250 0.130 12.996 2.599 0.105 10.468 2.094 -0.278 -27.750 969_6 -- Open Sea Intergenic
chr6 11,021,013 2.45E-02 3.15E-02 0.839 83.871 0.553 55.263 0.273 27.274 5.455 0.160 16.005 3.201 -0.286 -28.608 969_6 -- Open Sea Intergenic
chr6 11,164,205 3.94E-02 9.49E-02 0.722 72.222 0.444 44.444 0.247 24.717 4.943 0.259 25.921 5.184 -0.278 -27.778 970_6 -- Open Sea Intergenic
chr6 11,164,282 3.90E-02 2.23E-01 0.516 51.613 0.757 75.676 0.245 24.465 4.893 0.185 18.485 3.697 0.241 24.063 970_6 -- Open Sea Intergenic
chr6 12,390,211 2.72E-02 1.18E-01 0.577 57.692 0.828 82.759 0.334 33.417 6.683 0.097 9.726 1.945 0.251 25.066 971_6 TC Open Sea Intergenic
chr6 12,390,418 1.33E-02 1.33E-02 0.441 44.068 0.672 67.188 0.267 26.699 5.340 0.240 24.040 4.808 0.231 23.120 971_6 CA Open Sea Intergenic
chr6 12,806,624 4.77E-02 1.01E-01 0.471 47.059 0.706 70.588 0.084 8.425 1.685 0.224 22.352 4.470 0.235 23.529 972_6 -- Open Sea Intergenic
chr6 12,806,645 4.44E-02 1.01E-01 0.379 37.931 0.667 66.667 0.307 30.676 6.135 0.385 38.543 7.709 0.287 28.736 972_6 Check manually Open Sea Intergenic
chr6 15,013,434 4.97E-02 9.21E-03 0.603 60.317 0.761 76.056 0.064 6.384 1.277 0.068 6.801 1.360 0.157 15.739 973_6 AT Open Sea Intergenic
chr6 15,013,624 4.37E-02 9.21E-03 0.821 82.143 0.545 54.545 0.203 20.347 4.069 0.294 29.383 5.877 -0.276 -27.597 973_6 AG Open Sea Intergenic
chr6 17,492,486 1.42E-02 1.11E-02 0.273 27.273 0.640 64.000 0.279 27.905 5.581 0.284 28.378 5.676 0.367 36.727 974_6 TA Open Sea Intron 3/21 Met
chr6 17,492,514 3.82E-02 1.11E-02 0.450 45.000 0.710 70.968 0.294 29.440 5.888 0.183 18.326 3.665 0.260 25.968 974_6 CA Open Sea Intron 3/21 Met
chr6 17,611,574 7.59E-03 4.56E-05 0.875 87.500 0.563 56.250 0.124 12.383 2.477 0.189 18.899 3.780 -0.313 -31.250 975_6 -- Open Sea Intergenic
chr6 17,611,584 2.26E-03 4.56E-05 0.891 89.091 0.630 63.043 0.052 5.157 1.031 0.084 8.368 1.674 -0.260 -26.047 975_6 -- Open Sea Intergenic
chr6 18,170,030 8.36E-03 3.18E-02 0.735 73.504 0.593 59.322 0.141 14.070 2.814 0.121 12.080 2.416 -0.142 -14.182 976_6 Check manually N Shore Intergenic
chr6 18,170,254 2.15E-03 7.69E-02 0.411 41.081 0.259 25.907 0.124 12.420 2.484 0.068 6.833 1.367 -0.152 -15.174 976_6 -- N Shore Intergenic
chr6 20,064,637 2.84E-02 5.40E-02 0.722 72.165 0.544 54.412 0.336 33.596 6.719 0.079 7.929 1.586 -0.178 -17.753 977_6 -- Open Sea Intergenic
chr6 20,064,755 2.31E-02 5.40E-02 0.602 60.163 0.446 44.565 0.085 8.472 1.694 0.185 18.465 3.693 -0.156 -15.597 977_6 -- Open Sea Intergenic
chr6 21,169,681 2.70E-02 2.70E-02 0.130 13.043 0.310 31.034 0.083 8.333 1.667 0.086 8.572 1.714 0.180 17.991 978_6 TG Open Sea Intergenic
chr6 21,169,971 6.37E-03 1.76E-02 0.276 27.586 0.654 65.385 0.223 22.306 4.461 0.248 24.800 4.960 0.378 37.798 978_6 CC Open Sea Intergenic
chr6 24,570,935 4.94E-02 4.27E-01 0.903 90.323 0.710 70.968 0.069 6.886 1.377 0.350 35.017 7.003 -0.194 -19.355 979_6 TG Open Sea Intergenic
chr6 24,571,742 2.90E-02 5.53E-01 0.500 50.000 0.800 80.000 0.343 34.278 6.856 0.138 13.773 2.755 0.300 30.000 979_6 tg Open Sea Intergenic
chr6 25,059,872 3.82E-02 2.49E-01 0.389 38.889 0.654 65.385 0.108 10.771 2.154 0.082 8.248 1.650 0.265 26.496 980_6 -- Open Sea Intergenic
chr6 25,060,811 4.38E-03 4.38E-03 0.893 89.286 0.520 52.000 0.206 20.646 4.129 0.168 16.849 3.370 -0.373 -37.286 980_6 AG Open Sea Intergenic
chr6 25,671,269 3.04E-02 4.84E-02 0.886 88.636 0.667 66.667 0.193 19.319 3.864 0.189 18.944 3.789 -0.220 -21.970 981_6 ca Open Sea Intergenic
chr6 25,671,318 3.86E-02 1.88E-02 0.761 76.087 0.550 55.000 0.122 12.248 2.450 0.090 8.979 1.796 -0.211 -21.087 981_6 ca Open Sea Intergenic
chr6 26,224,002 4.07E-02 7.85E-02 0.800 80.000 0.638 63.793 0.111 11.137 2.227 0.176 17.566 3.513 -0.162 -16.207 982_6 -- Open Sea Intergenic
chr6 26,224,558 2.80E-02 2.39E-01 0.417 41.667 0.667 66.667 0.237 23.706 4.741 0.181 18.131 3.626 0.250 25.000 982_6 -- Open Sea Intergenic
chr6 31,719,411 9.51E-03 6.11E-03 0.780 78.000 0.611 61.111 0.136 13.648 2.730 0.168 16.754 3.351 -0.169 -16.889 983_6 GA Open Sea Intergenic
chr6 31,719,528 3.37E-02 7.54E-05 0.396 39.583 0.712 71.186 0.246 24.566 4.913 0.187 18.732 3.746 0.316 31.603 983_6 TT Open Sea Intergenic
chr6 34,204,243 3.09E-02 6.50E-01 0.677 67.742 0.512 51.220 0.105 10.466 2.093 0.131 13.098 2.620 -0.165 -16.522 984_6 Check manually Open Sea Intergenic
chr6 34,204,518 5.61E-03 2.58E-01 0.863 86.275 0.731 73.125 0.244 24.443 4.889 0.070 6.987 1.397 -0.131 -13.150 984_6 -- Open Sea Intergenic
chr6 34,610,876 2.26E-02 1.47E-02 0.667 66.667 0.449 44.928 0.147 14.689 2.938 0.129 12.894 2.579 -0.217 -21.739 985_6 CT Open Sea Intron 1/13 Cald1
chr6 34,610,876 2.26E-02 1.47E-02 0.667 66.667 0.449 44.928 0.147 14.689 2.938 0.129 12.894 2.579 -0.217 -21.739 985_6 CT Open Sea Intron 1/13 Cald1
chr6 34,610,876 2.26E-02 1.47E-02 0.667 66.667 0.449 44.928 0.147 14.689 2.938 0.129 12.894 2.579 -0.217 -21.739 985_6 CT Open Sea Intron 1/14 Cald1
chr6 34,611,043 1.49E-02 4.13E-02 0.840 84.000 0.520 52.000 0.114 11.396 2.279 0.225 22.485 4.497 -0.320 -32.000 985_6 CA Open Sea Intron 1/13 Cald1
chr6 34,611,043 1.49E-02 4.13E-02 0.840 84.000 0.520 52.000 0.114 11.396 2.279 0.225 22.485 4.497 -0.320 -32.000 985_6 CA Open Sea Intron 1/13 Cald1
chr6 34,611,043 1.49E-02 4.13E-02 0.840 84.000 0.520 52.000 0.114 11.396 2.279 0.225 22.485 4.497 -0.320 -32.000 985_6 CA Open Sea Intron 1/14 Cald1
chr6 34,849,653 2.47E-02 5.94E-02 0.393 39.286 0.543 54.348 0.087 8.750 1.750 0.119 11.899 2.380 0.151 15.062 986_6 -- Open Sea Intergenic
chr6 34,849,689 2.88E-02 5.94E-02 0.605 60.465 0.752 75.238 0.055 5.469 1.094 0.112 11.196 2.239 0.148 14.773 986_6 -- Open Sea Intergenic
chr6 39,790,179 8.11E-03 1.15E-04 0.174 17.391 0.415 41.509 0.126 12.648 2.530 0.065 6.498 1.300 0.241 24.118 987_6 CA Open Sea Intergenic
chr6 39,790,201 1.16E-03 5.60E-06 0.211 21.053 0.533 53.333 0.178 17.797 3.559 0.090 8.965 1.793 0.323 32.281 987_6 TA Open Sea Intergenic
chr6 50,432,697 1.70E-02 1.09E-02 0.159 15.909 0.421 42.105 0.233 23.337 4.667 0.183 18.257 3.651 0.262 26.196 988_6 CA Open Sea Intron 1/21 Osbpl3
chr6 50,432,747 7.08E-04 1.09E-02 0.169 16.949 0.525 52.542 0.100 9.981 1.996 0.129 12.901 2.580 0.356 35.593 988_6 TA Open Sea Intron 1/21 Osbpl3
chr6 52,021,923 3.12E-02 1.35E-01 0.865 86.486 0.625 62.500 0.127 12.745 2.549 0.206 20.629 4.126 -0.240 -23.986 989_6 TC Open Sea Intergenic
chr6 52,022,192 4.16E-02 2.27E-01 0.577 57.692 0.833 83.333 0.269 26.878 5.376 0.151 15.074 3.015 0.256 25.641 989_6 TA Open Sea Intergenic
chr6 58,535,587 4.68E-02 5.24E-03 0.826 82.609 0.571 57.143 0.163 16.338 3.268 0.297 29.694 5.939 -0.255 -25.466 990_6 -- Open Sea Intergenic
chr6 58,535,598 1.05E-02 5.24E-03 0.821 82.143 0.515 51.515 0.175 17.515 3.503 0.244 24.411 4.882 -0.306 -30.628 990_6 -- Open Sea Intergenic
chr6 61,020,786 1.53E-02 2.69E-04 0.237 23.711 0.452 45.161 0.143 14.308 2.862 0.137 13.735 2.747 0.214 21.450 991_6 -- Open Sea Intergenic
chr6 61,020,812 4.07E-02 2.69E-04 0.368 36.765 0.577 57.746 0.171 17.056 3.411 0.238 23.849 4.770 0.210 20.982 991_6 -- Open Sea Intergenic
chr6 61,020,873 2.30E-02 4.52E-04 0.185 18.519 0.486 48.571 0.144 14.435 2.887 0.307 30.680 6.136 0.301 30.053 991_6 -- Open Sea Intergenic
chr6 61,020,905 1.58E-02 1.56E-04 0.190 19.048 0.593 59.259 0.167 16.701 3.340 0.299 29.857 5.971 0.402 40.212 991_6 -- Open Sea Intergenic
chr6 61,653,030 7.58E-03 2.39E-02 0.828 82.759 0.333 33.333 0.206 20.572 4.114 0.205 20.494 4.099 -0.494 -49.425 992_6 TC Open Sea Intron 6/9 Ccser1
chr6 61,653,030 7.58E-03 2.39E-02 0.828 82.759 0.333 33.333 0.206 20.572 4.114 0.205 20.494 4.099 -0.494 -49.425 992_6 TC Open Sea Intron 7/10 Ccser1
chr6 61,653,030 7.58E-03 2.39E-02 0.828 82.759 0.333 33.333 0.206 20.572 4.114 0.205 20.494 4.099 -0.494 -49.425 992_6 TC Open Sea Intron 2/4 Ccser1
chr6 61,653,107 4.86E-02 2.39E-02 0.605 60.465 0.390 39.024 0.223 22.325 4.465 0.199 19.912 3.982 -0.214 -21.441 992_6 TA Open Sea Intron 6/9 Ccser1
chr6 61,653,107 4.86E-02 2.39E-02 0.605 60.465 0.390 39.024 0.223 22.325 4.465 0.199 19.912 3.982 -0.214 -21.441 992_6 TA Open Sea Intron 7/10 Ccser1



chr6 61,653,107 4.86E-02 2.39E-02 0.605 60.465 0.390 39.024 0.223 22.325 4.465 0.199 19.912 3.982 -0.214 -21.441 992_6 TA Open Sea Intron 2/4 Ccser1
chr6 64,997,276 3.01E-03 8.47E-01 0.357 35.714 0.767 76.667 0.181 18.110 3.622 0.169 16.851 3.370 0.410 40.952 993_6 CA Open Sea Intergenic
chr6 64,997,301 2.69E-02 8.47E-01 0.556 55.556 0.806 80.645 0.173 17.299 3.460 0.114 11.391 2.278 0.251 25.090 993_6 TT Open Sea Intergenic
chr6 69,072,361 1.86E-02 2.67E-02 0.704 70.370 0.385 38.462 0.157 15.658 3.132 0.202 20.194 4.039 -0.319 -31.909 994_6 -- Open Sea Intergenic
chr6 69,072,412 3.54E-02 2.67E-02 0.464 46.429 0.767 76.667 0.283 28.284 5.657 0.217 21.750 4.350 0.302 30.238 994_6 -- Open Sea Intergenic
chr6 74,366,821 2.80E-02 4.48E-02 0.696 69.643 0.862 86.154 0.170 17.002 3.400 0.069 6.944 1.389 0.165 16.511 995_6 -- S Shelf Intergenic
chr6 74,366,897 3.58E-02 1.58E-02 0.667 66.667 0.379 37.931 0.067 6.713 1.343 0.281 28.085 5.617 -0.287 -28.736 995_6 -- S Shelf Intergenic
chr6 74,393,997 3.71E-02 9.93E-02 0.404 40.367 0.562 56.190 0.067 6.676 1.335 0.165 16.537 3.307 0.158 15.824 996_6 TA Open Sea Intergenic
chr6 74,394,052 3.57E-02 6.09E-03 0.388 38.835 0.555 55.455 0.123 12.344 2.469 0.126 12.587 2.517 0.166 16.620 996_6 TA Open Sea Intergenic
chr6 74,591,597 3.53E-02 1.29E-04 0.114 11.429 0.333 33.333 0.164 16.413 3.283 0.280 28.003 5.601 0.219 21.905 997_6 -- Open Sea Intergenic
chr6 74,592,424 2.27E-02 2.27E-02 0.600 60.000 0.867 86.667 0.289 28.887 5.777 0.091 9.086 1.817 0.267 26.667 997_6 -- Open Sea Intergenic
chr6 74,714,151 3.90E-02 2.48E-02 0.871 87.097 0.755 75.510 0.068 6.753 1.351 0.107 10.729 2.146 -0.116 -11.587 998_6 -- Open Sea Intergenic
chr6 74,714,357 4.19E-02 4.19E-02 0.843 84.314 0.678 67.797 0.109 10.937 2.187 0.060 5.974 1.195 -0.165 -16.517 998_6 -- Open Sea Intergenic
chr6 75,793,824 6.92E-03 4.10E-03 0.259 25.926 0.568 56.757 0.356 35.591 7.118 0.201 20.116 4.023 0.308 30.831 999_6 -- Open Sea Intergenic
chr6 75,794,266 2.96E-02 2.96E-02 0.226 22.581 0.486 48.649 0.169 16.868 3.374 0.224 22.400 4.480 0.261 26.068 999_6 -- Open Sea Intergenic
chr6 76,262,243 4.28E-02 1.58E-02 0.333 33.333 0.571 57.143 0.146 14.554 2.911 0.217 21.731 4.346 0.238 23.810 1000_6 -- Open Sea Intergenic
chr6 76,262,342 3.29E-02 1.58E-02 0.438 43.750 0.673 67.308 0.315 31.476 6.295 0.084 8.373 1.675 0.236 23.558 1000_6 -- Open Sea Intergenic
chr6 76,481,914 3.02E-02 1.87E-01 0.484 48.387 0.219 21.875 0.280 27.975 5.595 0.176 17.625 3.525 -0.265 -26.512 1001_6 TT Open Sea Intergenic
chr6 76,482,561 4.81E-02 1.74E-01 0.625 62.500 0.806 80.645 0.071 7.097 1.419 0.185 18.509 3.702 0.181 18.145 1001_6 ct Open Sea Intergenic
chr6 81,384,444 1.13E-02 1.13E-02 0.565 56.522 0.893 89.286 0.242 24.224 4.845 0.106 10.595 2.119 0.328 32.764 1002_6 -- Open Sea Intergenic
chr6 81,384,809 4.04E-02 4.04E-02 0.850 85.000 0.577 57.692 0.423 42.265 8.453 0.055 5.477 1.095 -0.273 -27.308 1002_6 -- Open Sea Intergenic
chr6 82,992,730 3.44E-02 1.55E-02 0.839 83.871 0.455 45.455 0.122 12.235 2.447 0.369 36.929 7.386 -0.384 -38.416 1003_6 -- Open Sea Intergenic
chr6 82,993,119 2.07E-02 6.56E-01 0.816 81.633 0.614 61.404 0.094 9.372 1.874 0.218 21.806 4.361 -0.202 -20.229 1003_6 -- Open Sea Intergenic
chr6 92,856,253 2.03E-02 6.05E-03 0.273 27.273 0.556 55.556 0.170 16.976 3.395 0.143 14.294 2.859 0.283 28.283 1004_6 -- Open Sea Intron 26/39 Adamts9
chr6 92,856,450 3.61E-02 1.43E-04 0.581 58.065 0.818 81.818 0.273 27.309 5.462 0.189 18.944 3.789 0.238 23.754 1004_6 TG Open Sea Intron 26/39 Adamts9
chr6 100,467,123 2.78E-02 6.48E-03 0.821 82.090 0.623 62.319 0.114 11.408 2.282 0.152 15.172 3.034 -0.198 -19.771 1005_6 -- CpG Island Intergenic
chr6 100,467,157 3.06E-02 6.48E-03 0.897 89.744 0.703 70.270 0.053 5.325 1.065 0.189 18.929 3.786 -0.195 -19.473 1005_6 -- CpG Island Intergenic
chr6 102,785,226 3.68E-02 2.35E-01 0.559 55.882 0.316 31.579 0.192 19.185 3.837 0.193 19.292 3.858 -0.243 -24.303 1006_6 -- Open Sea Intergenic
chr6 102,785,290 4.23E-02 2.35E-01 0.600 60.000 0.344 34.375 0.206 20.585 4.117 0.094 9.380 1.876 -0.256 -25.625 1006_6 -- Open Sea Intergenic
chr6 104,125,787 4.66E-02 3.26E-02 0.763 76.316 0.543 54.286 0.354 35.445 7.089 0.229 22.919 4.584 -0.220 -22.030 1007_6 -- Open Sea Intergenic
chr6 104,125,847 4.72E-02 3.26E-02 0.731 73.077 0.535 53.488 0.139 13.946 2.789 0.276 27.621 5.524 -0.196 -19.589 1007_6 -- Open Sea Intergenic
chr6 104,126,378 2.69E-02 3.04E-01 0.318 31.818 0.446 44.578 0.316 31.617 6.323 0.146 14.620 2.924 0.128 12.760 1007_6 TT Open Sea Intergenic
chr6 104,342,995 4.73E-02 4.73E-02 0.714 71.429 0.409 40.909 0.458 45.795 9.159 0.084 8.368 1.674 -0.305 -30.519 1008_6 CT Open Sea Intergenic
chr6 104,343,285 3.65E-02 3.65E-02 0.623 62.346 0.731 73.099 0.105 10.535 2.107 0.102 10.205 2.041 0.108 10.754 1008_6 -- Open Sea Intergenic
chr6 104,431,718 2.24E-02 1.19E-01 0.345 34.483 0.650 65.000 0.212 21.220 4.244 0.220 22.016 4.403 0.305 30.517 1009_6 TC Open Sea Intergenic
chr6 104,431,957 3.67E-02 8.27E-02 0.642 64.198 0.821 82.143 0.169 16.918 3.384 0.191 19.084 3.817 0.179 17.945 1009_6 at Open Sea Intergenic
chr6 104,702,927 4.90E-02 5.92E-02 0.716 71.622 0.861 86.111 0.166 16.599 3.320 0.078 7.789 1.558 0.145 14.489 1010_6 -- Open Sea Intergenic
chr6 104,703,670 4.68E-02 3.20E-01 0.661 66.071 0.827 82.692 0.171 17.124 3.425 0.094 9.362 1.872 0.166 16.621 1010_6 TG Open Sea Intergenic
chr6 109,964,290 1.62E-03 2.02E-03 0.436 43.636 0.762 76.190 0.067 6.700 1.340 0.066 6.599 1.320 0.326 32.554 1011_6 CC Open Sea Intergenic
chr6 109,964,361 3.05E-02 2.02E-03 0.716 71.642 0.517 51.724 0.198 19.789 3.958 0.107 10.678 2.136 -0.199 -19.918 1011_6 -- Open Sea Intergenic
chr6 110,731,650 2.78E-02 2.30E-03 0.500 50.000 0.699 69.880 0.175 17.501 3.500 0.149 14.903 2.981 0.199 19.880 1012_6 Check manually Open Sea Intergenic
chr6 110,731,657 4.96E-03 2.30E-03 0.388 38.835 0.640 64.045 0.051 5.121 1.024 0.147 14.669 2.934 0.252 25.210 1012_6 Check manually Open Sea Intergenic
chr6 117,054,133 4.86E-02 5.40E-02 0.772 77.174 0.926 92.632 0.128 12.836 2.567 0.132 13.247 2.649 0.155 15.458 1013_6 -- Open Sea Intergenic
chr6 117,054,233 3.63E-02 5.22E-02 0.871 87.143 0.724 72.414 0.085 8.466 1.693 0.104 10.365 2.073 -0.147 -14.729 1013_6 -- Open Sea Intergenic
chr6 118,935,970 2.95E-02 7.53E-07 0.353 35.294 0.580 58.000 0.141 14.079 2.816 0.224 22.369 4.474 0.227 22.706 1014_6 AG Open Sea Intron 3/46 Cacna1c
chr6 118,935,970 2.95E-02 7.53E-07 0.353 35.294 0.580 58.000 0.141 14.079 2.816 0.224 22.369 4.474 0.227 22.706 1014_6 AG Open Sea Intron 3/47 Cacna1c
chr6 118,936,149 1.90E-02 1.97E-06 0.159 15.909 0.381 38.095 0.403 40.326 8.065 0.101 10.095 2.019 0.222 22.186 1014_6 CG Open Sea Intron 3/46 Cacna1c
chr6 118,936,149 1.90E-02 1.97E-06 0.159 15.909 0.381 38.095 0.403 40.326 8.065 0.101 10.095 2.019 0.222 22.186 1014_6 CG Open Sea Intron 3/47 Cacna1c
chr6 120,121,652 3.92E-02 2.03E-02 0.671 67.123 0.812 81.188 0.179 17.935 3.587 0.150 14.952 2.990 0.141 14.065 1015_6 -- Open Sea Intergenic
chr6 120,122,288 4.78E-02 1.81E-01 0.645 64.516 0.889 88.889 0.229 22.940 4.588 0.420 41.989 8.398 0.244 24.373 1015_6 -- Open Sea Intergenic
chr6 121,606,264 7.82E-03 6.97E-04 0.370 37.037 0.731 73.077 0.245 24.498 4.900 0.193 19.334 3.867 0.360 36.040 1016_6 -- Open Sea Intergenic
chr6 121,606,290 1.35E-02 6.97E-04 0.406 40.625 0.706 70.588 0.218 21.833 4.367 0.123 12.271 2.454 0.300 29.963 1016_6 -- Open Sea Intergenic
chr6 122,219,405 3.40E-02 3.75E-02 0.568 56.818 0.806 80.556 0.280 27.999 5.600 0.192 19.203 3.841 0.237 23.737 1017_6 -- Open Sea Intergenic
chr6 122,219,436 4.26E-02 1.01E-01 0.585 58.537 0.806 80.645 0.225 22.499 4.500 0.148 14.815 2.963 0.221 22.109 1017_6 -- Open Sea Intergenic
chr6 123,386,435 1.14E-02 6.68E-02 0.709 70.909 0.881 88.073 0.056 5.599 1.120 0.162 16.229 3.246 0.172 17.164 1018_6 -- Open Sea Intergenic
chr6 123,386,645 3.11E-02 2.40E-01 0.667 66.667 0.807 80.734 0.093 9.257 1.851 0.107 10.720 2.144 0.141 14.067 1018_6 -- Open Sea Intergenic
chr6 123,961,500 2.51E-02 4.69E-04 0.651 65.116 0.394 39.394 0.096 9.555 1.911 0.176 17.638 3.528 -0.257 -25.722 1019_6 -- Open Sea Intergenic
chr6 123,961,670 2.93E-03 4.69E-04 0.736 73.585 0.400 40.000 0.198 19.814 3.963 0.207 20.664 4.133 -0.336 -33.585 1019_6 -- Open Sea Intergenic
chr6 124,796,039 1.10E-02 6.02E-02 0.346 34.615 0.676 67.647 0.189 18.910 3.782 0.317 31.700 6.340 0.330 33.032 1020_6 -- Open Sea Intergenic
chr6 124,796,045 4.92E-02 6.02E-02 0.600 60.000 0.829 82.857 0.333 33.262 6.652 0.128 12.803 2.561 0.229 22.857 1020_6 -- Open Sea Intergenic
chr6 126,841,391 2.11E-02 1.51E-03 0.138 13.793 0.394 39.394 0.089 8.910 1.782 0.093 9.343 1.869 0.256 25.601 1021_6 CA Open Sea Intron 4/10 Ndufa9
chr6 126,841,401 2.56E-03 1.51E-03 0.222 22.222 0.629 62.857 0.220 21.969 4.394 0.208 20.785 4.157 0.406 40.635 1021_6 CG Open Sea Intron 4/10 Ndufa9
chr6 127,101,834 8.73E-03 1.47E-04 0.250 25.000 0.615 61.538 0.233 23.286 4.657 0.149 14.875 2.975 0.365 36.538 1022_6 CG Open Sea Intron 2/5 Tigar
chr6 127,101,954 5.16E-03 4.20E-04 0.239 23.944 0.537 53.704 0.129 12.891 2.578 0.282 28.179 5.636 0.298 29.760 1022_6 Check manually Open Sea Intron 1/5 Tigar
chr6 129,762,245 3.29E-02 3.30E-01 0.444 44.444 0.635 63.514 0.209 20.913 4.183 0.225 22.463 4.493 0.191 19.069 1023_6 -- Open Sea Intergenic
chr6 129,762,975 2.30E-02 7.38E-02 0.882 88.235 0.619 61.905 0.099 9.919 1.984 0.126 12.628 2.526 -0.263 -26.331 1023_6 -- Open Sea Intergenic
chr6 129,925,726 4.87E-02 1.63E-02 0.585 58.537 0.345 34.483 0.240 24.011 4.802 0.267 26.717 5.343 -0.241 -24.054 1024_6 -- Open Sea Intergenic
chr6 129,926,618 1.36E-02 1.36E-02 0.703 70.313 0.885 88.462 0.182 18.245 3.649 0.063 6.256 1.251 0.181 18.149 1024_6 -- Open Sea Intergenic
chr6 130,502,738 5.54E-03 1.13E-01 0.521 52.083 0.824 82.353 0.277 27.730 5.546 0.133 13.288 2.658 0.303 30.270 1025_6 -- S Shore Intergenic
chr6 130,502,839 4.38E-02 1.13E-01 0.735 73.469 0.889 88.889 0.130 12.984 2.597 0.207 20.700 4.140 0.154 15.420 1025_6 CA S Shore Intergenic
chr6 131,411,760 2.46E-03 2.20E-04 0.310 31.034 0.700 70.000 0.170 17.009 3.402 0.082 8.241 1.648 0.390 38.966 1026_6 ca Open Sea Intergenic
chr6 131,411,767 8.93E-03 2.20E-04 0.226 22.581 0.552 55.172 0.360 35.956 7.191 0.098 9.806 1.961 0.326 32.592 1026_6 CG nearby Open Sea Intergenic
chr6 132,422,805 4.07E-02 4.07E-02 0.670 67.033 0.802 80.180 0.186 18.576 3.715 0.075 7.460 1.492 0.131 13.147 1027_6 -- Open Sea Intergenic
chr6 132,423,775 5.91E-03 2.47E-02 0.660 65.979 0.832 83.158 0.300 30.036 6.007 0.048 4.757 0.951 0.172 17.179 1027_6 -- Open Sea Intergenic
chr6 134,517,142 3.97E-02 9.31E-02 0.206 20.635 0.436 43.636 0.188 18.755 3.751 0.157 15.718 3.144 0.230 23.001 1028_6 -- Open Sea Intron 3/22 Lrp6
chr6 134,517,142 3.97E-02 9.31E-02 0.206 20.635 0.436 43.636 0.188 18.755 3.751 0.157 15.718 3.144 0.230 23.001 1028_6 -- Open Sea Intron 2/3 Lrp6
chr6 134,517,230 3.96E-03 3.53E-02 0.364 36.364 0.700 70.000 0.260 25.960 5.192 0.071 7.081 1.416 0.336 33.636 1028_6 -- Open Sea Intron 3/22 Lrp6
chr6 134,517,230 3.96E-03 3.53E-02 0.364 36.364 0.700 70.000 0.260 25.960 5.192 0.071 7.081 1.416 0.336 33.636 1028_6 -- Open Sea Intron 2/3 Lrp6
chr6 137,647,170 4.78E-02 6.68E-03 0.791 79.070 0.590 58.974 0.186 18.634 3.727 0.308 30.845 6.169 -0.201 -20.095 1029_6 TG N Shore Intron 1/21 Eps8
chr6 137,647,237 1.99E-02 9.10E-03 0.830 82.979 0.608 60.784 0.136 13.567 2.713 0.154 15.410 3.082 -0.222 -22.194 1029_6 TT N Shore Intron 1/21 Eps8
chr6 138,675,397 4.23E-02 5.76E-02 0.288 28.814 0.466 46.575 0.150 14.985 2.997 0.167 16.733 3.347 0.178 17.762 1030_6 TG Open Sea Intergenic
chr6 138,675,523 4.91E-02 5.76E-02 0.449 44.928 0.637 63.736 0.300 30.031 6.006 0.142 14.208 2.842 0.188 18.809 1030_6 TG Open Sea Intergenic
chr6 139,276,846 6.64E-03 8.22E-02 0.857 85.714 0.423 42.308 0.116 11.643 2.329 0.287 28.725 5.745 -0.434 -43.407 1031_6 TG Open Sea Intergenic
chr6 139,276,855 2.39E-02 8.22E-02 0.833 83.333 0.538 53.846 0.141 14.149 2.830 0.307 30.682 6.136 -0.295 -29.487 1031_6 -- Open Sea Intergenic
chr6 142,603,982 4.55E-02 1.67E-01 0.667 66.667 0.889 88.889 0.214 21.426 4.285 0.138 13.833 2.767 0.222 22.222 1032_6 tg Open Sea Intron 33/39 Abcc9
chr6 142,604,910 2.56E-02 1.45E-01 0.593 59.259 0.870 86.957 0.209 20.852 4.170 0.116 11.643 2.329 0.277 27.697 1032_6 CA Open Sea Exon 33/40 Abcc9
chr6 145,171,259 4.01E-02 2.60E-05 0.417 41.667 0.708 70.833 0.277 27.676 5.535 0.151 15.051 3.010 0.292 29.167 1033_6 aa Open Sea Intron 14/18 Lrmp
chr6 145,171,263 5.05E-03 2.60E-05 0.208 20.833 0.667 66.667 0.205 20.501 4.100 0.194 19.441 3.888 0.458 45.833 1033_6 ca Open Sea Intron 14/18 Lrmp
chr7 3,935,357 2.82E-02 1.73E-03 0.724 72.414 0.429 42.857 0.140 14.027 2.805 0.234 23.427 4.685 -0.296 -29.557 1034_7 CA Open Sea Intergenic
chr7 3,935,404 1.77E-03 1.73E-03 0.686 68.571 0.314 31.429 0.157 15.704 3.141 0.079 7.853 1.571 -0.371 -37.143 1034_7 CA Open Sea Intergenic
chr7 5,595,033 3.78E-02 4.93E-01 0.375 37.500 0.656 65.625 0.372 37.223 7.445 0.182 18.164 3.633 0.281 28.125 1035_7 -- Open Sea Intergenic
chr7 5,595,701 6.95E-03 2.47E-02 0.512 51.220 0.852 85.185 0.263 26.286 5.257 0.229 22.925 4.585 0.340 33.966 1035_7 -- Open Sea Intergenic
chr7 5,895,916 1.12E-02 1.56E-01 0.714 71.429 0.425 42.500 0.168 16.804 3.361 0.228 22.822 4.564 -0.289 -28.929 1036_7 -- Open Sea Intergenic
chr7 5,896,184 4.08E-02 8.26E-02 0.818 81.818 0.571 57.143 0.118 11.805 2.361 0.244 24.403 4.881 -0.247 -24.675 1036_7 -- Open Sea Intergenic
chr7 6,790,173 4.11E-02 5.19E-03 0.261 26.087 0.563 56.250 0.229 22.898 4.580 0.293 29.307 5.861 0.302 30.163 1037_7 CG nearby Open Sea Intron 2/7 Usp29
chr7 6,790,180 2.06E-02 5.19E-03 0.320 32.000 0.667 66.667 0.186 18.634 3.727 0.351 35.109 7.022 0.347 34.667 1037_7 CG nearby Open Sea Intron 2/7 Usp29
chr7 9,178,866 4.62E-02 5.16E-03 0.275 27.451 0.458 45.763 0.103 10.293 2.059 0.092 9.188 1.838 0.183 18.312 1038_7 -- Open Sea Intergenic
chr7 9,179,009 2.45E-02 1.53E-02 0.219 21.875 0.485 48.485 0.161 16.080 3.216 0.236 23.605 4.721 0.266 26.610 1038_7 -- Open Sea Intergenic
chr7 20,835,372 3.05E-02 3.35E-02 0.321 32.143 0.600 60.000 0.295 29.463 5.893 0.209 20.917 4.183 0.279 27.857 1039_7 -- Open Sea Intergenic
chr7 20,835,707 3.35E-02 9.60E-02 0.483 48.276 0.738 73.810 0.271 27.105 5.421 0.173 17.338 3.468 0.255 25.534 1039_7 -- Open Sea Intergenic
chr7 23,827,963 3.16E-02 8.19E-02 0.686 68.605 0.824 82.418 0.146 14.591 2.918 0.072 7.205 1.441 0.138 13.813 1040_7 -- Open Sea Intergenic
chr7 23,828,169 1.46E-02 5.33E-02 0.380 38.000 0.684 68.421 0.160 15.976 3.195 0.323 32.281 6.456 0.304 30.421 1040_7 -- Open Sea Intergenic
chr7 23,828,678 3.54E-02 9.72E-02 0.705 70.492 0.500 50.000 0.115 11.532 2.306 0.248 24.790 4.958 -0.205 -20.492 1040_7 -- Open Sea Intergenic
chr7 23,895,601 2.43E-02 2.82E-03 0.600 60.000 0.761 76.087 0.185 18.461 3.692 0.282 28.198 5.640 0.161 16.087 1041_7 -- Open Sea Intergenic
chr7 23,895,786 2.50E-02 1.55E-02 0.479 47.917 0.733 73.333 0.244 24.366 4.873 0.152 15.167 3.033 0.254 25.417 1041_7 -- Open Sea Intergenic
chr7 28,485,833 1.49E-02 1.86E-01 0.517 51.685 0.702 70.213 0.084 8.367 1.673 0.186 18.552 3.710 0.185 18.527 1042_7 -- Open Sea Intron 1/12 Samd4b
chr7 28,485,839 2.42E-02 1.86E-01 0.456 45.556 0.618 61.765 0.065 6.536 1.307 0.104 10.398 2.080 0.162 16.209 1042_7 -- Open Sea Intron 1/12 Samd4b
chr7 30,399,087 6.07E-03 9.06E-04 0.414 41.379 0.781 78.125 0.300 29.993 5.999 0.142 14.245 2.849 0.367 36.746 1043_7 -- Open Sea Intergenic
chr7 30,399,095 1.45E-03 9.06E-04 0.269 26.923 0.704 70.370 0.136 13.647 2.729 0.154 15.444 3.089 0.434 43.447 1043_7 -- Open Sea Intergenic



chr7 31,463,623 4.98E-02 3.19E-01 0.622 62.162 0.852 85.185 0.383 38.259 7.652 0.208 20.787 4.157 0.230 23.023 1044_7 -- Open Sea Intergenic
chr7 31,463,936 2.32E-02 2.90E-02 0.314 31.429 0.585 58.537 0.238 23.804 4.761 0.268 26.782 5.356 0.271 27.108 1044_7 -- Open Sea Intergenic
chr7 37,199,677 2.49E-02 5.68E-02 0.150 15.000 0.571 57.143 0.415 41.500 8.300 0.334 33.373 6.675 0.421 42.143 1045_7 Check manually Open Sea Intergenic
chr7 37,199,722 2.79E-02 5.68E-02 0.300 30.000 0.636 63.636 0.333 33.333 6.667 0.260 25.998 5.200 0.336 33.636 1045_7 Check manually Open Sea Intergenic
chr7 39,422,814 3.57E-02 2.34E-03 0.737 73.684 0.568 56.757 0.178 17.813 3.563 0.116 11.602 2.320 -0.169 -16.927 1046_7 -- Open Sea Intergenic
chr7 39,422,880 1.28E-02 2.68E-02 0.681 68.142 0.822 82.203 0.088 8.806 1.761 0.075 7.508 1.502 0.141 14.062 1046_7 -- Open Sea Intergenic
chr7 40,573,903 4.22E-02 5.45E-04 0.565 56.522 0.833 83.333 0.359 35.880 7.176 0.102 10.206 2.041 0.268 26.812 1047_7 -- Open Sea Intergenic
chr7 40,573,946 2.46E-02 5.45E-04 0.636 63.636 0.897 89.655 0.239 23.913 4.783 0.090 8.980 1.796 0.260 26.019 1047_7 -- Open Sea Intergenic
chr7 42,116,984 1.19E-02 4.23E-02 0.306 30.556 0.667 66.667 0.151 15.090 3.018 0.169 16.859 3.372 0.361 36.111 1048_7 -- Open Sea Intergenic
chr7 42,117,161 3.74E-02 5.54E-03 0.535 53.521 0.704 70.423 0.117 11.676 2.335 0.085 8.546 1.709 0.169 16.901 1048_7 -- Open Sea Intergenic
chr7 42,387,023 1.35E-02 1.64E-01 0.143 14.286 0.444 44.444 0.116 11.643 2.329 0.144 14.449 2.890 0.302 30.159 1049_7 -- Open Sea Intergenic
chr7 42,387,292 1.75E-02 2.25E-01 0.571 57.143 0.825 82.500 0.096 9.589 1.918 0.166 16.586 3.317 0.254 25.357 1049_7 -- Open Sea Intergenic
chr7 42,824,047 7.35E-03 1.92E-03 0.566 56.579 0.778 77.778 0.086 8.643 1.729 0.082 8.205 1.641 0.212 21.199 1050_7 -- Open Sea Intergenic
chr7 42,824,138 4.67E-02 1.92E-03 0.846 84.615 0.660 65.957 0.172 17.247 3.449 0.107 10.740 2.148 -0.187 -18.658 1050_7 -- Open Sea Intergenic
chr7 43,763,854 4.89E-02 1.03E-02 0.769 76.923 0.556 55.556 0.132 13.250 2.650 0.227 22.698 4.540 -0.214 -21.368 1051_7 -- Open Sea Intergenic
chr7 43,763,944 6.52E-03 1.99E-02 0.565 56.522 0.797 79.747 0.286 28.623 5.725 0.113 11.302 2.260 0.232 23.225 1051_7 -- Open Sea Intergenic
chr7 44,363,854 3.62E-02 1.59E-03 0.604 60.417 0.396 39.623 0.206 20.588 4.118 0.209 20.882 4.176 -0.208 -20.794 1052_7 -- S Shelf Intergenic
chr7 44,363,898 3.32E-03 8.32E-04 0.820 81.967 0.584 58.442 0.127 12.714 2.543 0.024 2.428 0.486 -0.235 -23.526 1052_7 -- S Shelf Intergenic
chr7 47,667,365 3.90E-02 2.81E-01 0.583 58.252 0.716 71.552 0.087 8.742 1.748 0.085 8.490 1.698 0.133 13.299 1053_7 -- Open Sea Intergenic
chr7 47,668,313 4.02E-02 1.24E-01 0.463 46.316 0.641 64.103 0.138 13.850 2.770 0.144 14.377 2.875 0.178 17.787 1053_7 TG Open Sea Intergenic
chr7 51,050,777 3.50E-02 5.63E-02 0.839 83.871 0.571 57.143 0.099 9.895 1.979 0.291 29.069 5.814 -0.267 -26.728 1054_7 -- Open Sea Intergenic
chr7 51,050,975 4.01E-02 3.16E-03 0.475 47.500 0.719 71.875 0.291 29.074 5.815 0.184 18.394 3.679 0.244 24.375 1054_7 -- Open Sea Intergenic
chr7 53,524,541 1.96E-02 9.07E-02 0.583 58.333 0.796 79.592 0.292 29.219 5.844 0.074 7.437 1.487 0.213 21.259 1055_7 -- Open Sea Intergenic
chr7 53,524,925 1.10E-02 2.63E-01 0.360 36.000 0.724 72.414 0.367 36.670 7.334 0.184 18.409 3.682 0.364 36.414 1055_7 -- Open Sea Intergenic
chr7 54,230,575 1.92E-02 9.81E-03 0.500 50.000 0.235 23.529 0.135 13.531 2.706 0.193 19.304 3.861 -0.265 -26.471 1056_7 -- Open Sea Intergenic
chr7 54,230,637 2.19E-02 9.81E-03 0.214 21.429 0.522 52.174 0.179 17.853 3.571 0.274 27.355 5.471 0.307 30.745 1056_7 -- Open Sea Intergenic
chr7 55,964,502 3.96E-02 1.51E-02 0.879 87.879 0.633 63.333 0.099 9.919 1.984 0.228 22.793 4.559 -0.245 -24.545 1057_7 -- S Shore Intergenic
chr7 55,964,585 3.75E-02 1.44E-02 0.594 59.375 0.833 83.333 0.239 23.942 4.788 0.173 17.301 3.460 0.240 23.958 1057_7 -- S Shelf Intergenic
chr7 58,933,384 3.57E-02 5.34E-03 0.860 86.000 0.697 69.697 0.100 9.957 1.991 0.138 13.811 2.762 -0.163 -16.303 1058_7 -- Open Sea Intergenic
chr7 58,933,461 1.50E-02 2.86E-03 0.757 75.714 0.545 54.455 0.149 14.865 2.973 0.102 10.220 2.044 -0.213 -21.259 1058_7 -- Open Sea Intergenic
chr7 59,920,088 7.13E-03 5.36E-03 0.500 50.000 0.775 77.500 0.060 6.041 1.208 0.064 6.391 1.278 0.275 27.500 1059_7 -- Open Sea Intergenic
chr7 59,920,251 1.79E-02 1.97E-02 0.438 43.810 0.615 61.458 0.178 17.767 3.553 0.101 10.137 2.027 0.176 17.649 1059_7 -- Open Sea Intergenic
chr7 61,967,555 2.45E-02 1.20E-01 0.278 27.778 0.552 55.172 0.135 13.482 2.696 0.300 29.951 5.990 0.274 27.395 1060_7 -- Open Sea Intron 3/3 A330076H08Rik
chr7 61,967,555 2.45E-02 1.20E-01 0.278 27.778 0.552 55.172 0.135 13.482 2.696 0.300 29.951 5.990 0.274 27.395 1060_7 -- Open Sea Intron 3/5 A330076H08Rik
chr7 61,967,567 2.72E-02 1.91E-01 0.162 16.216 0.423 42.308 0.193 19.286 3.857 0.229 22.914 4.583 0.261 26.091 1060_7 -- Open Sea Intron 3/3 A330076H08Rik
chr7 61,967,567 2.72E-02 1.91E-01 0.162 16.216 0.423 42.308 0.193 19.286 3.857 0.229 22.914 4.583 0.261 26.091 1060_7 -- Open Sea Intron 3/5 A330076H08Rik
chr7 65,338,043 3.49E-02 1.19E-01 0.172 17.241 0.393 39.344 0.099 9.924 1.985 0.221 22.072 4.414 0.221 22.103 1061_7 CT Open Sea Intron 5/26 Tjp1
chr7 65,338,043 3.49E-02 1.19E-01 0.172 17.241 0.393 39.344 0.099 9.924 1.985 0.221 22.072 4.414 0.221 22.103 1061_7 CT Open Sea Intron 5/27 Tjp1
chr7 65,338,043 3.49E-02 1.19E-01 0.172 17.241 0.393 39.344 0.099 9.924 1.985 0.221 22.072 4.414 0.221 22.103 1061_7 CT Open Sea Intron 5/27 Tjp1
chr7 65,338,813 3.79E-02 3.79E-02 0.486 48.649 0.714 71.429 0.274 27.394 5.479 0.087 8.718 1.744 0.228 22.780 1061_7 ag Open Sea Intron 5/26 Tjp1
chr7 65,338,813 3.79E-02 3.79E-02 0.486 48.649 0.714 71.429 0.274 27.394 5.479 0.087 8.718 1.744 0.228 22.780 1061_7 ag Open Sea Intron 5/27 Tjp1
chr7 65,338,813 3.79E-02 3.79E-02 0.486 48.649 0.714 71.429 0.274 27.394 5.479 0.087 8.718 1.744 0.228 22.780 1061_7 ag Open Sea Intron 5/27 Tjp1
chr7 65,354,643 3.93E-02 1.18E-04 0.909 90.909 0.766 76.563 0.197 19.688 3.938 0.124 12.366 2.473 -0.143 -14.347 1062_7 TG Open Sea Intron 2/26 Tjp1
chr7 65,354,643 3.93E-02 1.18E-04 0.909 90.909 0.766 76.563 0.197 19.688 3.938 0.124 12.366 2.473 -0.143 -14.347 1062_7 TG Open Sea Intron 2/27 Tjp1
chr7 65,354,643 3.93E-02 1.18E-04 0.909 90.909 0.766 76.563 0.197 19.688 3.938 0.124 12.366 2.473 -0.143 -14.347 1062_7 TG Open Sea Intron 3/4 Tjp1
chr7 65,354,643 3.93E-02 1.18E-04 0.909 90.909 0.766 76.563 0.197 19.688 3.938 0.124 12.366 2.473 -0.143 -14.347 1062_7 TG Open Sea Intron 2/27 Tjp1
chr7 65,354,679 1.27E-02 1.18E-04 0.885 88.462 0.672 67.164 0.193 19.306 3.861 0.245 24.508 4.902 -0.213 -21.297 1062_7 AA Open Sea Intron 2/26 Tjp1
chr7 65,354,679 1.27E-02 1.18E-04 0.885 88.462 0.672 67.164 0.193 19.306 3.861 0.245 24.508 4.902 -0.213 -21.297 1062_7 AA Open Sea Intron 2/27 Tjp1
chr7 65,354,679 1.27E-02 1.18E-04 0.885 88.462 0.672 67.164 0.193 19.306 3.861 0.245 24.508 4.902 -0.213 -21.297 1062_7 AA Open Sea Intron 3/4 Tjp1
chr7 65,354,679 1.27E-02 1.18E-04 0.885 88.462 0.672 67.164 0.193 19.306 3.861 0.245 24.508 4.902 -0.213 -21.297 1062_7 AA Open Sea Intron 2/27 Tjp1
chr7 69,947,001 2.87E-02 4.46E-02 0.157 15.686 0.354 35.417 0.133 13.251 2.650 0.094 9.364 1.873 0.197 19.730 1063_7 -- Open Sea Intergenic
chr7 69,947,020 1.34E-02 4.46E-02 0.340 34.043 0.610 60.976 0.189 18.930 3.786 0.138 13.795 2.759 0.269 26.933 1063_7 -- Open Sea Intergenic
chr7 70,254,334 2.72E-02 2.70E-03 0.446 44.643 0.646 64.615 0.311 31.126 6.225 0.074 7.440 1.488 0.200 19.973 1064_7 -- Open Sea Intergenic
chr7 70,254,361 1.78E-02 2.70E-03 0.341 34.146 0.600 60.000 0.380 37.984 7.597 0.112 11.227 2.245 0.259 25.854 1064_7 -- Open Sea Intergenic
chr7 72,194,452 4.30E-02 7.74E-03 0.618 61.765 0.853 85.294 0.172 17.191 3.438 0.216 21.582 4.316 0.235 23.529 1065_7 -- Open Sea Intergenic
chr7 72,194,647 3.73E-02 6.79E-03 0.364 36.364 0.700 70.000 0.415 41.500 8.300 0.221 22.119 4.424 0.336 33.636 1065_7 -- Open Sea Intergenic
chr7 72,439,457 1.68E-02 1.20E-03 0.697 69.697 0.909 90.909 0.183 18.277 3.655 0.055 5.537 1.107 0.212 21.212 1066_7 -- Open Sea Intergenic
chr7 72,439,483 1.28E-02 1.20E-03 0.550 55.000 0.286 28.571 0.215 21.454 4.291 0.168 16.798 3.360 -0.264 -26.429 1066_7 -- Open Sea Intergenic
chr7 77,046,827 6.29E-03 1.72E-04 0.419 41.905 0.647 64.706 0.271 27.140 5.428 0.093 9.349 1.870 0.228 22.801 1067_7 -- Open Sea Intergenic
chr7 77,046,960 4.78E-03 1.72E-04 0.729 72.947 0.567 56.682 0.335 33.478 6.696 0.087 8.744 1.749 -0.163 -16.265 1067_7 -- Open Sea Intergenic
chr7 77,047,537 1.57E-02 4.02E-02 0.705 70.455 0.919 91.892 0.236 23.616 4.723 0.081 8.070 1.614 0.214 21.437 1067_7 -- Open Sea Intergenic
chr7 81,777,463 6.08E-03 1.70E-03 0.308 30.769 0.585 58.491 0.179 17.923 3.585 0.077 7.737 1.547 0.277 27.721 1068_7 -- Open Sea Intergenic
chr7 81,777,580 3.09E-02 1.14E-02 0.291 29.091 0.492 49.180 0.182 18.217 3.643 0.224 22.424 4.485 0.201 20.089 1068_7 -- Open Sea Intergenic
chr7 83,445,259 3.38E-02 1.38E-01 0.396 39.583 0.619 61.905 0.206 20.625 4.125 0.105 10.530 2.106 0.223 22.321 1069_7 -- Open Sea Intergenic
chr7 83,445,263 1.58E-02 1.38E-01 0.521 52.083 0.769 76.923 0.111 11.053 2.211 0.150 15.016 3.003 0.248 24.840 1069_7 -- Open Sea Intergenic
chr7 83,770,819 8.62E-03 7.34E-02 0.167 16.667 0.500 50.000 0.142 14.220 2.844 0.250 25.006 5.001 0.333 33.333 1070_7 -- Open Sea Intergenic
chr7 83,771,587 2.94E-02 8.48E-02 0.156 15.625 0.417 41.667 0.120 12.042 2.408 0.288 28.820 5.764 0.260 26.042 1070_7 -- Open Sea Intergenic
chr7 85,709,083 2.56E-02 2.56E-02 0.632 63.158 0.761 76.087 0.144 14.397 2.879 0.117 11.669 2.334 0.129 12.929 1071_7 -- Open Sea Intergenic
chr7 85,709,617 2.34E-02 2.13E-02 0.821 82.143 0.644 64.444 0.139 13.860 2.772 0.102 10.231 2.046 -0.177 -17.698 1071_7 -- Open Sea Intergenic
chr7 86,074,692 4.78E-02 4.78E-02 0.758 75.806 0.585 58.491 0.120 12.041 2.408 0.185 18.499 3.700 -0.173 -17.316 1072_7 -- Open Sea Intergenic
chr7 86,075,326 4.64E-02 3.33E-01 0.477 47.727 0.692 69.231 0.245 24.462 4.892 0.183 18.304 3.661 0.215 21.503 1072_7 -- Open Sea Intergenic
chr7 86,555,923 3.83E-02 2.84E-01 0.368 36.765 0.564 56.364 0.198 19.766 3.953 0.302 30.220 6.044 0.196 19.599 1073_7 -- Open Sea Intergenic
chr7 86,556,297 2.96E-02 1.66E-01 0.617 61.702 0.404 40.351 0.230 22.989 4.598 0.194 19.416 3.883 -0.214 -21.351 1073_7 -- Open Sea Intergenic
chr7 86,881,792 3.51E-02 3.51E-02 0.519 51.852 0.810 80.952 0.277 27.701 5.540 0.187 18.667 3.733 0.291 29.101 1074_7 -- Open Sea Intergenic
chr7 86,882,734 1.91E-02 8.18E-01 0.621 62.069 0.313 31.250 0.142 14.172 2.834 0.251 25.051 5.010 -0.308 -30.819 1074_7 -- Open Sea Intergenic
chr7 86,905,294 8.81E-03 7.21E-02 0.286 28.571 0.462 46.154 0.162 16.170 3.234 0.053 5.344 1.069 0.176 17.582 1075_7 -- Open Sea Intergenic
chr7 86,905,674 4.21E-02 1.26E-01 0.412 41.176 0.156 15.625 0.307 30.741 6.148 0.103 10.255 2.051 -0.256 -25.551 1075_7 -- Open Sea Intergenic
chr7 90,425,768 1.39E-02 1.84E-03 0.462 46.154 0.682 68.182 0.256 25.617 5.123 0.122 12.187 2.437 0.220 22.028 1076_7 -- Open Sea Intergenic
chr7 90,425,874 3.18E-02 2.47E-03 0.250 25.000 0.489 48.889 0.197 19.665 3.933 0.091 9.060 1.812 0.239 23.889 1076_7 -- Open Sea Intergenic
chr7 93,176,758 4.95E-02 7.54E-03 0.630 63.043 0.407 40.678 0.205 20.518 4.104 0.159 15.850 3.170 -0.224 -22.366 1077_7 ga N Shelf Intergenic
chr7 93,176,896 3.50E-02 1.28E-01 0.445 44.512 0.565 56.497 0.159 15.860 3.172 0.049 4.876 0.975 0.120 11.985 1077_7 -- N Shelf Intergenic
chr7 95,444,521 1.17E-02 5.74E-01 0.816 81.633 0.553 55.263 0.103 10.308 2.062 0.341 34.097 6.819 -0.264 -26.369 1078_7 CA Open Sea Intergenic
chr7 95,444,871 7.39E-03 2.46E-02 0.368 36.842 0.674 67.391 0.140 14.025 2.805 0.150 14.959 2.992 0.305 30.549 1078_7 TT Open Sea Intergenic
chr7 97,582,322 2.59E-02 1.84E-03 0.276 27.586 0.654 65.385 0.267 26.659 5.332 0.212 21.206 4.241 0.378 37.798 1079_7 AG S Shore Intron 1/15 Rsf1
chr7 97,582,322 2.59E-02 1.84E-03 0.276 27.586 0.654 65.385 0.267 26.659 5.332 0.212 21.206 4.241 0.378 37.798 1079_7 AG S Shore Intron 1/14 Rsf1
chr7 97,582,368 4.92E-02 1.84E-03 0.154 15.385 0.409 40.909 0.090 9.027 1.805 0.265 26.469 5.294 0.255 25.524 1079_7 CT S Shore Intron 1/15 Rsf1
chr7 97,582,368 4.92E-02 1.84E-03 0.154 15.385 0.409 40.909 0.090 9.027 1.805 0.265 26.469 5.294 0.255 25.524 1079_7 CT S Shore Intron 1/14 Rsf1
chr7 104,660,726 4.52E-02 3.04E-02 0.400 40.000 0.608 60.784 0.203 20.332 4.066 0.128 12.822 2.564 0.208 20.784 1080_7 -- Open Sea Intergenic
chr7 104,661,623 4.35E-02 4.35E-02 0.793 79.310 0.353 35.294 0.398 39.825 7.965 0.369 36.898 7.380 -0.440 -44.016 1080_7 -- Open Sea Intergenic
chr7 105,311,661 3.79E-02 3.04E-01 0.368 36.842 0.619 61.905 0.398 39.821 7.964 0.150 14.972 2.994 0.251 25.063 1081_7 ca Open Sea Intergenic
chr7 105,312,282 4.30E-02 4.30E-02 0.451 45.070 0.651 65.116 0.180 17.995 3.599 0.162 16.248 3.250 0.200 20.046 1081_7 -- Open Sea Intergenic
chr7 106,609,589 4.16E-02 2.12E-02 0.690 68.966 0.407 40.741 0.337 33.672 6.734 0.222 22.201 4.440 -0.282 -28.225 1082_7 -- Open Sea Intergenic
chr7 106,609,615 2.07E-02 4.60E-03 0.848 84.848 0.600 60.000 0.131 13.122 2.624 0.127 12.728 2.546 -0.248 -24.848 1082_7 -- Open Sea Intergenic
chr7 108,715,383 1.30E-02 1.83E-01 0.833 83.333 0.524 52.381 0.129 12.901 2.580 0.126 12.605 2.521 -0.310 -30.952 1083_7 -- Open Sea Intergenic
chr7 108,716,063 3.84E-02 2.03E-02 0.512 51.220 0.737 73.684 0.263 26.254 5.251 0.136 13.576 2.715 0.225 22.465 1083_7 -- Open Sea Intergenic
chr7 109,262,387 5.59E-03 1.01E-02 0.712 71.242 0.552 55.172 0.146 14.621 2.924 0.058 5.823 1.165 -0.161 -16.069 1084_7 TG Open Sea Intergenic
chr7 109,262,420 5.07E-04 4.68E-03 0.858 85.811 0.655 65.493 0.090 8.978 1.796 0.047 4.673 0.935 -0.203 -20.318 1084_7 CG Open Sea Intergenic
chr7 114,292,183 2.71E-02 2.96E-03 0.804 80.357 0.593 59.322 0.074 7.366 1.473 0.213 21.282 4.256 -0.210 -21.035 1085_7 AA Open Sea Intergenic
chr7 114,292,325 2.18E-02 1.74E-02 0.775 77.500 0.474 47.368 0.168 16.753 3.351 0.261 26.109 5.222 -0.301 -30.132 1085_7 Check manually Open Sea Intergenic
chr7 114,936,271 2.46E-02 1.78E-04 0.164 16.418 0.359 35.897 0.081 8.073 1.615 0.098 9.760 1.952 0.195 19.480 1086_7 -- Open Sea Intergenic
chr7 114,936,309 7.82E-04 1.78E-04 0.167 16.667 0.489 48.889 0.087 8.676 1.735 0.132 13.218 2.644 0.322 32.222 1086_7 -- Open Sea Intergenic
chr7 118,298,362 4.26E-02 1.73E-01 0.524 52.381 0.354 35.443 0.222 22.239 4.448 0.070 7.013 1.403 -0.169 -16.938 1087_7 -- Open Sea Intergenic
chr7 118,298,768 4.30E-02 9.48E-02 0.784 78.431 0.612 61.194 0.106 10.555 2.111 0.103 10.340 2.068 -0.172 -17.237 1087_7 -- Open Sea Intergenic
chr7 121,232,635 1.25E-02 2.53E-03 0.293 29.268 0.667 66.667 0.167 16.701 3.340 0.352 35.222 7.044 0.374 37.398 1088_7 -- Open Sea Intergenic
chr7 121,232,691 1.83E-03 1.28E-04 0.446 44.615 0.756 75.556 0.233 23.256 4.651 0.088 8.760 1.752 0.309 30.940 1088_7 -- Open Sea Intergenic
chr7 121,232,708 3.49E-02 5.73E-04 0.453 45.313 0.660 66.000 0.146 14.632 2.926 0.250 25.002 5.000 0.207 20.688 1088_7 -- Open Sea Intergenic
chr7 122,356,800 4.82E-02 4.87E-04 0.333 33.333 0.563 56.250 0.160 15.966 3.193 0.226 22.575 4.515 0.229 22.917 1089_7 Check manually Open Sea Intron 2/16 Prkcb
chr7 122,356,800 4.82E-02 4.87E-04 0.333 33.333 0.563 56.250 0.160 15.966 3.193 0.226 22.575 4.515 0.229 22.917 1089_7 Check manually Open Sea Intron 2/17 Prkcb
chr7 122,356,845 3.08E-02 4.87E-04 0.250 25.000 0.519 51.852 0.187 18.675 3.735 0.108 10.833 2.167 0.269 26.852 1089_7 Check manually Open Sea Intron 2/16 Prkcb



chr7 122,356,845 3.08E-02 4.87E-04 0.250 25.000 0.519 51.852 0.187 18.675 3.735 0.108 10.833 2.167 0.269 26.852 1089_7 Check manually Open Sea Intron 2/17 Prkcb
chr7 126,888,022 3.72E-02 7.37E-05 0.273 27.273 0.538 53.846 0.206 20.647 4.129 0.112 11.180 2.236 0.266 26.573 1090_7 -- S Shelf Intron 5/5 Tmem219
chr7 126,888,022 3.72E-02 7.37E-05 0.273 27.273 0.538 53.846 0.206 20.647 4.129 0.112 11.180 2.236 0.266 26.573 1090_7 -- S Shelf Intron 6/6 Tmem219
chr7 126,888,022 3.72E-02 7.37E-05 0.273 27.273 0.538 53.846 0.206 20.647 4.129 0.112 11.180 2.236 0.266 26.573 1090_7 -- S Shelf Intron 4/4 Tmem219
chr7 126,888,022 3.72E-02 7.37E-05 0.273 27.273 0.538 53.846 0.206 20.647 4.129 0.112 11.180 2.236 0.266 26.573 1090_7 -- S Shelf Intron 5/5 Tmem219
chr7 126,888,022 3.72E-02 7.37E-05 0.273 27.273 0.538 53.846 0.206 20.647 4.129 0.112 11.180 2.236 0.266 26.573 1090_7 -- S Shelf Intron 1/1 Tmem219
chr7 126,888,022 3.72E-02 7.37E-05 0.273 27.273 0.538 53.846 0.206 20.647 4.129 0.112 11.180 2.236 0.266 26.573 1090_7 -- S Shelf Intron 2/2 Tmem219
chr7 126,888,074 1.70E-02 7.37E-05 0.143 14.286 0.550 55.000 0.107 10.715 2.143 0.362 36.179 7.236 0.407 40.714 1090_7 -- S Shelf Intron 5/5 Tmem219
chr7 126,888,074 1.70E-02 7.37E-05 0.143 14.286 0.550 55.000 0.107 10.715 2.143 0.362 36.179 7.236 0.407 40.714 1090_7 -- S Shelf Intron 6/6 Tmem219
chr7 126,888,074 1.70E-02 7.37E-05 0.143 14.286 0.550 55.000 0.107 10.715 2.143 0.362 36.179 7.236 0.407 40.714 1090_7 -- S Shelf Intron 4/4 Tmem219
chr7 126,888,074 1.70E-02 7.37E-05 0.143 14.286 0.550 55.000 0.107 10.715 2.143 0.362 36.179 7.236 0.407 40.714 1090_7 -- S Shelf Intron 5/5 Tmem219
chr7 126,888,074 1.70E-02 7.37E-05 0.143 14.286 0.550 55.000 0.107 10.715 2.143 0.362 36.179 7.236 0.407 40.714 1090_7 -- S Shelf Intron 1/1 Tmem219
chr7 126,888,074 1.70E-02 7.37E-05 0.143 14.286 0.550 55.000 0.107 10.715 2.143 0.362 36.179 7.236 0.407 40.714 1090_7 -- S Shelf Intron 2/2 Tmem219
chr7 127,133,210 2.61E-02 3.57E-01 0.473 47.297 0.667 66.667 0.112 11.223 2.245 0.091 9.137 1.827 0.194 19.369 1091_7 CG Open Sea false intergenic Spn
chr7 127,133,848 1.61E-02 7.22E-02 0.208 20.833 0.542 54.167 0.149 14.907 2.981 0.148 14.837 2.967 0.333 33.333 1091_7 cc Open Sea 3'UTR Spn
chr7 129,238,216 6.09E-03 5.46E-02 0.765 76.471 0.450 45.000 0.177 17.740 3.548 0.233 23.292 4.658 -0.315 -31.471 1092_7 Check manually Open Sea Intergenic
chr7 129,238,442 3.72E-02 2.63E-01 0.471 47.059 0.226 22.581 0.282 28.194 5.639 0.135 13.532 2.706 -0.245 -24.478 1092_7 TA Open Sea Intergenic
chr7 130,593,688 3.23E-02 2.82E-04 0.111 11.111 0.343 34.286 0.141 14.051 2.810 0.368 36.820 7.364 0.232 23.175 1093_7 CG Open Sea Intron 1/6 Tacc2
chr7 130,593,704 6.06E-03 2.82E-04 0.111 11.111 0.412 41.176 0.124 12.397 2.479 0.163 16.332 3.266 0.301 30.065 1093_7 CG Open Sea Intron 1/6 Tacc2
chr7 134,585,459 3.07E-02 1.18E-04 0.286 28.571 0.667 66.667 0.345 34.469 6.894 0.397 39.668 7.934 0.381 38.095 1094_7 CA Open Sea Intergenic
chr7 134,585,620 1.95E-02 7.17E-05 0.240 24.000 0.600 60.000 0.180 17.972 3.594 0.303 30.290 6.058 0.360 36.000 1094_7 TG Open Sea Intergenic
chr7 136,492,107 6.85E-03 4.60E-03 0.093 9.259 0.388 38.776 0.114 11.386 2.277 0.266 26.648 5.330 0.295 29.516 1095_7 CG Open Sea Intergenic
chr7 136,492,178 4.96E-03 2.11E-02 0.132 13.158 0.464 46.429 0.184 18.397 3.679 0.271 27.121 5.424 0.333 33.271 1095_7 CG Open Sea Intergenic
chr7 136,492,203 3.27E-02 2.11E-02 0.152 15.152 0.409 40.909 0.125 12.495 2.499 0.361 36.059 7.212 0.258 25.758 1095_7 TG Open Sea Intergenic
chr7 139,206,507 4.71E-02 1.30E-01 0.787 78.723 0.660 66.000 0.162 16.242 3.248 0.077 7.727 1.545 -0.127 -12.723 1096_7 -- Open Sea Intergenic
chr7 139,206,847 2.31E-02 1.45E-01 0.674 67.391 0.878 87.805 0.156 15.634 3.127 0.090 8.980 1.796 0.204 20.414 1096_7 -- Open Sea Intergenic
chr7 142,467,527 8.80E-03 1.80E-02 0.422 42.208 0.642 64.198 0.115 11.481 2.296 0.138 13.800 2.760 0.220 21.990 1097_7 -- Open Sea Intron 1/10 Lsp1
chr7 142,467,527 8.80E-03 1.80E-02 0.422 42.208 0.642 64.198 0.115 11.481 2.296 0.138 13.800 2.760 0.220 21.990 1097_7 -- Open Sea Intron 1/10 Lsp1
chr7 142,467,763 2.73E-02 7.75E-02 0.868 86.755 0.757 75.694 0.059 5.869 1.174 0.104 10.401 2.080 -0.111 -11.061 1097_7 -- Open Sea Intron 1/10 Lsp1
chr7 142,467,763 2.73E-02 7.75E-02 0.868 86.755 0.757 75.694 0.059 5.869 1.174 0.104 10.401 2.080 -0.111 -11.061 1097_7 -- Open Sea Intron 1/10 Lsp1
chr8 5,344,106 3.83E-02 3.57E-02 0.875 87.500 0.656 65.625 0.137 13.704 2.741 0.195 19.455 3.891 -0.219 -21.875 1098_8 GA Open Sea Intergenic
chr8 5,344,834 3.21E-02 1.56E-02 0.406 40.625 0.677 67.742 0.211 21.095 4.219 0.169 16.871 3.374 0.271 27.117 1098_8 -- Open Sea Intergenic
chr8 7,987,626 7.42E-04 4.51E-07 0.140 13.953 0.486 48.649 0.082 8.223 1.645 0.233 23.312 4.662 0.347 34.695 1099_8 CG Open Sea Intergenic
chr8 7,987,686 1.68E-03 4.51E-07 0.191 19.118 0.479 47.917 0.162 16.165 3.233 0.223 22.315 4.463 0.288 28.799 1099_8 TG Open Sea Intergenic
chr8 7,987,737 1.09E-03 1.74E-09 0.210 20.988 0.526 52.632 0.136 13.562 2.712 0.246 24.617 4.923 0.316 31.644 1099_8 TG Open Sea Intergenic
chr8 7,987,792 4.08E-02 2.68E-09 0.461 46.053 0.705 70.455 0.126 12.565 2.513 0.163 16.312 3.262 0.244 24.402 1099_8 CC Open Sea Intergenic
chr8 10,170,790 2.67E-02 6.31E-03 0.754 75.362 0.577 57.746 0.127 12.657 2.531 0.192 19.172 3.834 -0.176 -17.616 1100_8 GG Open Sea Intergenic
chr8 10,170,984 3.75E-02 3.48E-03 0.755 75.510 0.569 56.923 0.053 5.298 1.060 0.144 14.356 2.871 -0.186 -18.587 1100_8 TG Open Sea Intergenic
chr8 10,598,333 1.50E-02 8.77E-07 0.231 23.077 0.560 56.000 0.396 39.572 7.914 0.081 8.122 1.624 0.329 32.923 1101_8 CG nearby Open Sea Intergenic
chr8 10,598,415 2.59E-03 2.43E-07 0.150 15.000 0.577 57.692 0.120 12.042 2.408 0.105 10.543 2.109 0.427 42.692 1101_8 AG Open Sea Intergenic
chr8 10,598,422 1.41E-03 2.43E-07 0.150 15.000 0.625 62.500 0.151 15.074 3.015 0.095 9.464 1.893 0.475 47.500 1101_8 AG Open Sea Intergenic
chr8 32,040,239 3.09E-02 2.29E-03 0.457 45.652 0.682 68.182 0.289 28.872 5.774 0.173 17.280 3.456 0.225 22.530 1102_8 -- Open Sea Intergenic
chr8 32,040,273 2.79E-02 2.29E-03 0.611 61.111 0.811 81.132 0.128 12.846 2.569 0.192 19.222 3.844 0.200 20.021 1102_8 ct Open Sea Intergenic
chr8 32,453,984 1.01E-02 2.69E-02 0.125 12.500 0.444 44.444 0.205 20.497 4.099 0.062 6.225 1.245 0.319 31.944 1103_8 -- Open Sea Intergenic
chr8 32,454,481 1.02E-02 2.69E-01 0.758 75.758 0.536 53.571 0.162 16.225 3.245 0.256 25.632 5.126 -0.222 -22.186 1103_8 -- Open Sea Intergenic
chr8 32,570,582 4.83E-02 3.09E-01 0.833 83.333 0.632 63.158 0.195 19.494 3.899 0.297 29.694 5.939 -0.202 -20.175 1104_8 -- Open Sea Intergenic
chr8 32,570,865 3.71E-02 3.71E-02 0.441 44.118 0.179 17.857 0.266 26.621 5.324 0.273 27.348 5.470 -0.263 -26.261 1104_8 -- Open Sea Intergenic
chr8 35,370,996 2.82E-02 3.56E-02 0.409 40.909 0.148 14.815 0.188 18.767 3.753 0.186 18.626 3.725 -0.261 -26.094 1105_8 -- Open Sea Intron 2/3 Gm45469
chr8 35,371,143 3.97E-02 9.43E-04 0.727 72.727 0.500 50.000 0.138 13.834 2.767 0.308 30.845 6.169 -0.227 -22.727 1105_8 -- Open Sea Intron 2/3 Gm45469
chr8 43,903,465 3.21E-02 1.22E-02 0.606 60.606 0.857 85.714 0.260 25.982 5.196 0.096 9.618 1.924 0.251 25.108 1106_8 -- Open Sea Intergenic
chr8 43,903,602 5.30E-03 5.73E-01 0.406 40.625 0.806 80.645 0.188 18.773 3.755 0.137 13.731 2.746 0.400 40.020 1106_8 -- Open Sea Intergenic
chr8 45,507,276 4.72E-03 4.73E-03 0.346 34.615 0.750 75.000 0.195 19.454 3.891 0.189 18.944 3.789 0.404 40.385 1107_8 TG Open Sea TSS 1500 Sorbs2
chr8 45,507,310 1.74E-02 8.12E-03 0.238 23.810 0.568 56.757 0.156 15.577 3.115 0.298 29.848 5.970 0.329 32.947 1107_8 GC Open Sea TSS 1500 Sorbs2
chr8 49,105,178 3.77E-02 2.11E-02 0.872 87.179 0.654 65.385 0.083 8.273 1.655 0.319 31.880 6.376 -0.218 -21.795 1108_8 TT Open Sea Intergenic
chr8 49,105,237 2.39E-02 2.11E-02 0.809 80.851 0.538 53.846 0.142 14.216 2.843 0.273 27.315 5.463 -0.270 -27.005 1108_8 TT Open Sea Intergenic
chr8 49,105,954 2.78E-02 1.56E-02 0.843 84.286 0.683 68.293 0.137 13.693 2.739 0.172 17.157 3.431 -0.160 -15.993 1108_8 ag Open Sea Intergenic
chr8 49,363,056 4.18E-02 3.46E-05 0.353 35.294 0.562 56.164 0.202 20.215 4.043 0.197 19.725 3.945 0.209 20.870 1109_8 TA Open Sea Intergenic
chr8 49,363,081 2.35E-03 3.46E-05 0.228 22.807 0.486 48.649 0.070 6.980 1.396 0.052 5.219 1.044 0.258 25.842 1109_8 CA Open Sea Intergenic
chr8 49,363,088 1.62E-02 3.46E-05 0.462 46.154 0.746 74.627 0.291 29.113 5.823 0.159 15.950 3.190 0.285 28.473 1109_8 CG Open Sea Intergenic
chr8 51,867,602 1.18E-02 5.58E-02 0.750 75.000 0.441 44.068 0.130 12.991 2.598 0.272 27.199 5.440 -0.309 -30.932 1110_8 -- Open Sea Intergenic
chr8 51,867,937 2.20E-02 2.20E-02 0.280 28.000 0.593 59.259 0.198 19.826 3.965 0.088 8.841 1.768 0.313 31.259 1110_8 CG nearby Open Sea Intergenic
chr8 52,676,696 1.06E-02 2.89E-04 0.500 50.000 0.833 83.333 0.294 29.362 5.872 0.094 9.403 1.881 0.333 33.333 1111_8 -- Open Sea Intergenic
chr8 52,676,811 4.94E-03 3.39E-04 0.616 61.644 0.835 83.529 0.143 14.331 2.866 0.122 12.158 2.432 0.219 21.886 1111_8 -- Open Sea Intergenic
chr8 53,395,229 7.10E-03 4.32E-01 0.360 36.000 0.731 73.077 0.250 25.040 5.008 0.147 14.677 2.935 0.371 37.077 1112_8 CC Open Sea Intergenic
chr8 53,395,612 1.23E-02 6.13E-03 0.533 53.333 0.774 77.358 0.240 24.036 4.807 0.129 12.898 2.580 0.240 24.025 1112_8 TC Open Sea Intergenic
chr8 55,004,166 4.32E-02 5.75E-02 0.689 68.889 0.424 42.424 0.244 24.422 4.884 0.306 30.619 6.124 -0.265 -26.465 1113_8 -- Open Sea Intron 1/6 Gpm6a
chr8 55,004,575 5.29E-03 4.51E-02 0.561 56.098 0.828 82.759 0.157 15.717 3.143 0.116 11.584 2.317 0.267 26.661 1113_8 -- Open Sea Intron 1/6 Gpm6a
chr8 55,033,188 1.03E-02 1.03E-02 0.724 72.368 0.528 52.809 0.126 12.590 2.518 0.105 10.455 2.091 -0.196 -19.559 1114_8 -- Open Sea Intron 1/6 Gpm6a
chr8 55,033,765 1.61E-02 1.61E-02 0.674 67.391 0.827 82.653 0.179 17.913 3.583 0.112 11.158 2.232 0.153 15.262 1114_8 ta Open Sea Intron 1/6 Gpm6a
chr8 55,436,694 2.38E-02 9.93E-03 0.559 55.932 0.345 34.545 0.281 28.067 5.613 0.030 2.981 0.596 -0.214 -21.387 1115_8 -- Open Sea Intergenic
chr8 55,437,505 1.18E-02 8.41E-02 0.435 43.478 0.256 25.581 0.048 4.848 0.970 0.075 7.476 1.495 -0.179 -17.897 1115_8 -- Open Sea Intergenic
chr8 55,753,162 4.20E-02 4.20E-02 0.692 69.231 0.906 90.625 0.217 21.679 4.336 0.137 13.680 2.736 0.214 21.394 1116_8 -- Open Sea Intergenic
chr8 55,754,121 4.17E-02 2.51E-01 0.500 50.000 0.815 81.481 0.271 27.063 5.413 0.233 23.286 4.657 0.315 31.481 1116_8 -- Open Sea Intergenic
chr8 59,186,214 1.05E-02 1.71E-01 0.421 42.105 0.707 70.732 0.229 22.925 4.585 0.107 10.714 2.143 0.286 28.626 1117_8 -- Open Sea Intergenic
chr8 59,186,502 4.00E-02 1.24E-02 0.563 56.250 0.750 75.000 0.211 21.068 4.214 0.046 4.608 0.922 0.188 18.750 1117_8 -- Open Sea Intergenic
chr8 62,239,325 1.99E-02 4.31E-03 0.393 39.326 0.567 56.667 0.185 18.543 3.709 0.098 9.823 1.965 0.173 17.341 1118_8 -- Open Sea Intergenic
chr8 62,239,457 4.68E-02 1.53E-02 0.250 25.000 0.444 44.444 0.127 12.704 2.541 0.239 23.940 4.788 0.194 19.444 1118_8 -- Open Sea Intergenic
chr8 66,113,910 4.06E-02 4.06E-02 0.281 28.125 0.531 53.125 0.379 37.904 7.581 0.161 16.090 3.218 0.250 25.000 1119_8 -- Open Sea Intergenic
chr8 66,114,381 2.14E-02 2.14E-02 0.697 69.697 0.854 85.417 0.189 18.858 3.772 0.121 12.089 2.418 0.157 15.720 1119_8 -- Open Sea Intergenic
chr8 69,625,961 2.54E-02 2.96E-02 0.377 37.736 0.593 59.259 0.083 8.250 1.650 0.069 6.899 1.380 0.215 21.523 1120_8 -- S Shore TSS 1500 Zfp868
chr8 69,626,054 3.31E-02 3.77E-02 0.500 50.000 0.704 70.370 0.076 7.563 1.513 0.172 17.187 3.437 0.204 20.370 1120_8 -- S Shore TSS 1500 Zfp868
chr8 74,837,233 3.13E-02 3.13E-02 0.466 46.552 0.700 70.000 0.183 18.257 3.651 0.162 16.200 3.240 0.234 23.448 1121_8 -- Open Sea Intergenic
chr8 74,837,331 3.22E-02 4.62E-03 0.222 22.222 0.377 37.681 0.047 4.671 0.934 0.163 16.338 3.268 0.155 15.459 1121_8 -- Open Sea Intergenic
chr8 75,273,082 3.13E-02 5.43E-02 0.600 60.000 0.776 77.612 0.275 27.459 5.492 0.161 16.063 3.213 0.176 17.612 1122_8 CA Open Sea Intergenic
chr8 75,273,204 4.73E-02 5.43E-02 0.524 52.381 0.233 23.333 0.245 24.501 4.900 0.201 20.100 4.020 -0.290 -29.048 1122_8 TA Open Sea Intergenic
chr8 75,598,940 1.31E-02 2.87E-01 0.688 68.750 0.366 36.585 0.261 26.097 5.219 0.167 16.667 3.333 -0.322 -32.165 1123_8 -- Open Sea Intergenic
chr8 75,599,416 2.72E-02 1.08E-02 0.864 86.364 0.594 59.375 0.129 12.942 2.588 0.064 6.430 1.286 -0.270 -26.989 1123_8 -- Open Sea Intergenic
chr8 80,424,510 3.15E-02 3.15E-02 0.667 66.667 0.515 51.515 0.181 18.117 3.623 0.159 15.856 3.171 -0.152 -15.152 1124_8 -- Open Sea Intergenic
chr8 80,424,954 2.91E-02 1.33E-04 0.232 23.171 0.382 38.235 0.155 15.473 3.095 0.079 7.902 1.580 0.151 15.065 1124_8 -- Open Sea Intergenic
chr8 80,425,006 2.94E-02 1.33E-04 0.301 30.108 0.513 51.327 0.159 15.938 3.188 0.137 13.744 2.749 0.212 21.220 1124_8 ct Open Sea Intergenic
chr8 80,425,018 2.72E-03 1.33E-04 0.363 36.264 0.596 59.615 0.048 4.843 0.969 0.110 10.957 2.191 0.234 23.352 1124_8 Check manually Open Sea Intergenic
chr8 80,737,320 3.66E-02 1.09E-01 0.429 42.857 0.706 70.588 0.276 27.603 5.521 0.228 22.830 4.566 0.277 27.731 1125_8 -- N Shore Intron 1/23 Smarca5
chr8 80,737,320 3.66E-02 1.09E-01 0.429 42.857 0.706 70.588 0.276 27.603 5.521 0.228 22.830 4.566 0.277 27.731 1125_8 -- N Shore Intron 1/19 Smarca5
chr8 80,737,555 9.19E-03 7.71E-02 0.261 26.087 0.488 48.780 0.208 20.781 4.156 0.196 19.612 3.922 0.227 22.694 1125_8 -- N Shore Intron 1/23 Smarca5
chr8 80,737,555 9.19E-03 7.71E-02 0.261 26.087 0.488 48.780 0.208 20.781 4.156 0.196 19.612 3.922 0.227 22.694 1125_8 -- N Shore Intron 1/19 Smarca5
chr8 82,859,296 6.02E-03 2.20E-03 0.630 62.963 0.286 28.571 0.310 30.957 6.191 0.181 18.132 3.626 -0.344 -34.392 1126_8 CT Open Sea Intergenic
chr8 82,859,344 1.77E-02 2.20E-03 0.889 88.889 0.643 64.286 0.136 13.608 2.722 0.308 30.785 6.157 -0.246 -24.603 1126_8 TG Open Sea Intergenic
chr8 83,633,917 3.82E-02 5.23E-03 0.400 40.000 0.690 68.966 0.205 20.509 4.102 0.251 25.150 5.030 0.290 28.966 1127_8 -- Open Sea Intergenic
chr8 83,633,937 3.51E-02 3.62E-02 0.897 89.744 0.697 69.697 0.084 8.367 1.673 0.227 22.726 4.545 -0.200 -20.047 1127_8 -- Open Sea Intergenic
chr8 86,318,875 1.03E-02 5.60E-03 0.178 17.808 0.363 36.250 0.088 8.832 1.766 0.124 12.427 2.485 0.184 18.442 1128_8 TG Open Sea Intergenic
chr8 86,318,942 1.41E-02 5.60E-03 0.215 21.505 0.381 38.144 0.110 10.963 2.193 0.080 8.008 1.602 0.166 16.639 1128_8 TA Open Sea Intergenic
chr8 95,217,854 3.74E-03 1.69E-02 0.100 10.000 0.488 48.780 0.083 8.316 1.663 0.188 18.817 3.763 0.388 38.780 1129_8 -- Open Sea Intergenic
chr8 95,217,959 1.16E-03 3.95E-06 0.232 23.188 0.519 51.948 0.148 14.836 2.967 0.031 3.111 0.622 0.288 28.760 1129_8 -- Open Sea Intergenic
chr8 100,969,245 4.06E-02 1.83E-02 0.143 14.286 0.375 37.500 0.098 9.799 1.960 0.256 25.580 5.116 0.232 23.214 1130_8 -- Open Sea Intergenic
chr8 100,969,265 1.29E-02 1.83E-02 0.294 29.412 0.636 63.636 0.338 33.770 6.754 0.188 18.797 3.759 0.342 34.225 1130_8 -- Open Sea Intergenic
chr8 102,875,877 1.63E-02 1.63E-02 0.793 79.310 0.458 45.833 0.396 39.567 7.913 0.258 25.776 5.155 -0.335 -33.477 1131_8 -- Open Sea Intergenic
chr8 102,876,524 4.85E-02 5.04E-01 0.776 77.600 0.876 87.619 0.132 13.162 2.632 0.067 6.677 1.335 0.100 10.019 1131_8 -- Open Sea Intergenic
chr8 104,496,694 3.45E-02 1.65E-01 0.407 40.678 0.600 60.000 0.207 20.696 4.139 0.085 8.542 1.708 0.193 19.322 1132_8 -- Open Sea Intergenic
chr8 104,496,852 4.75E-02 3.81E-02 0.894 89.362 0.719 71.875 0.061 6.050 1.210 0.114 11.378 2.276 -0.175 -17.487 1132_8 AA Open Sea Intergenic



chr8 107,906,727 3.21E-02 1.46E-04 0.200 20.000 0.340 33.981 0.109 10.885 2.177 0.170 16.995 3.399 0.140 13.981 1133_8 -- Open Sea Intergenic
chr8 107,906,846 6.87E-03 1.88E-05 0.217 21.678 0.406 40.625 0.215 21.485 4.297 0.097 9.722 1.944 0.189 18.947 1133_8 -- Open Sea Intergenic
chr8 107,906,862 1.10E-02 1.88E-05 0.527 52.713 0.697 69.748 0.100 10.042 2.008 0.116 11.573 2.315 0.170 17.035 1133_8 -- Open Sea Intergenic
chr8 110,042,492 2.17E-02 4.94E-02 0.321 32.143 0.640 64.000 0.316 31.576 6.315 0.284 28.442 5.688 0.319 31.857 1134_8 -- Open Sea Intergenic
chr8 110,042,496 9.79E-03 3.87E-02 0.179 17.857 0.542 54.167 0.410 41.001 8.200 0.248 24.766 4.953 0.363 36.310 1134_8 -- Open Sea Intergenic
chr8 111,185,041 2.51E-02 2.83E-02 0.263 26.316 0.548 54.839 0.385 38.455 7.691 0.177 17.716 3.543 0.285 28.523 1135_8 GG Open Sea Intron 7/24 Glg1
chr8 111,185,041 2.51E-02 2.83E-02 0.263 26.316 0.548 54.839 0.385 38.455 7.691 0.177 17.716 3.543 0.285 28.523 1135_8 GG Open Sea Intron 5/20 Glg1
chr8 111,185,041 2.51E-02 2.83E-02 0.263 26.316 0.548 54.839 0.385 38.455 7.691 0.177 17.716 3.543 0.285 28.523 1135_8 GG Open Sea Intron 8/25 Glg1
chr8 111,185,053 3.46E-02 2.83E-02 0.263 26.316 0.533 53.333 0.373 37.257 7.451 0.168 16.849 3.370 0.270 27.018 1135_8 CA Open Sea Intron 7/24 Glg1
chr8 111,185,053 3.46E-02 2.83E-02 0.263 26.316 0.533 53.333 0.373 37.257 7.451 0.168 16.849 3.370 0.270 27.018 1135_8 CA Open Sea Intron 5/20 Glg1
chr8 111,185,053 3.46E-02 2.83E-02 0.263 26.316 0.533 53.333 0.373 37.257 7.451 0.168 16.849 3.370 0.270 27.018 1135_8 CA Open Sea Intron 8/25 Glg1
chr8 111,185,128 3.82E-02 9.80E-04 0.192 19.231 0.480 48.000 0.206 20.616 4.123 0.275 27.550 5.510 0.288 28.769 1135_8 Check manually Open Sea Intron 7/24 Glg1
chr8 111,185,128 3.82E-02 9.80E-04 0.192 19.231 0.480 48.000 0.206 20.616 4.123 0.275 27.550 5.510 0.288 28.769 1135_8 Check manually Open Sea Intron 5/20 Glg1
chr8 111,185,128 3.82E-02 9.80E-04 0.192 19.231 0.480 48.000 0.206 20.616 4.123 0.275 27.550 5.510 0.288 28.769 1135_8 Check manually Open Sea Intron 8/25 Glg1
chr8 112,940,636 3.98E-02 7.09E-02 0.193 19.298 0.394 39.394 0.114 11.391 2.278 0.217 21.653 4.331 0.201 20.096 1136_8 CA Open Sea Intergenic
chr8 112,940,650 7.99E-03 7.09E-02 0.154 15.385 0.491 49.123 0.115 11.537 2.307 0.258 25.805 5.161 0.337 33.738 1136_8 AG Open Sea Intergenic
chr8 116,864,996 1.51E-02 1.86E-03 0.855 85.484 0.660 66.000 0.082 8.184 1.637 0.103 10.268 2.054 -0.195 -19.484 1137_8 -- Open Sea Intergenic
chr8 116,865,003 2.99E-02 1.86E-03 0.814 81.429 0.643 64.286 0.132 13.170 2.634 0.087 8.695 1.739 -0.171 -17.143 1137_8 -- Open Sea Intergenic
chr8 118,234,445 3.93E-02 5.81E-03 0.133 13.333 0.455 45.455 0.117 11.741 2.348 0.277 27.652 5.530 0.321 32.121 1138_8 ca Open Sea Intergenic
chr8 118,234,514 3.21E-02 1.39E-03 0.160 16.000 0.450 45.000 0.109 10.865 2.173 0.361 36.132 7.226 0.290 29.000 1138_8 CG Open Sea Intergenic
chr8 118,355,483 3.61E-02 1.30E-01 0.795 79.545 0.571 57.143 0.112 11.250 2.250 0.190 18.967 3.793 -0.224 -22.403 1139_8 CG nearby Open Sea Intron 1/13 Cdh13
chr8 118,355,722 4.43E-02 2.42E-01 0.500 50.000 0.688 68.750 0.075 7.471 1.494 0.131 13.106 2.621 0.188 18.750 1139_8 -- Open Sea Intron 1/13 Cdh13
chr8 122,909,683 5.40E-03 1.87E-05 0.130 13.043 0.579 57.895 0.114 11.402 2.280 0.288 28.846 5.769 0.449 44.851 1140_8 -- Open Sea Intergenic
chr8 122,909,687 1.70E-02 1.87E-05 0.174 17.391 0.528 52.778 0.129 12.942 2.588 0.259 25.939 5.188 0.354 35.386 1140_8 -- Open Sea Intergenic
chr8 123,438,734 6.17E-03 5.13E-05 0.116 11.628 0.500 50.000 0.078 7.768 1.554 0.243 24.338 4.868 0.384 38.372 1141_8 -- Open Sea Intergenic
chr8 123,438,760 2.56E-03 5.13E-05 0.184 18.367 0.603 60.317 0.143 14.321 2.864 0.207 20.737 4.147 0.420 41.950 1141_8 -- Open Sea Intergenic
chr8 126,759,631 1.69E-02 1.25E-03 0.405 40.476 0.682 68.182 0.342 34.156 6.831 0.205 20.492 4.098 0.277 27.706 1142_8 -- Open Sea TSS 1500 Gm45805
chr8 126,759,671 1.54E-02 1.25E-03 0.393 39.286 0.623 62.295 0.292 29.180 5.836 0.117 11.677 2.335 0.230 23.009 1142_8 -- Open Sea TSS 1500 Gm45805
chr9 5,321,317 2.39E-02 4.73E-05 0.321 32.143 0.600 60.000 0.178 17.786 3.557 0.162 16.176 3.235 0.279 27.857 1143_9 CT Open Sea Exon 2/9 Casp4
chr9 5,321,397 1.36E-03 4.79E-05 0.133 13.333 0.538 53.846 0.095 9.521 1.904 0.288 28.774 5.755 0.405 40.513 1143_9 CG nearby Open Sea Exon 2/9 Casp4
chr9 5,321,409 2.26E-02 4.79E-05 0.207 20.690 0.541 54.054 0.215 21.477 4.295 0.304 30.418 6.084 0.334 33.364 1143_9 CG nearby Open Sea Exon 2/9 Casp4
chr9 7,828,839 5.46E-03 9.29E-05 0.806 80.645 0.467 46.667 0.213 21.328 4.266 0.227 22.703 4.541 -0.340 -33.978 1144_9 -- Open Sea Intron 1/6 Birc2
chr9 7,828,839 5.46E-03 9.29E-05 0.806 80.645 0.467 46.667 0.213 21.328 4.266 0.227 22.703 4.541 -0.340 -33.978 1144_9 -- Open Sea Intron 2/7 Birc2
chr9 7,828,902 2.60E-03 4.80E-03 0.852 85.246 0.571 57.143 0.084 8.434 1.687 0.129 12.877 2.575 -0.281 -28.103 1144_9 -- Open Sea Intron 1/6 Birc2
chr9 7,828,902 2.60E-03 4.80E-03 0.852 85.246 0.571 57.143 0.084 8.434 1.687 0.129 12.877 2.575 -0.281 -28.103 1144_9 -- Open Sea Intron 2/7 Birc2
chr9 9,374,473 3.80E-02 1.24E-01 0.712 71.154 0.869 86.885 0.144 14.352 2.870 0.089 8.943 1.789 0.157 15.731 1145_9 -- Open Sea Intergenic
chr9 9,374,899 3.41E-02 1.20E-01 0.783 78.333 0.603 60.345 0.105 10.537 2.107 0.143 14.336 2.867 -0.180 -17.989 1145_9 TA Open Sea Intergenic
chr9 9,985,487 1.23E-02 1.93E-03 0.612 61.224 0.828 82.759 0.181 18.126 3.625 0.109 10.932 2.186 0.215 21.534 1146_9 -- Open Sea Intergenic
chr9 9,985,505 1.56E-03 1.93E-03 0.304 30.435 0.723 72.340 0.184 18.424 3.685 0.262 26.195 5.239 0.419 41.906 1146_9 -- Open Sea Intergenic
chr9 14,235,452 1.65E-02 2.06E-03 0.279 27.907 0.507 50.746 0.159 15.882 3.176 0.233 23.294 4.659 0.228 22.839 1147_9 ca Open Sea Intergenic
chr9 14,235,513 4.40E-02 3.67E-03 0.229 22.917 0.414 41.429 0.124 12.446 2.489 0.203 20.305 4.061 0.185 18.512 1147_9 tt Open Sea Intergenic
chr9 16,675,419 2.70E-03 4.82E-03 0.574 57.353 0.807 80.723 0.114 11.403 2.281 0.062 6.154 1.231 0.234 23.370 1148_9 -- Open Sea Intergenic
chr9 16,675,867 2.78E-02 2.50E-01 0.755 75.510 0.912 91.228 0.141 14.108 2.822 0.077 7.707 1.541 0.157 15.718 1148_9 -- Open Sea Intergenic
chr9 17,647,594 4.44E-02 3.20E-02 0.500 50.000 0.705 70.455 0.118 11.796 2.359 0.137 13.693 2.739 0.205 20.455 1149_9 -- Open Sea Intergenic
chr9 17,647,596 3.32E-02 3.20E-02 0.271 27.083 0.523 52.273 0.201 20.113 4.023 0.162 16.245 3.249 0.252 25.189 1149_9 -- Open Sea Intergenic
chr9 20,316,292 7.62E-03 7.28E-01 0.577 57.746 0.828 82.813 0.212 21.161 4.232 0.151 15.104 3.021 0.251 25.066 1150_9 -- Open Sea Intergenic
chr9 20,317,119 2.60E-02 9.87E-02 0.750 75.000 0.467 46.667 0.182 18.186 3.637 0.138 13.833 2.767 -0.283 -28.333 1150_9 -- Open Sea Intergenic
chr9 26,460,916 2.49E-02 3.28E-01 0.511 51.064 0.719 71.875 0.119 11.870 2.374 0.119 11.932 2.386 0.208 20.811 1151_9 -- Open Sea Intergenic
chr9 26,461,618 2.26E-02 2.26E-02 0.547 54.651 0.718 71.795 0.107 10.742 2.148 0.112 11.165 2.233 0.171 17.144 1151_9 -- Open Sea Intergenic
chr9 28,685,628 1.28E-02 1.40E-02 0.692 69.231 0.853 85.294 0.182 18.196 3.639 0.127 12.729 2.546 0.161 16.063 1152_9 ac Open Sea Intergenic
chr9 28,685,793 3.60E-02 3.28E-03 0.574 57.377 0.767 76.712 0.214 21.444 4.289 0.155 15.490 3.098 0.193 19.335 1152_9 -- Open Sea Intergenic
chr9 28,685,800 4.59E-02 3.28E-03 0.482 48.214 0.662 66.154 0.250 25.011 5.002 0.126 12.642 2.528 0.179 17.940 1152_9 -- Open Sea Intergenic
chr9 32,034,499 3.42E-02 1.67E-02 0.818 81.818 0.645 64.516 0.390 39.031 7.806 0.079 7.919 1.584 -0.173 -17.302 1153_9 -- S Shore Intergenic
chr9 32,034,614 2.88E-02 4.14E-02 0.806 80.645 0.500 50.000 0.234 23.355 4.671 0.190 18.988 3.798 -0.306 -30.645 1153_9 -- S Shore Intergenic
chr9 35,338,691 1.71E-02 1.44E-01 0.767 76.667 0.471 47.059 0.217 21.731 4.346 0.144 14.378 2.876 -0.296 -29.608 1154_9 t- Open Sea Intergenic
chr9 35,338,766 1.26E-02 1.07E-01 0.723 72.340 0.423 42.308 0.178 17.790 3.558 0.247 24.711 4.942 -0.300 -30.033 1154_9 Check manually Open Sea Intergenic
chr9 35,713,798 4.33E-02 3.37E-01 0.833 83.333 0.611 61.111 0.176 17.620 3.524 0.143 14.318 2.864 -0.222 -22.222 1155_9 -- Open Sea Intergenic
chr9 35,714,408 4.22E-03 4.22E-03 0.516 51.613 0.775 77.500 0.151 15.123 3.025 0.095 9.473 1.895 0.259 25.887 1155_9 -- Open Sea Intergenic
chr9 35,734,349 3.87E-02 7.12E-03 0.714 71.429 0.474 47.368 0.214 21.431 4.286 0.304 30.441 6.088 -0.241 -24.060 1156_9 -- Open Sea Intergenic
chr9 35,734,480 4.22E-02 7.12E-03 0.207 20.690 0.452 45.161 0.159 15.947 3.189 0.142 14.204 2.841 0.245 24.472 1156_9 -- Open Sea Intergenic
chr9 37,704,383 3.20E-02 5.60E-02 0.852 85.246 0.683 68.333 0.109 10.875 2.175 0.151 15.145 3.029 -0.169 -16.913 1157_9 -- Open Sea Intergenic
chr9 37,704,875 4.21E-02 4.21E-02 0.565 56.522 0.833 83.333 0.370 36.978 7.396 0.149 14.907 2.981 0.268 26.812 1157_9 -- Open Sea Intergenic
chr9 39,383,822 3.89E-02 7.72E-01 0.591 59.091 0.847 84.746 0.310 30.966 6.193 0.151 15.072 3.014 0.257 25.655 1158_9 AA Open Sea Intergenic
chr9 39,383,859 4.76E-02 7.72E-01 0.545 54.545 0.718 71.831 0.250 24.955 4.991 0.127 12.719 2.544 0.173 17.286 1158_9 TG Open Sea Intergenic
chr9 39,519,207 1.20E-02 1.27E-02 0.368 36.842 0.659 65.854 0.181 18.072 3.614 0.100 10.005 2.001 0.290 29.012 1159_9 -- Open Sea Intergenic
chr9 39,519,212 3.13E-02 1.27E-02 0.308 30.769 0.595 59.524 0.162 16.162 3.232 0.182 18.217 3.643 0.288 28.755 1159_9 -- Open Sea Intergenic
chr9 47,246,927 3.86E-02 2.34E-02 0.320 32.000 0.581 58.140 0.172 17.218 3.444 0.372 37.170 7.434 0.261 26.140 1160_9 Check manually Open Sea Intergenic
chr9 47,246,930 4.35E-02 2.34E-02 0.625 62.500 0.844 84.444 0.170 17.037 3.407 0.208 20.825 4.165 0.219 21.944 1160_9 Check manually Open Sea Intergenic
chr9 48,640,160 1.09E-02 1.09E-02 0.590 59.036 0.781 78.082 0.162 16.179 3.236 0.111 11.057 2.211 0.190 19.046 1161_9 -- Open Sea Intergenic
chr9 48,640,772 4.44E-02 1.78E-01 0.831 83.077 0.724 72.441 0.104 10.439 2.088 0.074 7.353 1.471 -0.106 -10.636 1161_9 -- Open Sea Intergenic
chr9 67,765,651 2.54E-02 7.15E-05 0.182 18.182 0.388 38.843 0.161 16.123 3.225 0.162 16.161 3.232 0.207 20.661 1162_9 -- Open Sea Intergenic
chr9 67,765,712 7.02E-03 1.52E-05 0.148 14.754 0.406 40.625 0.196 19.576 3.915 0.137 13.652 2.730 0.259 25.871 1162_9 -- Open Sea Intergenic
chr9 68,888,981 3.47E-03 2.19E-03 0.800 80.000 0.510 51.020 0.142 14.220 2.844 0.121 12.126 2.425 -0.290 -28.980 1163_9 CA Open Sea Intron 1/10 Rora
chr9 68,888,988 3.65E-02 1.57E-03 0.808 80.769 0.615 61.538 0.136 13.627 2.725 0.103 10.262 2.052 -0.192 -19.231 1163_9 CC Open Sea Intron 1/10 Rora
chr9 71,374,360 7.02E-03 1.92E-02 0.286 28.571 0.667 66.667 0.194 19.419 3.884 0.369 36.892 7.378 0.381 38.095 1164_9 CA Open Sea Intergenic
chr9 71,374,716 4.70E-03 4.70E-03 0.402 40.171 0.617 61.667 0.111 11.130 2.226 0.132 13.231 2.646 0.215 21.496 1164_9 -- Open Sea Intergenic
chr9 72,442,621 4.32E-03 1.82E-03 0.256 25.641 0.622 62.162 0.236 23.638 4.728 0.205 20.514 4.103 0.365 36.521 1165_9 -- S Shelf Intron 2/9 Mns1
chr9 72,442,621 4.32E-03 1.82E-03 0.256 25.641 0.622 62.162 0.236 23.638 4.728 0.205 20.514 4.103 0.365 36.521 1165_9 -- S Shelf Intron 3/5 Mns1
chr9 72,442,621 4.32E-03 1.82E-03 0.256 25.641 0.622 62.162 0.236 23.638 4.728 0.205 20.514 4.103 0.365 36.521 1165_9 -- S Shelf Intron 2/4 Mns1
chr9 72,442,632 2.60E-02 1.82E-03 0.289 28.889 0.525 52.500 0.140 14.006 2.801 0.143 14.328 2.866 0.236 23.611 1165_9 -- S Shelf Intron 2/9 Mns1
chr9 72,442,632 2.60E-02 1.82E-03 0.289 28.889 0.525 52.500 0.140 14.006 2.801 0.143 14.328 2.866 0.236 23.611 1165_9 -- S Shelf Intron 3/5 Mns1
chr9 72,442,632 2.60E-02 1.82E-03 0.289 28.889 0.525 52.500 0.140 14.006 2.801 0.143 14.328 2.866 0.236 23.611 1165_9 -- S Shelf Intron 2/4 Mns1
chr9 73,184,114 4.91E-02 2.46E-03 0.844 84.375 0.609 60.870 0.126 12.638 2.528 0.127 12.745 2.549 -0.235 -23.505 1166_9 -- Open Sea Intergenic
chr9 73,184,138 7.73E-03 2.46E-03 0.879 87.879 0.586 58.621 0.062 6.194 1.239 0.104 10.412 2.082 -0.293 -29.258 1166_9 -- Open Sea Intergenic
chr9 75,523,907 2.77E-02 3.05E-03 0.263 26.316 0.542 54.167 0.155 15.530 3.106 0.302 30.190 6.038 0.279 27.851 1167_9 -- Open Sea Intron 3/9 Tmod3
chr9 75,523,924 2.57E-02 3.05E-03 0.121 12.121 0.462 46.154 0.419 41.945 8.389 0.250 25.006 5.001 0.340 34.033 1167_9 -- Open Sea Intron 3/9 Tmod3
chr9 75,523,971 1.31E-02 8.65E-04 0.385 38.462 0.690 68.966 0.127 12.662 2.532 0.196 19.597 3.919 0.305 30.504 1167_9 -- Open Sea Intron 3/9 Tmod3
chr9 76,221,476 2.01E-03 4.22E-04 0.205 20.482 0.487 48.718 0.105 10.532 2.106 0.210 21.011 4.202 0.282 28.236 1168_9 -- Open Sea Intergenic
chr9 76,221,549 3.00E-02 4.22E-04 0.344 34.375 0.538 53.846 0.244 24.378 4.876 0.092 9.174 1.835 0.195 19.471 1168_9 -- Open Sea Intergenic
chr9 78,441,639 1.89E-02 4.96E-02 0.750 75.000 0.511 51.111 0.179 17.935 3.587 0.054 5.435 1.087 -0.239 -23.889 1169_9 -- N Shore Intergenic
chr9 78,441,681 5.90E-03 2.66E-02 0.738 73.846 0.506 50.649 0.194 19.375 3.875 0.122 12.156 2.431 -0.232 -23.197 1169_9 -- N Shore Intergenic
chr9 78,872,476 2.61E-02 2.51E-03 0.610 60.976 0.318 31.818 0.266 26.552 5.310 0.139 13.924 2.785 -0.292 -29.157 1170_9 AG Open Sea Intergenic
chr9 78,872,480 1.32E-02 2.51E-03 0.769 76.923 0.435 43.478 0.157 15.672 3.134 0.312 31.201 6.240 -0.334 -33.445 1170_9 GG Open Sea Intergenic
chr9 81,299,504 1.82E-02 5.78E-02 0.737 73.684 0.406 40.625 0.182 18.225 3.645 0.323 32.321 6.464 -0.331 -33.059 1171_9 -- Open Sea Intergenic
chr9 81,299,653 3.15E-02 3.09E-02 0.255 25.455 0.469 46.939 0.161 16.068 3.214 0.176 17.643 3.529 0.215 21.484 1171_9 -- Open Sea Intergenic
chr9 81,602,974 3.64E-02 3.64E-02 0.179 17.949 0.400 40.000 0.103 10.349 2.070 0.223 22.252 4.450 0.221 22.051 1172_9 -- Open Sea Intergenic
chr9 81,603,344 2.71E-02 3.56E-03 0.810 80.952 0.522 52.174 0.378 37.799 7.560 0.230 22.984 4.597 -0.288 -28.778 1172_9 Check manually Open Sea Intergenic
chr9 82,600,540 3.22E-02 1.36E-01 0.634 63.415 0.370 37.037 0.176 17.603 3.521 0.235 23.534 4.707 -0.264 -26.378 1173_9 TT Open Sea Intergenic
chr9 82,600,558 2.04E-02 1.36E-01 0.563 56.250 0.241 24.138 0.169 16.898 3.380 0.191 19.110 3.822 -0.321 -32.112 1173_9 CA Open Sea Intergenic
chr9 82,781,239 2.51E-02 2.51E-02 0.732 73.239 0.554 55.422 0.033 3.276 0.655 0.115 11.484 2.297 -0.178 -17.818 1174_9 -- Open Sea Intergenic
chr9 82,781,900 2.65E-02 1.18E-01 0.731 73.077 0.906 90.625 0.153 15.346 3.069 0.112 11.170 2.234 0.175 17.548 1174_9 -- Open Sea Intergenic
chr9 83,651,322 4.29E-02 1.59E-02 0.675 67.500 0.423 42.308 0.145 14.549 2.910 0.327 32.711 6.542 -0.252 -25.192 1175_9 ta Open Sea Intergenic
chr9 83,651,417 1.02E-03 2.83E-02 0.825 82.540 0.508 50.769 0.120 12.004 2.401 0.114 11.409 2.282 -0.318 -31.770 1175_9 ag Open Sea Intergenic
chr9 86,455,380 1.05E-02 4.25E-01 0.900 90.000 0.633 63.333 0.150 14.988 2.998 0.090 9.021 1.804 -0.267 -26.667 1176_9 -- Open Sea Intron 1/9 Ube2cbp
chr9 86,455,930 2.89E-02 3.07E-01 0.795 79.452 0.612 61.194 0.111 11.090 2.218 0.207 20.745 4.149 -0.183 -18.258 1176_9 -- Open Sea Intron 1/9 Ube2cbp
chr9 89,879,141 4.47E-02 2.04E-02 0.840 84.000 0.576 57.576 0.080 7.958 1.592 0.263 26.301 5.260 -0.264 -26.424 1177_9 -- N Shore Intergenic
chr9 89,879,209 5.66E-03 2.56E-03 0.857 85.714 0.487 48.718 0.101 10.062 2.012 0.263 26.330 5.266 -0.370 -36.996 1177_9 -- N Shore Intergenic
chr9 90,623,853 4.28E-02 4.28E-02 0.444 44.444 0.720 72.000 0.317 31.678 6.336 0.192 19.189 3.838 0.276 27.556 1178_9 -- Open Sea Intergenic
chr9 90,624,079 3.72E-02 3.72E-02 0.459 45.946 0.703 70.270 0.284 28.430 5.686 0.155 15.529 3.106 0.243 24.324 1178_9 -- Open Sea Intergenic



chr9 91,093,391 3.85E-02 2.98E-02 0.694 69.355 0.527 52.747 0.106 10.598 2.120 0.119 11.946 2.389 -0.166 -16.608 1179_9 CG nearby Open Sea Intergenic
chr9 91,093,648 1.63E-02 9.67E-01 0.567 56.667 0.844 84.375 0.233 23.291 4.658 0.167 16.696 3.339 0.277 27.708 1179_9 TA Open Sea Intergenic
chr9 91,184,668 1.53E-02 1.38E-01 0.553 55.263 0.763 76.250 0.293 29.306 5.861 0.064 6.408 1.282 0.210 20.987 1180_9 TG Open Sea Intergenic
chr9 91,185,449 4.91E-02 4.91E-02 0.577 57.692 0.763 76.271 0.203 20.254 4.051 0.189 18.873 3.775 0.186 18.579 1180_9 -- Open Sea Intergenic
chr9 91,296,954 3.15E-02 1.09E-01 0.340 33.962 0.561 56.098 0.157 15.686 3.137 0.106 10.627 2.125 0.221 22.135 1181_9 AG Open Sea Intergenic
chr9 91,297,458 3.66E-02 3.24E-01 0.605 60.465 0.822 82.222 0.199 19.899 3.980 0.114 11.402 2.280 0.218 21.757 1181_9 -- Open Sea Intergenic
chr9 91,491,061 4.92E-02 4.04E-01 0.482 48.214 0.667 66.667 0.069 6.876 1.375 0.202 20.248 4.050 0.185 18.452 1182_9 CA Open Sea Intergenic
chr9 91,491,620 2.69E-02 2.69E-02 0.732 73.171 0.489 48.889 0.194 19.370 3.874 0.219 21.883 4.377 -0.243 -24.282 1182_9 -- Open Sea Intergenic
chr9 91,754,732 2.71E-02 2.18E-02 0.571 57.143 0.821 82.051 0.244 24.367 4.873 0.072 7.175 1.435 0.249 24.908 1183_9 -- Open Sea Intergenic
chr9 91,754,747 1.04E-02 2.18E-02 0.382 38.235 0.683 68.293 0.273 27.259 5.452 0.187 18.702 3.740 0.301 30.057 1183_9 -- Open Sea Intergenic
chr9 91,755,532 1.06E-02 2.75E-02 0.457 45.679 0.675 67.532 0.229 22.938 4.588 0.091 9.070 1.814 0.219 21.853 1183_9 -- Open Sea Intergenic
chr9 91,991,303 3.02E-02 3.02E-02 0.432 43.243 0.704 70.370 0.138 13.804 2.761 0.145 14.547 2.909 0.271 27.127 1184_9 -- Open Sea Intergenic
chr9 91,991,524 2.69E-02 1.70E-01 0.241 24.138 0.571 57.143 0.159 15.919 3.184 0.347 34.651 6.930 0.330 33.005 1184_9 -- Open Sea Intergenic
chr9 92,373,326 4.75E-02 3.23E-03 0.593 59.259 0.759 75.862 0.137 13.740 2.748 0.118 11.848 2.370 0.166 16.603 1185_9 -- Open Sea Intergenic
chr9 92,373,335 1.34E-02 3.23E-03 0.494 49.383 0.763 76.271 0.131 13.144 2.629 0.141 14.062 2.812 0.269 26.888 1185_9 -- Open Sea Intergenic
chr9 93,267,523 3.28E-02 3.15E-01 0.783 78.261 0.645 64.486 0.104 10.360 2.072 0.188 18.785 3.757 -0.138 -13.775 1186_9 TA Open Sea Intergenic
chr9 93,268,307 9.77E-03 9.77E-03 0.581 58.065 0.843 84.314 0.210 20.981 4.196 0.099 9.878 1.976 0.262 26.249 1186_9 TT Open Sea Intergenic
chr9 96,399,556 1.67E-02 2.28E-03 0.902 90.244 0.736 73.585 0.407 40.723 8.145 0.109 10.878 2.176 -0.167 -16.659 1187_9 -- Open Sea Intergenic
chr9 96,399,558 4.93E-02 2.28E-03 0.856 85.600 0.738 73.832 0.391 39.070 7.814 0.066 6.557 1.311 -0.118 -11.768 1187_9 -- Open Sea Intergenic
chr9 96,399,617 4.71E-02 2.28E-03 0.798 79.825 0.670 67.010 0.363 36.325 7.265 0.115 11.505 2.301 -0.128 -12.814 1187_9 -- Open Sea Intergenic
chr9 98,046,806 4.20E-02 1.86E-01 0.829 82.927 0.638 63.830 0.145 14.483 2.897 0.212 21.202 4.240 -0.191 -19.097 1188_9 Check manually Open Sea Intergenic
chr9 98,046,860 9.49E-03 3.03E-01 0.452 45.161 0.771 77.143 0.055 5.477 1.095 0.212 21.248 4.250 0.320 31.982 1188_9 Check manually Open Sea Intergenic
chr9 101,384,327 3.15E-02 3.14E-01 0.647 64.706 0.857 85.714 0.214 21.421 4.284 0.150 14.989 2.998 0.210 21.008 1189_9 -- Open Sea Intergenic
chr9 101,385,067 2.89E-02 3.48E-02 0.758 75.806 0.903 90.323 0.145 14.524 2.905 0.065 6.504 1.301 0.145 14.516 1189_9 -- Open Sea Intergenic
chr9 105,759,338 1.04E-02 1.22E-03 0.783 78.261 0.544 54.386 0.144 14.371 2.874 0.087 8.737 1.747 -0.239 -23.875 1190_9 -- Open Sea Intron 13/36 Col6a6
chr9 105,759,479 2.30E-02 6.36E-03 0.833 83.333 0.538 53.846 0.129 12.942 2.588 0.121 12.082 2.416 -0.295 -29.487 1190_9 -- Open Sea Intron 13/36 Col6a6
chr9 109,285,729 2.00E-02 4.77E-03 0.677 67.692 0.442 44.186 0.213 21.349 4.270 0.217 21.737 4.347 -0.235 -23.506 1191_9 -- Open Sea Intergenic
chr9 109,285,923 1.16E-02 1.17E-03 0.385 38.462 0.708 70.833 0.186 18.558 3.712 0.194 19.398 3.880 0.324 32.372 1191_9 -- Open Sea Intergenic
chr9 117,120,437 2.10E-02 3.39E-02 0.310 30.952 0.658 65.789 0.198 19.838 3.968 0.261 26.083 5.217 0.348 34.837 1192_9 AT Open Sea Intron 1/14 Rbms3
chr9 117,120,492 1.47E-02 3.39E-02 0.273 27.273 0.542 54.217 0.212 21.225 4.245 0.107 10.674 2.135 0.269 26.944 1192_9 TA Open Sea Intron 1/14 Rbms3
chr9 120,155,864 1.82E-03 2.24E-05 0.932 93.182 0.591 59.091 0.057 5.698 1.140 0.234 23.436 4.687 -0.341 -34.091 1193_9 -- Open Sea Intergenic
chr9 120,155,923 1.22E-02 2.17E-03 0.795 79.545 0.552 55.172 0.131 13.090 2.618 0.135 13.483 2.697 -0.244 -24.373 1193_9 ta Open Sea Intergenic
chr9 121,729,749 3.08E-02 4.23E-03 0.595 59.459 0.857 85.714 0.191 19.096 3.819 0.204 20.440 4.088 0.263 26.255 1194_9 CA Open Sea Intron 5/16 Nktr
chr9 121,729,749 3.08E-02 4.23E-03 0.595 59.459 0.857 85.714 0.191 19.096 3.819 0.204 20.440 4.088 0.263 26.255 1194_9 CA Open Sea Intron 4/13 Nktr
chr9 121,729,749 3.08E-02 4.23E-03 0.595 59.459 0.857 85.714 0.191 19.096 3.819 0.204 20.440 4.088 0.263 26.255 1194_9 CA Open Sea Intron 4/11 Nktr
chr9 121,729,749 3.08E-02 4.23E-03 0.595 59.459 0.857 85.714 0.191 19.096 3.819 0.204 20.440 4.088 0.263 26.255 1194_9 CA Open Sea Intron 5/5 Nktr
chr9 121,729,749 3.08E-02 4.23E-03 0.595 59.459 0.857 85.714 0.191 19.096 3.819 0.204 20.440 4.088 0.263 26.255 1194_9 CA Open Sea Intron 5/10 Nktr
chr9 121,729,786 2.75E-02 4.23E-03 0.241 24.138 0.550 55.000 0.159 15.878 3.176 0.361 36.056 7.211 0.309 30.862 1194_9 CT Open Sea Intron 5/16 Nktr
chr9 121,729,786 2.75E-02 4.23E-03 0.241 24.138 0.550 55.000 0.159 15.878 3.176 0.361 36.056 7.211 0.309 30.862 1194_9 CT Open Sea Intron 4/13 Nktr
chr9 121,729,786 2.75E-02 4.23E-03 0.241 24.138 0.550 55.000 0.159 15.878 3.176 0.361 36.056 7.211 0.309 30.862 1194_9 CT Open Sea Intron 4/11 Nktr
chr9 121,729,786 2.75E-02 4.23E-03 0.241 24.138 0.550 55.000 0.159 15.878 3.176 0.361 36.056 7.211 0.309 30.862 1194_9 CT Open Sea Intron 5/5 Nktr
chr9 121,729,786 2.75E-02 4.23E-03 0.241 24.138 0.550 55.000 0.159 15.878 3.176 0.361 36.056 7.211 0.309 30.862 1194_9 CT Open Sea Intron 5/10 Nktr
chrX 3,245,358 4.61E-03 3.43E-03 0.371 37.143 0.638 63.830 0.069 6.932 1.386 0.145 14.474 2.895 0.267 26.687 1195_X -- Open Sea Intergenic
chrX 3,245,383 2.20E-02 3.43E-03 0.690 69.014 0.870 86.957 0.157 15.735 3.147 0.120 12.005 2.401 0.179 17.942 1195_X -- Open Sea Intergenic
chrX 3,267,806 1.57E-02 1.67E-01 0.692 69.231 0.872 87.209 0.152 15.222 3.044 0.092 9.207 1.841 0.180 17.979 1196_X -- Open Sea Intergenic
chrX 3,268,264 3.21E-02 2.02E-01 0.313 31.250 0.595 59.459 0.192 19.187 3.837 0.231 23.106 4.621 0.282 28.209 1196_X -- Open Sea Intergenic
chrX 5,312,739 2.93E-02 1.91E-01 0.864 86.420 0.721 72.059 0.083 8.346 1.669 0.092 9.164 1.833 -0.144 -14.361 1197_X -- Open Sea Intergenic
chrX 5,313,443 1.58E-03 7.78E-03 0.182 18.248 0.383 38.333 0.105 10.520 2.104 0.067 6.691 1.338 0.201 20.085 1197_X -- Open Sea Intergenic
chrX 5,506,920 3.04E-02 7.63E-02 0.583 58.333 0.770 77.049 0.308 30.767 6.153 0.137 13.720 2.744 0.187 18.716 1198_X -- Open Sea Intergenic
chrX 5,507,305 1.35E-02 1.69E-01 0.390 39.024 0.667 66.667 0.313 31.346 6.269 0.154 15.432 3.086 0.276 27.642 1198_X -- Open Sea Intergenic
chrX 7,963,862 1.89E-02 4.47E-04 0.711 71.094 0.554 55.417 0.177 17.651 3.530 0.141 14.120 2.824 -0.157 -15.677 1199_X Check manually Open Sea Intergenic
chrX 7,963,977 4.18E-03 4.47E-04 0.882 88.189 0.758 75.758 0.130 13.046 2.609 0.068 6.821 1.364 -0.124 -12.431 1199_X Check manually Open Sea Intergenic
chrX 10,237,281 4.91E-02 2.50E-01 0.875 87.500 0.622 62.162 0.102 10.205 2.041 0.273 27.330 5.466 -0.253 -25.338 1200_X AG Open Sea Intergenic
chrX 10,237,546 4.29E-02 1.81E-01 0.706 70.642 0.833 83.333 0.153 15.266 3.053 0.119 11.944 2.389 0.127 12.691 1200_X AC Open Sea Intergenic
chrX 11,614,591 1.47E-02 9.67E-04 0.646 64.583 0.385 38.462 0.188 18.764 3.753 0.072 7.217 1.443 -0.261 -26.122 1201_X GA Open Sea Intergenic
chrX 11,614,601 3.25E-02 1.26E-04 0.462 46.154 0.250 25.000 0.284 28.410 5.682 0.139 13.933 2.787 -0.212 -21.154 1201_X GG Open Sea Intergenic
chrX 11,614,679 4.69E-02 1.20E-03 0.846 84.615 0.676 67.619 0.170 16.954 3.391 0.187 18.669 3.734 -0.170 -16.996 1201_X AG Open Sea Intergenic
chrX 13,660,535 3.29E-02 9.48E-03 0.721 72.059 0.548 54.795 0.170 17.049 3.410 0.096 9.584 1.917 -0.173 -17.264 1202_X TA Open Sea Intron 5/24 Cask
chrX 13,660,535 3.29E-02 9.48E-03 0.721 72.059 0.548 54.795 0.170 17.049 3.410 0.096 9.584 1.917 -0.173 -17.264 1202_X TA Open Sea Intron 5/5 Cask
chrX 13,660,535 3.29E-02 9.48E-03 0.721 72.059 0.548 54.795 0.170 17.049 3.410 0.096 9.584 1.917 -0.173 -17.264 1202_X TA Open Sea Intron 4/23 Cask
chrX 13,660,549 3.93E-02 9.48E-03 0.817 81.690 0.658 65.753 0.128 12.827 2.565 0.228 22.830 4.566 -0.159 -15.937 1202_X -- Open Sea Intron 5/24 Cask
chrX 13,660,549 3.93E-02 9.48E-03 0.817 81.690 0.658 65.753 0.128 12.827 2.565 0.228 22.830 4.566 -0.159 -15.937 1202_X -- Open Sea Intron 5/5 Cask
chrX 13,660,549 3.93E-02 9.48E-03 0.817 81.690 0.658 65.753 0.128 12.827 2.565 0.228 22.830 4.566 -0.159 -15.937 1202_X -- Open Sea Intron 4/23 Cask
chrX 15,899,148 8.02E-03 8.28E-03 0.548 54.762 0.839 83.871 0.156 15.569 3.114 0.087 8.697 1.739 0.291 29.109 1203_X -- Open Sea Intergenic
chrX 15,899,210 3.26E-02 8.28E-03 0.796 79.592 0.576 57.576 0.120 11.955 2.391 0.163 16.271 3.254 -0.220 -22.016 1203_X -- Open Sea Intergenic
chrX 16,030,807 1.68E-02 4.12E-03 0.545 54.545 0.789 78.873 0.216 21.606 4.321 0.166 16.630 3.326 0.243 24.328 1204_X -- Open Sea Intergenic
chrX 16,030,868 4.88E-02 2.32E-02 0.646 64.583 0.429 42.857 0.156 15.584 3.117 0.105 10.504 2.101 -0.217 -21.726 1204_X -- Open Sea Intergenic
chrX 19,105,738 4.16E-02 5.42E-01 0.571 57.143 0.754 75.385 0.287 28.657 5.731 0.179 17.926 3.585 0.182 18.242 1205_X -- Open Sea Intergenic
chrX 19,106,736 1.12E-02 1.12E-02 0.667 66.667 0.405 40.476 0.170 17.038 3.408 0.200 19.963 3.993 -0.262 -26.190 1205_X -- Open Sea Intergenic
chrX 19,472,704 2.54E-02 6.81E-01 0.522 52.174 0.754 75.439 0.301 30.053 6.011 0.037 3.652 0.730 0.233 23.265 1206_X -- Open Sea Intergenic
chrX 19,472,960 4.07E-02 1.29E-01 0.417 41.667 0.769 76.923 0.357 35.651 7.130 0.389 38.931 7.786 0.353 35.256 1206_X -- Open Sea Intergenic
chrX 23,732,052 1.42E-02 1.42E-02 0.409 40.909 0.667 66.667 0.112 11.224 2.245 0.119 11.930 2.386 0.258 25.758 1207_X -- Open Sea Intron 1/19 Wdr44
chrX 23,732,266 3.71E-02 3.71E-02 0.618 61.798 0.765 76.543 0.138 13.755 2.751 0.083 8.322 1.664 0.147 14.745 1207_X AG Open Sea Intron 1/19 Wdr44
chrX 23,743,678 3.72E-02 2.92E-02 0.704 70.370 0.827 82.653 0.036 3.561 0.712 0.040 4.003 0.801 0.123 12.283 1208_X -- Open Sea Intron 2/19 Wdr44
chrX 23,743,839 3.83E-02 6.08E-02 0.808 80.769 0.638 63.768 0.121 12.134 2.427 0.052 5.232 1.046 -0.170 -17.001 1208_X -- Open Sea Intron 2/19 Wdr44
chrX 25,289,094 2.98E-03 9.81E-04 0.184 18.367 0.515 51.515 0.188 18.815 3.763 0.172 17.217 3.443 0.331 33.148 1209_X -- Open Sea Intergenic
chrX 25,289,103 3.41E-02 9.81E-04 0.259 25.926 0.571 57.143 0.259 25.899 5.180 0.196 19.634 3.927 0.312 31.217 1209_X -- Open Sea Intergenic
chrX 25,542,472 4.99E-02 4.85E-01 0.558 55.814 0.333 33.333 0.247 24.676 4.935 0.113 11.283 2.257 -0.225 -22.481 1210_X -- Open Sea Intergenic
chrX 25,543,320 2.06E-02 2.25E-01 0.508 50.794 0.708 70.769 0.094 9.403 1.881 0.160 15.992 3.198 0.200 19.976 1210_X -- Open Sea Intergenic
chrX 26,650,022 3.79E-02 1.05E-01 0.706 70.635 0.832 83.206 0.152 15.194 3.039 0.097 9.686 1.937 0.126 12.571 1211_X -- Open Sea Intergenic
chrX 26,650,511 3.83E-02 8.85E-02 0.580 58.000 0.800 80.000 0.279 27.872 5.574 0.065 6.546 1.309 0.220 22.000 1211_X -- Open Sea Intergenic
chrX 26,861,774 3.63E-02 8.39E-03 0.259 25.926 0.538 53.846 0.339 33.858 6.772 0.090 9.014 1.803 0.279 27.920 1212_X -- Open Sea Intergenic
chrX 26,862,392 4.60E-03 3.89E-02 0.786 78.632 0.610 61.000 0.107 10.732 2.146 0.058 5.756 1.151 -0.176 -17.632 1212_X -- Open Sea Intergenic
chrX 31,251,400 3.67E-02 2.81E-02 0.304 30.435 0.609 60.870 0.207 20.736 4.147 0.233 23.292 4.658 0.304 30.435 1213_X -- Open Sea Intergenic
chrX 31,251,482 1.30E-02 2.81E-02 0.587 58.696 0.860 86.000 0.088 8.838 1.768 0.279 27.928 5.586 0.273 27.304 1213_X -- Open Sea Intergenic
chrX 31,639,154 1.40E-02 3.08E-01 0.345 34.483 0.649 64.865 0.368 36.773 7.355 0.135 13.493 2.699 0.304 30.382 1214_X -- Open Sea Intergenic
chrX 31,639,681 8.06E-03 1.87E-01 0.387 38.710 0.700 70.000 0.243 24.267 4.853 0.181 18.143 3.629 0.313 31.290 1214_X -- Open Sea Intergenic
chrX 31,741,921 1.24E-02 5.46E-01 0.392 39.189 0.188 18.841 0.219 21.896 4.379 0.082 8.185 1.637 -0.203 -20.349 1215_X -- Open Sea Intergenic
chrX 31,742,537 4.22E-02 5.70E-01 0.655 65.517 0.821 82.143 0.171 17.147 3.429 0.104 10.442 2.088 0.166 16.626 1215_X -- Open Sea Intergenic
chrX 31,779,993 2.79E-02 5.99E-03 0.678 67.797 0.817 81.739 0.128 12.814 2.563 0.086 8.596 1.719 0.139 13.943 1216_X -- Open Sea Intergenic
chrX 31,780,011 2.63E-02 5.99E-03 0.655 65.546 0.788 78.814 0.064 6.424 1.285 0.085 8.535 1.707 0.133 13.267 1216_X -- Open Sea Intergenic
chrX 32,540,779 4.70E-02 9.33E-02 0.803 80.282 0.652 65.217 0.098 9.837 1.967 0.202 20.241 4.048 -0.151 -15.064 1217_X -- Open Sea Intergenic
chrX 32,541,059 1.70E-02 9.45E-02 0.295 29.508 0.532 53.226 0.138 13.795 2.759 0.241 24.140 4.828 0.237 23.718 1217_X -- Open Sea Intergenic
chrX 36,548,537 4.54E-02 1.86E-01 0.241 24.138 0.500 50.000 0.156 15.563 3.113 0.179 17.889 3.578 0.259 25.862 1218_X -- Open Sea Intergenic
chrX 36,548,547 1.63E-02 1.86E-01 0.143 14.286 0.520 52.000 0.166 16.600 3.320 0.309 30.894 6.179 0.377 37.714 1218_X -- Open Sea Intergenic
chrX 36,787,495 1.97E-02 1.98E-01 0.897 89.744 0.640 64.000 0.210 21.009 4.202 0.145 14.468 2.894 -0.257 -25.744 1219_X -- Open Sea Intergenic
chrX 36,787,911 4.55E-02 4.55E-02 0.741 74.138 0.875 87.500 0.348 34.797 6.959 0.072 7.207 1.441 0.134 13.362 1219_X -- Open Sea Intergenic
chrX 38,596,159 2.68E-02 4.28E-02 0.500 50.000 0.786 78.571 0.236 23.635 4.727 0.210 21.043 4.209 0.286 28.571 1220_X TT Open Sea Intergenic
chrX 38,596,169 4.61E-02 4.28E-02 0.448 44.828 0.742 74.194 0.289 28.885 5.777 0.401 40.059 8.012 0.294 29.366 1220_X CG nearby Open Sea Intergenic
chrX 40,216,452 3.73E-02 8.61E-03 0.393 39.286 0.632 63.158 0.290 29.017 5.803 0.195 19.545 3.909 0.239 23.872 1221_X -- Open Sea Intergenic
chrX 40,216,487 1.94E-02 8.61E-03 0.633 63.333 0.857 85.714 0.217 21.681 4.336 0.099 9.873 1.975 0.224 22.381 1221_X -- Open Sea Intergenic
chrX 40,416,968 4.69E-02 1.95E-01 0.594 59.420 0.783 78.313 0.318 31.760 6.352 0.128 12.823 2.565 0.189 18.893 1222_X TA Open Sea Intergenic
chrX 40,417,011 4.22E-02 1.95E-01 0.545 54.545 0.805 80.519 0.319 31.879 6.376 0.248 24.827 4.965 0.260 25.974 1222_X GG Open Sea Intergenic
chrX 40,812,546 3.83E-02 3.83E-02 0.458 45.833 0.295 29.487 0.122 12.239 2.448 0.087 8.652 1.730 -0.163 -16.346 1223_X -- Open Sea Intergenic
chrX 40,812,993 3.42E-02 4.30E-02 0.556 55.556 0.779 77.941 0.174 17.377 3.475 0.127 12.686 2.537 0.224 22.386 1223_X -- Open Sea Intergenic
chrX 41,819,384 2.05E-02 2.05E-02 0.725 72.500 0.913 91.304 0.081 8.078 1.616 0.052 5.159 1.032 0.188 18.804 1224_X -- Open Sea Intron 30/38 Thoc2
chrX 41,819,384 2.05E-02 2.05E-02 0.725 72.500 0.913 91.304 0.081 8.078 1.616 0.052 5.159 1.032 0.188 18.804 1224_X -- Open Sea Intron 8/8 Thoc2
chrX 41,819,650 3.12E-02 3.12E-02 0.769 76.923 0.480 48.000 0.129 12.915 2.583 0.292 29.193 5.839 -0.289 -28.923 1224_X -- Open Sea Intron 30/38 Thoc2
chrX 41,819,650 3.12E-02 3.12E-02 0.769 76.923 0.480 48.000 0.129 12.915 2.583 0.292 29.193 5.839 -0.289 -28.923 1224_X -- Open Sea Intron 8/8 Thoc2



chrX 42,698,187 3.39E-02 5.29E-03 0.701 70.093 0.824 82.407 0.115 11.488 2.298 0.083 8.298 1.660 0.123 12.314 1225_X CT Open Sea Intergenic
chrX 42,698,235 3.25E-02 5.29E-03 0.647 64.706 0.785 78.495 0.093 9.342 1.868 0.068 6.779 1.356 0.138 13.789 1225_X Check manually Open Sea Intergenic
chrX 44,128,773 1.36E-02 1.82E-02 0.385 38.462 0.659 65.854 0.180 18.016 3.603 0.162 16.225 3.245 0.274 27.392 1226_X -- Open Sea Intergenic
chrX 44,128,831 5.48E-03 4.06E-02 0.531 53.061 0.781 78.125 0.052 5.195 1.039 0.084 8.398 1.680 0.251 25.064 1226_X -- Open Sea Intergenic
chrX 45,064,453 4.26E-02 4.26E-02 0.561 56.122 0.702 70.213 0.090 8.987 1.797 0.161 16.123 3.225 0.141 14.090 1227_X -- Open Sea Intergenic
chrX 45,065,073 4.29E-03 4.29E-03 0.769 76.923 0.450 45.000 0.145 14.450 2.890 0.260 26.001 5.200 -0.319 -31.923 1227_X -- Open Sea Intergenic
chrX 45,914,423 2.90E-02 1.48E-01 0.643 64.286 0.867 86.667 0.281 28.146 5.629 0.112 11.171 2.234 0.224 22.381 1228_X -- Open Sea Intergenic
chrX 45,915,012 4.18E-02 2.65E-01 0.565 56.522 0.818 81.818 0.207 20.736 4.147 0.181 18.089 3.618 0.253 25.296 1228_X -- Open Sea Intergenic
chrX 46,592,401 1.35E-02 1.35E-02 0.771 77.143 0.485 48.485 0.124 12.393 2.479 0.148 14.759 2.952 -0.287 -28.658 1229_X CG Open Sea Intergenic
chrX 46,593,373 2.12E-02 2.12E-02 0.760 76.000 0.429 42.857 0.166 16.600 3.320 0.270 27.003 5.401 -0.331 -33.143 1229_X TG Open Sea Intergenic
chrX 48,231,778 1.52E-02 8.84E-03 0.684 68.421 0.829 82.883 0.165 16.504 3.301 0.098 9.792 1.958 0.145 14.462 1230_X -- Open Sea Intergenic
chrX 48,231,836 8.77E-03 8.84E-03 0.556 55.556 0.829 82.895 0.243 24.325 4.865 0.108 10.846 2.169 0.273 27.339 1230_X -- Open Sea Intergenic
chrX 49,336,727 4.71E-02 3.41E-03 0.271 27.083 0.475 47.500 0.092 9.160 1.832 0.144 14.375 2.875 0.204 20.417 1231_X -- Open Sea Intergenic
chrX 49,336,759 1.32E-02 3.41E-03 0.478 47.826 0.765 76.471 0.187 18.747 3.749 0.140 14.029 2.806 0.286 28.645 1231_X -- Open Sea Intergenic
chrX 49,337,237 4.84E-02 4.84E-02 0.515 51.515 0.200 20.000 0.314 31.414 6.283 0.252 25.210 5.042 -0.315 -31.515 1231_X -- Open Sea Intergenic
chrX 49,738,421 3.67E-02 2.17E-02 0.614 61.404 0.797 79.661 0.119 11.902 2.380 0.094 9.392 1.878 0.183 18.258 1232_X TG Open Sea Intergenic
chrX 49,738,790 3.46E-02 3.46E-02 0.545 54.545 0.689 68.868 0.073 7.280 1.456 0.122 12.163 2.433 0.143 14.322 1232_X CG nearby Open Sea Intergenic
chrX 51,657,410 2.45E-02 2.25E-01 0.420 42.000 0.692 69.231 0.274 27.415 5.483 0.199 19.919 3.984 0.272 27.231 1233_X -- Open Sea Intergenic
chrX 51,657,542 4.74E-02 5.50E-02 0.417 41.667 0.644 64.407 0.351 35.070 7.014 0.092 9.158 1.832 0.227 22.740 1233_X -- Open Sea Intergenic
chrX 52,080,521 3.51E-02 7.72E-03 0.604 60.377 0.889 88.889 0.291 29.140 5.828 0.194 19.374 3.875 0.285 28.512 1234_X GT Open Sea Intron 2/8 Gpc4
chrX 52,080,606 4.96E-02 7.72E-03 0.333 33.333 0.630 62.963 0.209 20.913 4.183 0.317 31.658 6.332 0.296 29.630 1234_X CA Open Sea Intron 2/8 Gpc4
chrX 54,169,799 2.31E-02 3.59E-01 0.304 30.435 0.708 70.833 0.181 18.054 3.611 0.387 38.744 7.749 0.404 40.399 1235_X -- Open Sea Intergenic
chrX 54,170,534 3.12E-02 3.12E-02 0.442 44.156 0.632 63.235 0.221 22.054 4.411 0.189 18.870 3.774 0.191 19.079 1235_X -- Open Sea Intergenic
chrX 55,393,785 2.17E-02 1.62E-02 0.564 56.410 0.824 82.353 0.178 17.836 3.567 0.118 11.773 2.355 0.259 25.943 1236_X -- Open Sea Intergenic
chrX 55,393,925 3.97E-02 3.91E-02 0.535 53.488 0.304 30.435 0.273 27.271 5.454 0.166 16.650 3.330 -0.231 -23.054 1236_X -- Open Sea Intergenic
chrX 55,657,763 2.29E-02 7.31E-02 0.250 25.000 0.077 7.692 0.139 13.944 2.789 0.088 8.850 1.770 -0.173 -17.308 1237_X -- Open Sea Intergenic
chrX 55,657,972 2.21E-02 2.36E-01 0.325 32.500 0.585 58.537 0.199 19.915 3.983 0.282 28.211 5.642 0.260 26.037 1237_X -- Open Sea Intergenic
chrX 55,863,726 3.65E-03 1.33E-04 0.393 39.344 0.672 67.213 0.142 14.172 2.834 0.156 15.568 3.114 0.279 27.869 1238_X -- Open Sea Intergenic
chrX 55,863,879 6.39E-03 3.44E-04 0.628 62.791 0.304 30.357 0.206 20.600 4.120 0.173 17.291 3.458 -0.324 -32.434 1238_X -- Open Sea Intergenic
chrX 60,536,799 3.77E-02 7.93E-03 0.396 39.640 0.548 54.762 0.292 29.157 5.831 0.095 9.541 1.908 0.151 15.122 1239_X -- Open Sea Intergenic
chrX 60,536,816 4.60E-02 7.93E-03 0.351 35.135 0.511 51.111 0.306 30.565 6.113 0.205 20.496 4.099 0.160 15.976 1239_X -- Open Sea Intergenic
chrX 62,152,711 2.23E-02 3.42E-02 0.807 80.682 0.922 92.157 0.102 10.183 2.037 0.048 4.822 0.964 0.115 11.475 1240_X -- Open Sea Intergenic
chrX 62,152,976 3.93E-02 8.65E-01 0.444 44.444 0.683 68.293 0.212 21.215 4.243 0.206 20.601 4.120 0.238 23.848 1240_X -- Open Sea Intergenic
chrX 63,910,769 6.79E-03 2.74E-02 0.385 38.462 0.635 63.514 0.196 19.579 3.916 0.081 8.051 1.610 0.251 25.052 1241_X -- Open Sea Intergenic
chrX 63,910,983 1.74E-02 4.07E-02 0.526 52.577 0.683 68.254 0.082 8.237 1.647 0.066 6.556 1.311 0.157 15.677 1241_X -- Open Sea Intergenic
chrX 64,303,209 4.01E-02 3.55E-01 0.826 82.609 0.630 63.043 0.152 15.202 3.040 0.090 9.048 1.810 -0.196 -19.565 1242_X -- Open Sea Intergenic
chrX 64,303,959 1.75E-02 1.75E-02 0.686 68.571 0.917 91.667 0.190 18.960 3.792 0.068 6.790 1.358 0.231 23.095 1242_X -- Open Sea Intergenic
chrX 65,687,824 4.34E-02 5.60E-03 0.757 75.676 0.878 87.778 0.062 6.244 1.249 0.039 3.852 0.770 0.121 12.102 1243_X AA Open Sea Intergenic
chrX 65,687,908 2.87E-02 7.61E-04 0.605 60.526 0.732 73.203 0.087 8.721 1.744 0.131 13.134 2.627 0.127 12.676 1243_X AT Open Sea Intergenic
chrX 65,688,065 2.73E-02 3.58E-03 0.375 37.500 0.539 53.901 0.147 14.727 2.945 0.158 15.761 3.152 0.164 16.401 1243_X cc Open Sea Intergenic
chrX 65,717,972 3.38E-02 3.38E-02 0.313 31.250 0.619 61.905 0.216 21.608 4.322 0.215 21.474 4.295 0.307 30.655 1244_X CG nearby Open Sea Intergenic
chrX 65,718,401 3.13E-03 3.13E-03 0.125 12.500 0.500 50.000 0.204 20.440 4.088 0.171 17.087 3.417 0.375 37.500 1244_X CG nearby Open Sea Intergenic
chrX 66,553,724 1.30E-03 1.09E-02 0.576 57.576 0.841 84.127 0.125 12.494 2.499 0.077 7.734 1.547 0.266 26.551 1245_X AA Open Sea Intergenic
chrX 66,553,794 6.34E-03 1.97E-03 0.618 61.765 0.878 87.755 0.286 28.553 5.711 0.111 11.059 2.212 0.260 25.990 1245_X Check manually Open Sea Intergenic
chrX 68,166,122 2.78E-02 1.51E-01 0.742 74.242 0.887 88.732 0.159 15.899 3.180 0.060 6.030 1.206 0.145 14.490 1246_X -- Open Sea Intergenic
chrX 68,166,325 6.79E-03 1.63E-02 0.633 63.265 0.851 85.135 0.130 12.976 2.595 0.097 9.663 1.933 0.219 21.870 1246_X -- Open Sea Intergenic
chrX 68,166,496 4.29E-02 1.61E-03 0.863 86.275 0.685 68.519 0.079 7.891 1.578 0.223 22.334 4.467 -0.178 -17.756 1246_X -- Open Sea Intergenic
chrX 68,193,277 3.66E-02 7.42E-03 0.516 51.634 0.636 63.636 0.245 24.469 4.894 0.051 5.089 1.018 0.120 12.002 1247_X -- Open Sea Intergenic
chrX 68,193,397 4.72E-02 7.42E-03 0.582 58.209 0.746 74.603 0.126 12.554 2.511 0.140 14.005 2.801 0.164 16.394 1247_X -- Open Sea Intergenic
chrX 68,194,218 4.29E-02 4.29E-02 0.261 26.087 0.586 58.621 0.275 27.515 5.503 0.362 36.185 7.237 0.325 32.534 1247_X -- Open Sea Intergenic
chrX 68,301,204 2.74E-02 2.10E-02 0.679 67.949 0.829 82.927 0.188 18.792 3.758 0.096 9.575 1.915 0.150 14.978 1248_X TT Open Sea Intergenic
chrX 68,301,206 2.14E-02 2.10E-02 0.714 71.429 0.864 86.420 0.089 8.914 1.783 0.060 6.035 1.207 0.150 14.991 1248_X TT Open Sea Intergenic
chrX 68,862,822 2.08E-02 2.08E-02 0.708 70.796 0.847 84.746 0.132 13.241 2.648 0.150 15.029 3.006 0.139 13.949 1249_X -- Open Sea Intergenic
chrX 68,863,146 2.35E-02 2.90E-01 0.194 19.444 0.436 43.590 0.388 38.829 7.766 0.108 10.833 2.167 0.241 24.145 1249_X -- Open Sea Intergenic
chrX 70,038,130 9.54E-03 4.32E-01 0.857 85.714 0.614 61.364 0.125 12.537 2.507 0.115 11.492 2.298 -0.244 -24.351 1250_X -- Open Sea Intergenic
chrX 70,038,894 3.99E-02 3.99E-02 0.426 42.647 0.556 55.639 0.094 9.401 1.880 0.067 6.687 1.337 0.130 12.992 1250_X -- Open Sea Intergenic
chrX 71,645,122 4.02E-03 2.96E-04 0.400 40.000 0.736 73.585 0.299 29.914 5.983 0.167 16.681 3.336 0.336 33.585 1251_X -- Open Sea Intergenic
chrX 71,645,197 1.25E-02 2.96E-04 0.800 80.000 0.500 50.000 0.107 10.702 2.140 0.337 33.716 6.743 -0.300 -30.000 1251_X -- Open Sea Intergenic
chrX 72,565,678 1.94E-02 1.94E-02 0.455 45.455 0.765 76.471 0.260 26.021 5.204 0.219 21.948 4.390 0.310 31.016 1252_X -- Open Sea Intergenic
chrX 72,566,280 7.83E-03 7.83E-03 0.580 57.955 0.788 78.750 0.080 7.992 1.598 0.093 9.329 1.866 0.208 20.795 1252_X -- Open Sea Intergenic
chrX 73,244,973 2.40E-02 9.79E-04 0.262 26.190 0.510 50.980 0.204 20.410 4.082 0.131 13.130 2.626 0.248 24.790 1253_X -- Open Sea Intergenic
chrX 73,245,152 7.61E-03 9.79E-04 0.873 87.273 0.640 64.000 0.072 7.172 1.434 0.156 15.620 3.124 -0.233 -23.273 1253_X -- Open Sea Intergenic
chrX 77,903,325 4.84E-02 8.45E-02 0.583 58.333 0.857 85.714 0.405 40.544 8.109 0.141 14.149 2.830 0.274 27.381 1254_X -- Open Sea Intergenic
chrX 77,903,630 2.69E-02 2.69E-02 0.739 73.913 0.880 87.963 0.133 13.266 2.653 0.056 5.597 1.119 0.140 14.050 1254_X -- Open Sea Intergenic
chrX 78,181,894 4.00E-02 8.62E-03 0.473 47.253 0.623 62.264 0.119 11.911 2.382 0.184 18.366 3.673 0.150 15.011 1255_X -- Open Sea Intergenic
chrX 78,181,911 4.33E-02 8.62E-03 0.602 60.177 0.728 72.807 0.145 14.466 2.893 0.048 4.824 0.965 0.126 12.630 1255_X -- Open Sea Intergenic
chrX 79,995,761 4.50E-02 3.63E-01 0.730 72.973 0.873 87.324 0.138 13.808 2.762 0.105 10.517 2.103 0.144 14.351 1256_X -- Open Sea Intergenic
chrX 79,995,949 2.32E-02 4.26E-02 0.375 37.500 0.750 75.000 0.220 22.012 4.402 0.408 40.844 8.169 0.375 37.500 1256_X -- Open Sea Intergenic
chrX 81,524,645 1.79E-02 6.38E-03 0.715 71.545 0.569 56.897 0.144 14.390 2.878 0.082 8.172 1.634 -0.146 -14.648 1257_X -- Open Sea Intergenic
chrX 81,525,063 1.26E-02 3.03E-01 0.659 65.909 0.375 37.500 0.181 18.110 3.622 0.161 16.072 3.214 -0.284 -28.409 1257_X -- Open Sea Intergenic
chrX 81,538,864 3.95E-02 2.63E-01 0.424 42.424 0.659 65.909 0.228 22.779 4.556 0.140 14.022 2.804 0.235 23.485 1258_X -- Open Sea Intergenic
chrX 81,539,488 2.78E-02 1.60E-01 0.781 78.082 0.617 61.728 0.141 14.059 2.812 0.062 6.235 1.247 -0.164 -16.354 1258_X -- Open Sea Intergenic
chrX 81,614,043 1.30E-03 1.80E-02 0.375 37.500 0.850 85.000 0.122 12.247 2.449 0.126 12.638 2.528 0.475 47.500 1259_X -- Open Sea Intergenic
chrX 81,614,997 6.83E-03 1.67E-01 0.564 56.410 0.774 77.381 0.065 6.543 1.309 0.096 9.593 1.919 0.210 20.971 1259_X -- Open Sea Intergenic
chrX 82,678,012 4.30E-02 4.30E-02 0.651 65.116 0.853 85.294 0.204 20.369 4.074 0.129 12.942 2.588 0.202 20.178 1260_X -- Open Sea Intergenic
chrX 82,678,943 4.27E-03 4.27E-03 0.368 36.842 0.742 74.194 0.126 12.586 2.517 0.183 18.271 3.654 0.374 37.351 1260_X -- Open Sea Intergenic
chrX 82,893,635 3.02E-02 1.43E-01 0.440 44.000 0.674 67.391 0.180 17.973 3.595 0.167 16.750 3.350 0.234 23.391 1261_X CA Open Sea Intergenic
chrX 82,893,891 4.49E-02 4.12E-01 0.629 62.903 0.810 80.952 0.217 21.726 4.345 0.130 13.027 2.605 0.180 18.049 1261_X CA Open Sea Intergenic
chrX 82,979,975 3.86E-02 2.53E-01 0.556 55.556 0.826 82.609 0.249 24.894 4.979 0.129 12.942 2.588 0.271 27.053 1262_X TG Open Sea Intergenic
chrX 82,980,725 1.90E-02 4.02E-01 0.380 38.000 0.607 60.714 0.193 19.251 3.850 0.193 19.336 3.867 0.227 22.714 1262_X AT Open Sea Intergenic
chrX 83,116,719 9.03E-03 2.77E-01 0.846 84.615 0.481 48.148 0.145 14.487 2.897 0.246 24.606 4.921 -0.365 -36.467 1263_X AG Open Sea Intergenic
chrX 83,117,595 2.62E-02 1.19E-01 0.350 35.000 0.680 68.000 0.251 25.051 5.010 0.250 24.972 4.994 0.330 33.000 1263_X GG Open Sea Intergenic
chrX 84,327,458 4.72E-02 4.72E-02 0.349 34.921 0.534 53.448 0.295 29.485 5.897 0.192 19.206 3.841 0.185 18.528 1264_X -- Open Sea Intergenic
chrX 84,328,119 2.21E-02 2.67E-01 0.565 56.452 0.343 34.328 0.155 15.461 3.092 0.157 15.718 3.144 -0.221 -22.123 1264_X -- Open Sea Intergenic
chrX 84,660,995 2.70E-02 2.35E-02 0.532 53.226 0.754 75.385 0.213 21.281 4.256 0.130 12.984 2.597 0.222 22.159 1265_X CT Open Sea Intergenic
chrX 84,661,143 1.06E-02 4.15E-02 0.473 47.297 0.678 67.778 0.226 22.637 4.527 0.172 17.221 3.444 0.205 20.480 1265_X Check manually Open Sea Intergenic
chrX 88,624,991 2.91E-02 2.65E-03 0.302 30.172 0.450 44.961 0.146 14.568 2.914 0.140 13.967 2.793 0.148 14.789 1266_X -- Open Sea Intergenic
chrX 88,625,022 1.68E-02 1.36E-01 0.737 73.684 0.885 88.496 0.101 10.076 2.015 0.080 7.973 1.595 0.148 14.811 1266_X -- Open Sea Intergenic
chrX 88,754,597 4.68E-02 1.31E-03 0.735 73.469 0.516 51.613 0.126 12.647 2.529 0.286 28.610 5.722 -0.219 -21.856 1267_X -- Open Sea Intergenic
chrX 88,754,741 3.48E-02 1.31E-03 0.511 51.111 0.727 72.727 0.260 25.988 5.198 0.158 15.842 3.168 0.216 21.616 1267_X -- Open Sea Intergenic
chrX 89,746,168 4.37E-02 3.81E-01 0.650 65.000 0.824 82.353 0.310 30.960 6.192 0.265 26.481 5.296 0.174 17.353 1268_X TG Open Sea Intergenic
chrX 89,746,727 6.86E-03 3.41E-02 0.409 40.909 0.810 80.952 0.192 19.199 3.840 0.147 14.690 2.938 0.400 40.043 1268_X -- Open Sea Intergenic
chrX 91,303,723 4.88E-02 1.45E-01 0.300 30.000 0.545 54.545 0.212 21.192 4.238 0.248 24.844 4.969 0.245 24.545 1269_X -- Open Sea Intergenic
chrX 91,304,556 4.68E-02 5.68E-01 0.810 80.952 0.524 52.381 0.161 16.140 3.228 0.174 17.416 3.483 -0.286 -28.571 1269_X -- Open Sea Intergenic
chrX 94,436,981 1.14E-02 1.94E-01 0.574 57.353 0.779 77.922 0.060 6.037 1.207 0.160 15.953 3.191 0.206 20.569 1270_X -- Open Sea Intergenic
chrX 94,437,255 1.30E-02 9.35E-02 0.463 46.296 0.727 72.727 0.300 29.962 5.992 0.183 18.348 3.670 0.264 26.431 1270_X -- Open Sea Intergenic
chrX 95,542,325 8.41E-03 1.49E-02 0.552 55.172 0.875 87.500 0.264 26.434 5.287 0.115 11.469 2.294 0.323 32.328 1271_X -- Open Sea Intergenic
chrX 95,542,383 4.99E-02 1.49E-02 0.600 60.000 0.833 83.333 0.214 21.369 4.274 0.138 13.773 2.755 0.233 23.333 1271_X -- Open Sea Intergenic
chrX 96,693,956 4.54E-02 1.17E-01 0.111 11.111 0.297 29.730 0.411 41.056 8.211 0.199 19.873 3.975 0.186 18.619 1272_X -- Open Sea Intergenic
chrX 96,694,370 3.07E-02 3.07E-02 0.453 45.283 0.625 62.500 0.147 14.688 2.938 0.094 9.374 1.875 0.172 17.217 1272_X -- Open Sea Intergenic
chrX 97,342,114 4.60E-02 2.94E-03 0.646 64.615 0.833 83.333 0.318 31.844 6.369 0.225 22.533 4.507 0.187 18.718 1273_X CA Open Sea Intergenic
chrX 97,342,129 1.01E-02 2.94E-03 0.621 62.121 0.831 83.099 0.147 14.706 2.941 0.152 15.249 3.050 0.210 20.977 1273_X TC Open Sea Intergenic
chrX 97,342,513 4.71E-02 4.71E-02 0.606 60.606 0.850 85.000 0.269 26.916 5.383 0.265 26.500 5.300 0.244 24.394 1273_X TG Open Sea Intergenic
chrX 97,699,001 6.10E-03 1.46E-03 0.368 36.842 0.674 67.442 0.195 19.540 3.908 0.102 10.200 2.040 0.306 30.600 1274_X gg Open Sea Intergenic
chrX 97,699,097 4.15E-02 1.46E-03 0.478 47.826 0.757 75.676 0.305 30.479 6.096 0.183 18.267 3.653 0.278 27.850 1274_X CT Open Sea Intergenic
chrX 98,491,358 2.20E-03 2.20E-03 0.583 58.333 0.894 89.362 0.373 37.277 7.455 0.077 7.703 1.541 0.310 31.028 1275_X -- Open Sea Intergenic
chrX 98,492,284 2.57E-02 2.57E-02 0.267 26.667 0.522 52.174 0.360 36.009 7.202 0.113 11.295 2.259 0.255 25.507 1275_X -- Open Sea Intergenic
chrX 105,545,310 4.27E-03 1.47E-01 0.415 41.463 0.750 75.000 0.071 7.089 1.418 0.199 19.920 3.984 0.335 33.537 1276_X -- Open Sea Intergenic
chrX 105,545,553 7.90E-03 7.34E-01 0.417 41.667 0.810 80.952 0.260 25.986 5.197 0.149 14.907 2.981 0.393 39.286 1276_X -- Open Sea Intergenic



chrX 106,408,175 1.75E-02 1.96E-02 0.464 46.377 0.667 66.667 0.133 13.287 2.657 0.126 12.633 2.527 0.203 20.290 1277_X -- Open Sea Intergenic
chrX 106,408,336 1.20E-02 1.96E-02 0.848 84.848 0.662 66.154 0.086 8.621 1.724 0.127 12.706 2.541 -0.187 -18.695 1277_X -- Open Sea Intergenic
chrX 106,605,483 4.97E-02 8.42E-02 0.676 67.568 0.843 84.286 0.215 21.471 4.294 0.050 4.992 0.998 0.167 16.718 1278_X ag Open Sea Intergenic
chrX 106,605,990 2.95E-02 6.03E-01 0.721 72.093 0.475 47.500 0.181 18.143 3.629 0.261 26.090 5.218 -0.246 -24.593 1278_X -- Open Sea Intergenic
chrX 107,555,720 4.30E-02 2.64E-02 0.710 70.968 0.524 52.381 0.183 18.288 3.658 0.107 10.720 2.144 -0.186 -18.587 1279_X -- Open Sea Intergenic
chrX 107,556,432 4.77E-02 7.81E-02 0.743 74.286 0.414 41.379 0.242 24.165 4.833 0.371 37.081 7.416 -0.329 -32.906 1279_X -- Open Sea Intergenic
chrX 107,667,200 4.49E-02 5.92E-02 0.656 65.625 0.880 88.000 0.127 12.656 2.531 0.137 13.682 2.736 0.224 22.375 1280_X TG Open Sea Intergenic
chrX 107,667,381 1.16E-02 2.83E-02 0.614 61.364 0.861 86.111 0.210 21.023 4.205 0.091 9.060 1.812 0.247 24.747 1280_X -- Open Sea Intergenic
chrX 108,547,598 6.85E-03 4.65E-03 0.625 62.500 0.261 26.087 0.185 18.540 3.708 0.234 23.395 4.679 -0.364 -36.413 1281_X -- Open Sea Intergenic
chrX 108,547,612 3.70E-02 4.65E-03 0.704 70.370 0.400 40.000 0.378 37.829 7.566 0.267 26.677 5.335 -0.304 -30.370 1281_X -- Open Sea Intergenic
chrX 110,367,437 4.90E-02 4.96E-02 0.784 78.431 0.592 59.184 0.157 15.697 3.139 0.154 15.409 3.082 -0.192 -19.248 1282_X -- Open Sea Intergenic
chrX 110,367,635 2.63E-02 2.15E-02 0.850 85.000 0.552 55.172 0.126 12.638 2.528 0.224 22.361 4.472 -0.298 -29.828 1282_X -- Open Sea Intergenic
chrX 111,661,723 8.45E-03 1.70E-02 0.582 58.182 0.800 80.000 0.104 10.358 2.072 0.090 8.987 1.797 0.218 21.818 1283_X -- Open Sea Intergenic
chrX 111,662,206 1.61E-02 1.61E-02 0.647 64.706 0.397 39.655 0.186 18.590 3.718 0.146 14.649 2.930 -0.251 -25.051 1283_X ag Open Sea Intergenic
chrX 111,919,071 2.79E-02 3.21E-01 0.537 53.659 0.769 76.923 0.242 24.169 4.834 0.142 14.170 2.834 0.233 23.265 1284_X -- Open Sea Intergenic
chrX 111,919,078 6.88E-03 3.21E-01 0.462 46.154 0.791 79.070 0.261 26.077 5.215 0.158 15.752 3.150 0.329 32.916 1284_X -- Open Sea Intergenic
chrX 112,103,037 2.09E-02 2.11E-01 0.200 20.000 0.360 36.047 0.119 11.919 2.384 0.084 8.376 1.675 0.160 16.047 1285_X -- Open Sea Intergenic
chrX 112,103,807 6.65E-03 5.69E-02 0.630 63.043 0.326 32.558 0.189 18.880 3.776 0.184 18.370 3.674 -0.305 -30.485 1285_X -- Open Sea Intergenic
chrX 112,573,723 2.37E-03 3.45E-04 0.603 60.274 0.778 77.778 0.191 19.108 3.822 0.112 11.152 2.230 0.175 17.504 1286_X -- Open Sea Intergenic
chrX 112,573,739 1.71E-02 3.45E-04 0.503 50.323 0.642 64.238 0.226 22.560 4.512 0.136 13.591 2.718 0.139 13.916 1286_X -- Open Sea Intergenic
chrX 113,809,633 4.54E-02 8.96E-02 0.852 85.185 0.629 62.857 0.144 14.447 2.889 0.210 21.028 4.206 -0.223 -22.328 1287_X TG Open Sea Intergenic
chrX 113,810,072 3.71E-02 3.71E-02 0.651 65.116 0.840 84.000 0.169 16.885 3.377 0.099 9.939 1.988 0.189 18.884 1287_X CT Open Sea Intergenic
chrX 114,316,592 1.37E-02 1.35E-04 0.380 38.000 0.660 66.000 0.193 19.262 3.852 0.215 21.544 4.309 0.280 28.000 1288_X -- Open Sea Intergenic
chrX 114,316,603 1.27E-02 1.35E-04 0.646 64.583 0.860 86.000 0.310 30.973 6.195 0.094 9.398 1.880 0.214 21.417 1288_X -- Open Sea Intergenic
chrX 115,119,338 3.89E-02 3.41E-01 0.407 40.741 0.714 71.429 0.153 15.278 3.056 0.378 37.815 7.563 0.307 30.688 1289_X -- Open Sea Intergenic
chrX 115,119,963 4.32E-02 5.81E-01 0.753 75.325 0.882 88.235 0.121 12.070 2.414 0.088 8.761 1.752 0.129 12.911 1289_X -- Open Sea Intergenic
chrX 115,202,282 2.11E-02 2.75E-03 0.732 73.171 0.875 87.500 0.201 20.072 4.014 0.079 7.932 1.586 0.143 14.329 1290_X -- Open Sea Intergenic
chrX 115,202,352 4.18E-03 5.18E-03 0.446 44.643 0.724 72.414 0.062 6.222 1.244 0.098 9.793 1.959 0.278 27.771 1290_X -- Open Sea Intergenic
chrX 116,755,607 4.84E-02 4.84E-02 0.614 61.404 0.829 82.857 0.249 24.850 4.970 0.101 10.131 2.026 0.215 21.454 1291_X -- Open Sea Intergenic
chrX 116,756,187 2.21E-03 2.21E-03 0.318 31.818 0.774 77.419 0.380 37.960 7.592 0.215 21.461 4.292 0.456 45.601 1291_X -- Open Sea Intergenic
chrX 120,133,815 4.50E-02 6.73E-03 0.424 42.373 0.638 63.768 0.214 21.422 4.284 0.194 19.449 3.890 0.214 21.395 1292_X -- Open Sea Intergenic
chrX 120,133,822 1.69E-02 6.73E-03 0.415 41.538 0.620 61.972 0.088 8.771 1.754 0.111 11.061 2.212 0.204 20.433 1292_X -- Open Sea Intergenic
chrX 120,133,846 1.70E-02 6.73E-03 0.500 50.000 0.682 68.182 0.119 11.853 2.371 0.167 16.697 3.339 0.182 18.182 1292_X -- Open Sea Intergenic
chrX 120,455,264 3.87E-03 1.57E-04 0.600 60.000 0.317 31.667 0.205 20.486 4.097 0.149 14.909 2.982 -0.283 -28.333 1293_X CT Open Sea Intergenic
chrX 120,455,393 4.51E-02 1.57E-04 0.857 85.714 0.619 61.905 0.097 9.690 1.938 0.244 24.393 4.879 -0.238 -23.810 1293_X TG Open Sea Intergenic
chrX 120,503,185 3.57E-02 2.87E-01 0.576 57.576 0.821 82.143 0.229 22.938 4.588 0.154 15.419 3.084 0.246 24.567 1294_X AG Open Sea Intergenic
chrX 120,504,082 2.40E-02 1.29E-01 0.704 70.408 0.838 83.838 0.141 14.050 2.810 0.075 7.530 1.506 0.134 13.430 1294_X -- Open Sea Intergenic
chrX 120,598,596 1.31E-02 1.31E-02 0.545 54.545 0.824 82.353 0.046 4.585 0.917 0.129 12.860 2.572 0.278 27.807 1295_X -- Open Sea Intergenic
chrX 120,599,302 2.05E-02 2.05E-02 0.167 16.667 0.403 40.323 0.128 12.809 2.562 0.158 15.828 3.166 0.237 23.656 1295_X -- Open Sea Intergenic
chrX 120,682,355 5.35E-03 5.35E-03 0.711 71.111 0.333 33.333 0.350 35.018 7.004 0.070 7.014 1.403 -0.378 -37.778 1296_X CA Open Sea Intergenic
chrX 120,683,013 2.32E-02 2.32E-02 0.455 45.455 0.727 72.727 0.226 22.637 4.527 0.187 18.670 3.734 0.273 27.273 1296_X TT Open Sea Intergenic
chrX 121,410,552 3.21E-02 2.22E-01 0.441 44.068 0.659 65.909 0.047 4.681 0.936 0.142 14.151 2.830 0.218 21.841 1297_X -- Open Sea Intergenic
chrX 121,411,048 3.05E-02 4.56E-02 0.563 56.250 0.742 74.242 0.053 5.294 1.059 0.161 16.137 3.227 0.180 17.992 1297_X -- Open Sea Intergenic
chrX 122,335,719 3.59E-02 1.58E-01 0.541 54.098 0.764 76.364 0.161 16.106 3.221 0.106 10.551 2.110 0.223 22.265 1298_X -- Open Sea Intergenic
chrX 122,336,045 7.14E-03 7.75E-02 0.875 87.500 0.648 64.815 0.086 8.620 1.724 0.101 10.100 2.020 -0.227 -22.685 1298_X -- Open Sea Intergenic
chrX 127,108,936 3.09E-03 3.09E-03 0.769 76.923 0.400 40.000 0.388 38.801 7.760 0.204 20.425 4.085 -0.369 -36.923 1299_X -- Open Sea Intergenic
chrX 127,109,202 4.56E-02 4.56E-02 0.767 76.744 0.543 54.286 0.126 12.556 2.511 0.323 32.294 6.459 -0.225 -22.458 1299_X -- Open Sea Intergenic
chrX 127,712,135 1.36E-02 1.64E-02 0.865 86.486 0.630 63.043 0.074 7.391 1.478 0.065 6.466 1.293 -0.234 -23.443 1300_X -- Open Sea Intergenic
chrX 127,712,867 3.53E-02 3.53E-02 0.543 54.348 0.759 75.926 0.295 29.487 5.897 0.179 17.936 3.587 0.216 21.578 1300_X -- Open Sea Intergenic
chrX 127,736,711 4.89E-02 4.28E-02 0.163 16.304 0.293 29.348 0.280 27.974 5.595 0.111 11.090 2.218 0.130 13.043 1301_X -- Open Sea Intergenic
chrX 127,737,319 2.96E-02 2.96E-02 0.641 64.113 0.744 74.419 0.081 8.075 1.615 0.102 10.179 2.036 0.103 10.306 1301_X -- Open Sea Intergenic
chrX 128,356,526 9.13E-03 8.09E-04 0.677 67.742 0.892 89.231 0.172 17.222 3.444 0.198 19.808 3.962 0.215 21.489 1302_X -- Open Sea Intergenic
chrX 128,356,609 1.71E-02 7.35E-04 0.143 14.286 0.306 30.588 0.077 7.674 1.535 0.103 10.279 2.056 0.163 16.303 1302_X -- Open Sea Intergenic
chrX 128,357,571 1.76E-02 5.00E-02 0.483 48.333 0.712 71.186 0.167 16.733 3.347 0.080 7.977 1.595 0.229 22.853 1303_X -- Open Sea Intergenic
chrX 128,357,641 1.06E-02 5.00E-02 0.686 68.571 0.875 87.500 0.157 15.727 3.145 0.078 7.817 1.563 0.189 18.929 1303_X -- Open Sea Intergenic
chrX 128,498,407 3.80E-02 1.78E-02 0.667 66.667 0.450 45.000 0.118 11.760 2.352 0.176 17.619 3.524 -0.217 -21.667 1304_X -- Open Sea Intergenic
chrX 128,498,704 3.84E-03 3.84E-03 0.523 52.273 0.833 83.333 0.203 20.334 4.067 0.085 8.485 1.697 0.311 31.061 1304_X CT Open Sea Intergenic
chrX 131,455,163 1.07E-02 9.32E-02 0.714 71.429 0.886 88.608 0.152 15.237 3.047 0.063 6.333 1.267 0.172 17.179 1305_X ca Open Sea Intergenic
chrX 131,455,896 1.77E-03 1.06E-02 0.382 38.235 0.750 75.000 0.196 19.598 3.920 0.128 12.775 2.555 0.368 36.765 1305_X AG Open Sea Intergenic
chrX 137,562,360 1.59E-03 1.05E-04 0.353 35.294 0.784 78.378 0.223 22.252 4.450 0.189 18.942 3.788 0.431 43.084 1306_X -- Open Sea Intergenic
chrX 137,562,382 1.84E-02 1.05E-04 0.242 24.242 0.541 54.054 0.198 19.806 3.961 0.162 16.213 3.243 0.298 29.812 1306_X -- Open Sea Intergenic
chrX 139,431,316 9.02E-03 2.62E-03 0.414 41.379 0.721 72.093 0.212 21.188 4.238 0.186 18.632 3.726 0.307 30.714 1307_X -- Open Sea Intergenic
chrX 139,431,384 6.36E-03 2.62E-03 0.190 19.048 0.595 59.459 0.205 20.514 4.103 0.191 19.080 3.816 0.404 40.412 1307_X -- Open Sea Intergenic
chrX 139,671,312 2.93E-02 2.07E-03 0.518 51.786 0.731 73.077 0.117 11.739 2.348 0.162 16.207 3.241 0.213 21.291 1308_X -G Open Sea Intron 6/6 Rnf128
chrX 139,671,341 1.24E-02 2.07E-03 0.672 67.188 0.868 86.792 0.089 8.872 1.774 0.089 8.870 1.774 0.196 19.605 1308_X AG Open Sea Intron 6/6 Rnf128
chrX 139,795,371 1.01E-02 8.92E-02 0.663 66.250 0.840 83.951 0.112 11.177 2.235 0.094 9.422 1.884 0.177 17.701 1309_X CA Open Sea Intergenic
chrX 139,795,459 4.89E-02 2.64E-03 0.618 61.765 0.771 77.143 0.094 9.408 1.882 0.133 13.283 2.657 0.154 15.378 1309_X CA Open Sea Intergenic
chrX 143,747,308 1.67E-02 8.09E-01 0.667 66.667 0.839 83.908 0.116 11.647 2.329 0.114 11.379 2.276 0.172 17.241 1310_X CA Open Sea Intron 7/13 Pak3
chrX 143,747,993 3.85E-02 3.56E-01 0.583 58.333 0.829 82.857 0.253 25.342 5.068 0.129 12.939 2.588 0.245 24.524 1310_X CG nearby Open Sea Intron 7/13 Pak3
chrX 145,808,231 7.13E-03 7.13E-03 0.531 53.061 0.804 80.435 0.231 23.148 4.630 0.138 13.826 2.765 0.274 27.374 1311_X ag Open Sea Intergenic
chrX 145,808,757 1.04E-02 2.14E-01 0.442 44.186 0.793 79.310 0.160 15.977 3.195 0.272 27.156 5.431 0.351 35.124 1311_X Check manually Open Sea Intergenic
chrX 150,857,201 2.40E-03 1.06E-02 0.817 81.667 0.490 49.020 0.108 10.836 2.167 0.127 12.711 2.542 -0.326 -32.647 1312_X -- Open Sea Intergenic
chrX 150,857,203 3.67E-02 1.06E-02 0.644 64.407 0.431 43.137 0.183 18.290 3.658 0.263 26.332 5.266 -0.213 -21.270 1312_X -- Open Sea Intergenic
chrX 151,204,489 3.33E-02 1.87E-03 0.647 64.706 0.833 83.333 0.173 17.294 3.459 0.127 12.692 2.538 0.186 18.627 1313_X -- Open Sea Intron 1/21 Wnk3
chrX 151,204,621 8.95E-03 2.01E-02 0.575 57.500 0.868 86.842 0.313 31.320 6.264 0.094 9.450 1.890 0.293 29.342 1313_X -- Open Sea Intron 1/21 Wnk3
chrX 152,252,005 2.46E-02 2.28E-03 0.308 30.769 0.682 68.182 0.192 19.196 3.839 0.432 43.212 8.642 0.374 37.413 1314_X -- Open Sea Intron 9/24 Kdm5c
chrX 152,252,005 2.46E-02 2.28E-03 0.308 30.769 0.682 68.182 0.192 19.196 3.839 0.432 43.212 8.642 0.374 37.413 1314_X -- Open Sea Intron 10/25 Kdm5c
chrX 152,252,005 2.46E-02 2.28E-03 0.308 30.769 0.682 68.182 0.192 19.196 3.839 0.432 43.212 8.642 0.374 37.413 1314_X -- Open Sea Intron 10/25 Kdm5c
chrX 152,252,015 4.47E-02 2.28E-03 0.357 35.714 0.630 62.963 0.212 21.223 4.245 0.389 38.867 7.773 0.272 27.249 1314_X -- Open Sea Intron 9/24 Kdm5c
chrX 152,252,015 4.47E-02 2.28E-03 0.357 35.714 0.630 62.963 0.212 21.223 4.245 0.389 38.867 7.773 0.272 27.249 1314_X -- Open Sea Intron 10/25 Kdm5c
chrX 152,252,015 4.47E-02 2.28E-03 0.357 35.714 0.630 62.963 0.212 21.223 4.245 0.389 38.867 7.773 0.272 27.249 1314_X -- Open Sea Intron 10/25 Kdm5c
chrX 153,369,835 8.73E-03 4.80E-01 0.164 16.364 0.393 39.286 0.167 16.744 3.349 0.152 15.178 3.036 0.229 22.922 1315_X AA Open Sea Intergenic
chrX 153,370,766 1.12E-02 2.56E-01 0.370 37.037 0.720 72.000 0.197 19.717 3.943 0.205 20.477 4.095 0.350 34.963 1315_X CA Open Sea Intergenic
chrX 153,389,318 4.53E-02 7.36E-02 0.410 40.984 0.236 23.636 0.076 7.587 1.517 0.135 13.547 2.709 -0.173 -17.347 1316_X -- Open Sea Intergenic
chrX 153,389,603 4.51E-02 4.51E-02 0.474 47.368 0.231 23.077 0.264 26.388 5.278 0.409 40.915 8.183 -0.243 -24.291 1316_X AG Open Sea Intergenic
chrX 153,756,548 1.46E-02 1.22E-03 0.469 46.875 0.738 73.846 0.173 17.330 3.466 0.135 13.490 2.698 0.270 26.971 1317_X -- Open Sea Intergenic
chrX 153,756,637 1.65E-02 2.72E-03 0.366 36.585 0.651 65.116 0.268 26.799 5.360 0.139 13.879 2.776 0.285 28.531 1317_X -- Open Sea Intergenic
chrX 154,725,610 3.04E-02 4.74E-03 0.852 85.185 0.583 58.333 0.150 14.959 2.992 0.185 18.466 3.693 -0.269 -26.852 1318_X -- Open Sea Intergenic
chrX 154,725,858 3.11E-02 1.01E-01 0.622 62.162 0.820 81.967 0.309 30.938 6.188 0.079 7.941 1.588 0.198 19.805 1318_X -- Open Sea Intergenic
chrX 156,414,462 2.66E-02 1.66E-02 0.688 68.831 0.853 85.333 0.158 15.796 3.159 0.190 19.045 3.809 0.165 16.502 1319_X -- Open Sea Intergenic
chrX 156,415,119 1.28E-02 1.28E-02 0.270 27.027 0.556 55.556 0.192 19.206 3.841 0.176 17.553 3.511 0.285 28.529 1319_X -- Open Sea Intergenic
chrX 156,467,524 1.30E-02 2.91E-02 0.882 88.235 0.674 67.391 0.105 10.542 2.108 0.221 22.077 4.415 -0.208 -20.844 1320_X -- Open Sea Intergenic
chrX 156,467,605 4.65E-02 2.91E-02 0.484 48.387 0.767 76.667 0.250 25.031 5.006 0.388 38.767 7.753 0.283 28.280 1320_X -- Open Sea Intergenic
chrX 159,082,050 2.12E-02 2.09E-02 0.500 50.000 0.727 72.727 0.227 22.703 4.541 0.107 10.666 2.133 0.227 22.727 1321_X Check manually Open Sea Intergenic
chrX 159,082,866 4.70E-02 4.70E-02 0.408 40.789 0.576 57.576 0.279 27.893 5.579 0.145 14.509 2.902 0.168 16.786 1321_X TG Open Sea Intergenic
chrX 159,131,692 4.58E-02 2.61E-02 0.655 65.517 0.871 87.097 0.118 11.792 2.358 0.094 9.362 1.872 0.216 21.580 1322_X -- Open Sea Intergenic
chrX 159,131,768 3.49E-02 3.04E-02 0.556 55.556 0.780 78.049 0.273 27.322 5.464 0.137 13.663 2.733 0.225 22.493 1322_X -- Open Sea Intergenic
chrX 162,642,049 3.85E-03 2.30E-03 0.525 52.500 0.844 84.375 0.274 27.367 5.473 0.098 9.832 1.966 0.319 31.875 1323_X CA N Shore Intron 1/17 Reps2
chrX 162,642,049 3.85E-03 2.30E-03 0.525 52.500 0.844 84.375 0.274 27.367 5.473 0.098 9.832 1.966 0.319 31.875 1323_X CA N Shore Intron 1/17 Reps2
chrX 162,642,242 2.36E-02 3.06E-01 0.393 39.344 0.597 59.677 0.181 18.051 3.610 0.204 20.410 4.082 0.203 20.333 1323_X CC N Shore Intron 1/17 Reps2
chrX 162,642,242 2.36E-02 3.06E-01 0.393 39.344 0.597 59.677 0.181 18.051 3.610 0.204 20.410 4.082 0.203 20.333 1323_X CC N Shore Intron 1/17 Reps2
chrX 165,393,311 1.73E-02 1.73E-02 0.576 57.576 0.852 85.185 0.210 21.009 4.202 0.101 10.126 2.025 0.276 27.609 1324_X -- Open Sea Intergenic
chrX 165,394,289 4.32E-02 4.32E-02 0.738 73.846 0.885 88.525 0.157 15.741 3.148 0.100 9.994 1.999 0.147 14.678 1324_X Check manually Open Sea Intergenic
chrX 167,278,806 3.78E-02 9.34E-03 0.824 82.353 0.594 59.375 0.097 9.686 1.937 0.063 6.253 1.251 -0.230 -22.978 1325_X -- Open Sea Intergenic
chrX 167,278,809 4.36E-02 9.34E-03 0.794 79.412 0.563 56.250 0.164 16.444 3.289 0.234 23.412 4.682 -0.232 -23.162 1325_X -- Open Sea Intergenic
chrX 167,797,327 2.33E-02 1.29E-02 0.528 52.809 0.693 69.307 0.088 8.811 1.762 0.075 7.526 1.505 0.165 16.498 1326_X -- Open Sea Intergenic
chrX 167,797,370 1.34E-02 1.29E-02 0.387 38.679 0.611 61.062 0.188 18.802 3.760 0.131 13.108 2.622 0.224 22.383 1326_X -- Open Sea Intergenic
chrX 168,153,210 3.14E-03 2.59E-04 0.806 80.645 0.391 39.130 0.149 14.888 2.978 0.156 15.617 3.123 -0.415 -41.515 1327_X CA Open Sea Intergenic
chrX 168,153,251 1.24E-02 2.59E-04 0.763 76.316 0.464 46.429 0.136 13.643 2.729 0.152 15.162 3.032 -0.299 -29.887 1327_X CA Open Sea Intergenic



chrX 169,264,852 4.19E-02 2.03E-01 0.293 29.268 0.500 50.000 0.109 10.929 2.186 0.290 28.997 5.799 0.207 20.732 1328_X -- Open Sea Intron 8/12 Arhgap6
chrX 169,264,867 3.45E-02 2.03E-01 0.561 56.098 0.851 85.106 0.241 24.135 4.827 0.166 16.600 3.320 0.290 29.009 1328_X -- Open Sea Intron 8/12 Arhgap6
chrX 169,723,040 1.30E-02 2.06E-02 0.474 47.368 0.786 78.571 0.281 28.123 5.625 0.138 13.773 2.755 0.312 31.203 1329_X -- Open Sea Intron 1/9 Mid1
chrX 169,723,968 4.69E-02 4.05E-01 0.556 55.556 0.818 81.818 0.284 28.389 5.678 0.135 13.532 2.706 0.263 26.263 1329_X -- Open Sea Intron 1/9 Mid1
chrY 90,730,171 2.78E-02 3.38E-01 0.413 41.333 0.586 58.621 0.057 5.735 1.147 0.066 6.602 1.320 0.173 17.287 1330_Y -- S Shore Intergenic
chrY 90,730,641 1.38E-02 6.48E-02 0.600 60.000 0.860 86.047 0.210 21.009 4.202 0.090 8.977 1.795 0.260 26.047 1330_Y -- S Shore Intergenic



Chromosome Position Strand Cpg unadjusted p-
value
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chr1 18,962,705 + CpG 0.0242 0.0012 0.297 29.730 0.621 62.069 0.173 17.295 3.459 0.319 31.918 6.384 0.323 32.339 CG nearby Open Sea intergenic
chr1 18,972,498 + CpG 0.0337 0.1944 0.573 57.303 0.744 74.390 0.291 29.056 5.811 0.156 15.587 3.117 0.171 17.087 CG nearby Open Sea intergenic
chr1 19,113,254 + CpG 0.0237 0.0815 0.394 39.394 0.690 68.966 0.257 25.681 5.136 0.230 23.013 4.603 0.296 29.572 CG Open Sea intergenic
chr1 19,418,338 + CpG 0.0319 0.1818 0.308 30.769 0.508 50.847 0.152 15.237 3.047 0.294 29.441 5.888 0.201 20.078 CG nearby Open Sea intergenic
chr1 19,983,349 + CpG 0.0061 0.0233 0.267 26.667 0.667 66.667 0.170 16.985 3.397 0.241 24.083 4.817 0.400 40.000 CG Open Sea intergenic
chr1 20,332,793 + CpG 0.0243 0.0925 0.900 90.000 0.741 74.138 0.076 7.574 1.515 0.120 12.010 2.402 -0.159 -15.862 CG nearby Open Sea Intron 48/66 Pkhd1 ENSMUSG00000043760 chr1:20057778-20618064 ENSMUST00000088448 1.179 3.955 0.157 3.376 3.354 0.1399 polycystic kidney and hepatic disease 1 [Source:MGI Symbol;Acc:MGI:2155808]
chr1 22,411,431 + CpG 0.0347 0.0126 0.912 91.176 0.704 70.370 0.065 6.471 1.294 0.345 34.545 6.909 -0.208 -20.806 CG nearby Open Sea intergenic
chr1 22,479,019 + CpG 0.0214 0.1393 0.388 38.776 0.649 64.865 0.290 28.950 5.790 0.195 19.550 3.910 0.261 26.089 CG nearby Open Sea intergenic
chr1 23,242,108 + CpG 0.0034 0.2971 0.541 54.054 0.857 85.714 0.269 26.903 5.381 0.128 12.824 2.565 0.317 31.660 cg Open Sea intergenic
chr1 25,492,370 + CpG 0.0130 0.0240 0.861 86.111 0.588 58.824 0.136 13.617 2.723 0.174 17.397 3.479 -0.273 -27.288 CG nearby Open Sea Intron 9/30 Adgrb3 ENSMUSG00000033569 chr1:25067549-25829707 ENSMUST00000151309 1.110 0.787 0.345 0.364 -1.410 0.1888 adhesion G protein-coupled receptor B3 [Source:MGI Symbol;Acc:MGI:2441837]
chr1 29,514,968 + CpG 0.0371 0.0002 0.849 84.906 0.657 65.714 0.081 8.130 1.626 0.079 7.856 1.571 -0.192 -19.191 CG nearby Open Sea intergenic
chr1 29,668,945 + CpG 0.0420 0.3029 0.649 64.948 0.500 50.000 0.190 18.992 3.798 0.121 12.052 2.410 -0.149 -14.948 CG nearby Open Sea intergenic
chr1 29,932,815 + CpG 0.0255 0.0321 0.320 32.000 0.727 72.727 0.295 29.456 5.891 0.381 38.131 7.626 0.407 40.727 CG nearby Open Sea intergenic
chr1 30,121,196 + CpG 0.0322 0.4862 0.756 75.610 0.500 50.000 0.185 18.529 3.706 0.122 12.210 2.442 -0.256 -25.610 CG nearby Open Sea intergenic
chr1 31,275,384 + CpG 0.0225 0.0494 0.825 82.500 0.604 60.417 0.101 10.142 2.028 0.145 14.475 2.895 -0.221 -22.083 CG Open Sea intergenic
chr1 32,938,897 + CpG 0.0281 0.0281 0.608 60.784 0.817 81.667 0.281 28.121 5.624 0.178 17.812 3.562 0.209 20.882 cg Open Sea intergenic
chr1 38,022,166 + CpG 0.0015 0.0088 0.529 52.885 0.756 75.556 0.248 24.817 4.963 0.130 13.028 2.606 0.227 22.671 CG Open Sea Exon 6/24 Eif5b ENSMUSG00000026083 chr1:37998009-38055579 ENSMUST00000027252 9.170 9.742 0.655 1.528 1.062 0.4740 eukaryotic translation initiation factor 5B [Source:MGI Symbol;Acc:MGI:2441772]
chr1 38,022,166 + CpG 0.0015 0.0088 0.529 52.885 0.756 75.556 0.248 24.817 4.963 0.130 13.028 2.606 0.227 22.671 CG Open Sea Exon 6/22 Eif5b ENSMUSG00000026083 chr1:37998128-38052021 ENSMUST00000192548 9.730 11.702 0.747 1.053 1.203 0.0107 eukaryotic translation initiation factor 5B [Source:MGI Symbol;Acc:MGI:2441772]
chr1 43,973,876 + CpG 0.0194 0.1351 0.500 50.000 0.765 76.471 0.267 26.708 5.342 0.131 13.108 2.622 0.265 26.471 cg Open Sea Intron 15/29 Tpp2 ENSMUSG00000041763 chr1:43934006-44002971 ENSMUST00000087933 3.461 3.232 0.523 0.868 -1.071 0.6292 tripeptidyl peptidase II [Source:MGI Symbol;Acc:MGI:102724]
chr1 43,973,876 + CpG 0.0194 0.1351 0.500 50.000 0.765 76.471 0.267 26.708 5.342 0.131 13.108 2.622 0.265 26.471 cg Open Sea Intron 15/28 Tpp2 ENSMUSG00000041763 chr1:43934014-44003000 ENSMUST00000188313 7.375 7.963 0.576 0.402 1.080 0.1026 tripeptidyl peptidase II [Source:MGI Symbol;Acc:MGI:102724]
chr1 44,713,224 + CpG 0.0450 0.2861 0.756 75.610 0.553 55.319 0.160 15.985 3.197 0.123 12.323 2.465 -0.203 -20.291 CG nearby Open Sea intergenic
chr1 44,914,619 + CpG 0.0319 0.0319 0.261 26.087 0.607 60.714 0.349 34.911 6.982 0.335 33.466 6.693 0.346 34.627 CG nearby Open Sea intergenic
chr1 45,377,130 + CpG 0.0084 0.0008 0.702 70.175 0.900 90.000 0.177 17.693 3.539 0.082 8.248 1.650 0.198 19.825 CG nearby Open Sea Intron 52/53 Col5a2 ENSMUSG00000026042 chr1:45374320-45503282 ENSMUST00000086430 1.857 7.773 0.295 3.575 4.186 0.0206 collagen, type V, alpha 2 [Source:MGI Symbol;Acc:MGI:88458]
chr1 49,426,176 + CpG 0.0093 0.1552 0.189 18.868 0.439 43.902 0.104 10.371 2.074 0.260 26.024 5.205 0.250 25.035 CG nearby Open Sea intergenic
chr1 51,147,230 + CpG 0.0136 0.0136 0.417 41.667 0.731 73.077 0.172 17.217 3.443 0.217 21.731 4.346 0.314 31.410 CG nearby Open Sea intergenic
chr1 53,833,421 + CpG 0.0113 0.0355 0.852 85.185 0.642 64.151 0.077 7.708 1.542 0.099 9.892 1.978 -0.210 -21.034 CG nearby Open Sea Intron 23/28 Hecw2 ENSMUSG00000042807 chr1:53806881-54195034 ENSMUST00000087659 1.048 1.290 0.594 0.125 1.232 0.4182 HECT, C2 and WW domain containing E3 ubiquitin protein ligase 2 [Source:MGI Symbol;Acc:MGI:2685817]
chr1 54,596,439 + CpG 0.0075 0.1032 0.192 19.231 0.607 60.714 0.192 19.185 3.837 0.281 28.085 5.617 0.415 41.484 CG nearby Open Sea intergenic
chr1 56,419,675 + CpG 0.0043 0.0033 0.538 53.846 0.841 84.091 0.116 11.562 2.312 0.109 10.929 2.186 0.302 30.245 CG Open Sea intergenic
chr1 59,004,105 + CpG 0.0213 0.3595 0.806 80.597 0.565 56.522 0.098 9.831 1.966 0.211 21.119 4.224 -0.241 -24.075 CG nearby Open Sea intergenic
chr1 62,710,698 + CpG 0.0137 0.0279 0.343 34.286 0.667 66.667 0.174 17.431 3.486 0.284 28.441 5.688 0.324 32.381 CG nearby Open Sea Intron 1/16 Nrp2 ENSMUSG00000025969 chr1:62703701-62818695 ENSMUST00000063594 1.076 1.209 0.379 0.690 1.124 0.7175 neuropilin 2 [Source:MGI Symbol;Acc:MGI:1100492]
chr1 62,710,698 + CpG 0.0137 0.0279 0.343 34.286 0.667 66.667 0.174 17.431 3.486 0.284 28.441 5.688 0.324 32.381 CG nearby Open Sea Intron 1/15 Nrp2 ENSMUSG00000025969 chr1:62703284-62818695 ENSMUST00000102822 1.077 1.131 0.402 0.232 1.050 0.8034 neuropilin 2 [Source:MGI Symbol;Acc:MGI:1100492]
chr1 62,794,859 + CpG 0.0217 0.0502 0.533 53.333 0.852 85.185 0.292 29.157 5.831 0.119 11.920 2.384 0.319 31.852 cg N Shore Intron 15/16 Nrp2 ENSMUSG00000025969 chr1:62703701-62818695 ENSMUST00000063594 1.076 1.209 0.379 0.690 1.124 0.7175 neuropilin 2 [Source:MGI Symbol;Acc:MGI:1100492]
chr1 62,794,859 + CpG 0.0217 0.0502 0.533 53.333 0.852 85.185 0.292 29.157 5.831 0.119 11.920 2.384 0.319 31.852 cg N Shore Intron 15/15 Nrp2 ENSMUSG00000025969 chr1:62703284-62818695 ENSMUST00000102822 1.077 1.131 0.402 0.232 1.050 0.8034 neuropilin 2 [Source:MGI Symbol;Acc:MGI:1100492]
chr1 64,275,697 + CpG 0.0488 0.0047 0.300 30.000 0.533 53.333 0.142 14.181 2.836 0.372 37.173 7.435 0.233 23.333 CG nearby Open Sea intergenic
chr1 66,469,166 + CpG 0.0462 0.9690 0.704 70.370 0.423 42.308 0.387 38.735 7.747 0.166 16.583 3.317 -0.281 -28.063 CG nearby S Shore Intron 1/64 Unc80 ENSMUSG00000055567 chr1:66468366-66699866 ENSMUST00000061620 3.998 2.777 0.861 1.277 -1.440 0.1192 unc-80, NALCN activator [Source:MGI Symbol;Acc:MGI:2652882]
chr1 66,469,166 + CpG 0.0462 0.9690 0.704 70.370 0.423 42.308 0.387 38.735 7.747 0.166 16.583 3.317 -0.281 -28.063 CG nearby S Shore Intron 1/63 Unc80 ENSMUSG00000055567 chr1:66468446-66699866 ENSMUST00000212557 10.321 6.844 0.729 1.372 -1.508 0.0023 unc-80, NALCN activator [Source:MGI Symbol;Acc:MGI:2652882]
chr1 67,159,416 + CpG 0.0495 0.0495 0.481 48.077 0.677 67.742 0.122 12.163 2.433 0.166 16.577 3.315 0.197 19.665 CG nearby Open Sea Intron 11/37 Cps1 ENSMUSG00000025991 chr1:67123025-67231259 ENSMUST00000027144 2.599 0.001 5.804 0.002 -2953.205 0.3735 carbamoyl-phosphate synthetase 1 [Source:MGI Symbol;Acc:MGI:891996]
chr1 73,126,196 + CpG 0.0365 0.0016 0.190 19.048 0.480 48.000 0.211 21.095 4.219 0.115 11.508 2.302 0.290 28.952 CG nearby Open Sea intergenic
chr1 74,746,313 + CpG 0.0177 0.1813 0.667 66.667 0.884 88.372 0.343 34.278 6.856 0.092 9.178 1.836 0.217 21.705 CG nearby N Shelf intergenic
chr1 75,005,581 + CpG 0.0424 0.0019 0.121 12.121 0.357 35.714 0.135 13.491 2.698 0.214 21.369 4.274 0.236 23.593 CG nearby Open Sea Intron 2/4 Nhej1 ENSMUSG00000026162 chr1:74967138-75046639 ENSMUST00000152855 1.533 1.666 0.487 0.532 1.087 0.6902 nonhomologous end-joining factor 1 [Source:MGI Symbol;Acc:MGI:1922820]
chr1 84,762,146 + CpG 0.0335 0.1024 0.500 50.000 0.767 76.667 0.106 10.559 2.112 0.149 14.865 2.973 0.267 26.667 CG Open Sea Exon 13/20 Trip12 ENSMUSG00000026219 chr1:84754402-84839304 ENSMUST00000186894 0.933 1.752 1.269 1.690 1.879 0.4130 thyroid hormone receptor interactor 12 [Source:MGI Symbol;Acc:MGI:1309481]
chr1 84,762,146 + CpG 0.0335 0.1024 0.500 50.000 0.767 76.667 0.106 10.559 2.112 0.149 14.865 2.973 0.267 26.667 CG Open Sea Intron 4/7 Trip12 ENSMUSG00000026219 chr1:84749218-84839311 ENSMUST00000185909 1.152 0.766 0.657 0.320 -1.504 0.2835 thyroid hormone receptor interactor 12 [Source:MGI Symbol;Acc:MGI:1309481]
chr1 84,762,146 + CpG 0.0335 0.1024 0.500 50.000 0.767 76.667 0.106 10.559 2.112 0.149 14.865 2.973 0.267 26.667 CG Open Sea Exon 13/41 Trip12 ENSMUSG00000026219 chr1:84721188-84840516 ENSMUST00000186465 2.054 1.301 1.248 1.055 -1.579 0.3337 thyroid hormone receptor interactor 12 [Source:MGI Symbol;Acc:MGI:1309481]
chr1 84,762,146 + CpG 0.0335 0.1024 0.500 50.000 0.767 76.667 0.106 10.559 2.112 0.149 14.865 2.973 0.267 26.667 CG Open Sea Exon 13/41 Trip12 ENSMUSG00000026219 chr1:84724263-84839288 ENSMUST00000186648 5.901 6.409 1.365 2.237 1.086 0.6784 thyroid hormone receptor interactor 12 [Source:MGI Symbol;Acc:MGI:1309481]
chr1 84,762,146 + CpG 0.0335 0.1024 0.500 50.000 0.767 76.667 0.106 10.559 2.112 0.149 14.865 2.973 0.267 26.667 CG Open Sea Exon 13/41 Trip12 ENSMUSG00000026219 chr1:84721188-84839304 ENSMUST00000027421 9.402 9.216 1.191 1.163 -1.020 0.8092 thyroid hormone receptor interactor 12 [Source:MGI Symbol;Acc:MGI:1309481]
chr1 85,272,956 + CpG 0.0122 0.0560 0.753 75.325 0.554 55.385 0.075 7.490 1.498 0.135 13.464 2.693 -0.199 -19.940 CG nearby Open Sea intergenic
chr1 85,284,052 + CpG 0.0132 0.0242 0.780 78.049 0.568 56.757 0.104 10.446 2.089 0.156 15.641 3.128 -0.213 -21.292 CG nearby Open Sea intergenic
chr1 85,308,725 + CpG 0.0483 0.0956 0.688 68.750 0.893 89.286 0.169 16.911 3.382 0.115 11.469 2.294 0.205 20.536 CG nearby Open Sea intergenic
chr1 88,205,998 + CpG 0.0347 0.2058 0.478 47.826 0.767 76.667 0.398 39.773 7.955 0.137 13.723 2.745 0.288 28.841 CG nearby S Shore false intergenic Dnajb3 ENSMUSG00000081984 chr1:88204731-88205782 ENSMUST00000119972 0.890 1.545 0.165 0.560 1.735 0.0571 DnaJ heat shock protein family (Hsp40) member B3 [Source:MGI Symbol;Acc:MGI:1306822]
chr1 88,205,998 + CpG 0.0347 0.2058 0.478 47.826 0.767 76.667 0.398 39.773 7.955 0.137 13.723 2.745 0.288 28.841 CG nearby S Shore Intron 1/4 Ugt1a9 ENSMUSG00000090175 chr1:88070799-88218997 ENSMUST00000073772 1.131 1.280 0.883 0.494 1.132 0.7521 UDP glucuronosyltransferase 1 family, polypeptide A9 [Source:MGI Symbol;Acc:MGI:3576092]
chr1 88,218,388 + CpG 0.0057 0.5933 0.488 48.837 0.732 73.214 0.086 8.646 1.729 0.098 9.757 1.951 0.244 24.377 CG Open Sea Exon 5/5 Ugt1a9 ENSMUSG00000090175 chr1:88070799-88218997 ENSMUST00000073772 1.131 1.280 0.883 0.494 1.132 0.7521 UDP glucuronosyltransferase 1 family, polypeptide A9 [Source:MGI Symbol;Acc:MGI:3576092]
chr1 94,915,121 + CpG 0.0039 0.2934 0.833 83.333 0.596 59.649 0.096 9.582 1.916 0.199 19.928 3.986 -0.237 -23.684 CG nearby Open Sea intergenic
chr1 96,504,996 + CpG 0.0391 0.0391 0.610 61.017 0.815 81.481 0.210 21.024 4.205 0.143 14.336 2.867 0.205 20.465 CG nearby Open Sea intergenic
chr1 102,332,800 + CpG 0.0321 0.0321 0.831 83.077 0.684 68.367 0.090 8.990 1.798 0.180 18.013 3.603 -0.147 -14.710 CG nearby Open Sea intergenic
chr1 106,066,215 + CpG 0.0117 0.0002 0.694 69.355 0.481 48.052 0.105 10.493 2.099 0.108 10.760 2.152 -0.213 -21.303 CG nearby Open Sea intergenic
chr1 106,871,483 + CpG 0.0437 0.0437 0.838 83.784 0.625 62.500 0.084 8.382 1.676 0.129 12.876 2.575 -0.213 -21.284 CG Open Sea intergenic
chr1 108,702,677 + CpG 0.0478 0.0711 0.900 90.000 0.711 71.053 0.069 6.886 1.377 0.206 20.638 4.128 -0.189 -18.947 CG nearby Open Sea intergenic
chr1 109,724,015 + CpG 0.0223 0.0009 0.818 81.818 0.552 55.172 0.154 15.362 3.072 0.219 21.909 4.382 -0.266 -26.646 CG nearby Open Sea intergenic
chr1 110,932,976 + CpG 0.0037 0.0216 0.654 65.385 0.250 25.000 0.232 23.154 4.631 0.130 12.970 2.594 -0.404 -40.385 CG nearby Open Sea Intron 3/11 Cdh19 ENSMUSG00000047216 chr1:110888325-110977363 ENSMUST00000094626 1.416 1.677 0.386 0.396 1.184 0.3227 cadherin 19, type 2 [Source:MGI Symbol;Acc:MGI:3588198]
chr1 113,349,885 + CpG 0.0180 0.0375 0.880 88.000 0.571 57.143 0.114 11.388 2.278 0.363 36.332 7.266 -0.309 -30.857 CG nearby Open Sea intergenic
chr1 119,419,657 + CpG 0.0043 0.1042 0.654 65.385 0.259 25.926 0.194 19.372 3.874 0.217 21.674 4.335 -0.395 -39.459 CG nearby N Shore Intron 1/1 Inhbb ENSMUSG00000037035 chr1:119415464-119422248 ENSMUST00000038765 5.185 6.630 0.517 1.857 1.279 0.1594 inhibin beta-B [Source:MGI Symbol;Acc:MGI:96571]
chr1 122,301,695 + CpG 0.0454 0.1364 0.515 51.515 0.759 75.862 0.324 32.397 6.479 0.137 13.665 2.733 0.243 24.347 CG nearby Open Sea intergenic
chr1 123,327,528 + CpG 0.0018 0.0018 0.818 81.818 0.348 34.783 0.205 20.454 4.091 0.114 11.402 2.280 -0.470 -47.036 CG nearby Open Sea intergenic
chr1 126,514,928 + CpG 0.0441 0.0071 0.308 30.769 0.521 52.083 0.164 16.375 3.275 0.142 14.196 2.839 0.213 21.314 CG nearby Open Sea intergenic
chr1 129,799,776 + CpG 0.0210 0.1379 0.421 42.105 0.714 71.429 0.222 22.234 4.447 0.337 33.714 6.743 0.293 29.323 CG nearby Open Sea TSS 2000 Rpl31-ps9 ENSMUSG00000094122 chr1:129801386-129801764 ENSMUST00000086596 2.224 4.142 0.673 1.033 1.862 0.0106 ribosomal protein L31, pseudogene 9 [Source:MGI Symbol;Acc:MGI:3704195]
chr1 129,970,947 + CpG 0.0308 0.3623 0.800 80.000 0.536 53.571 0.157 15.672 3.134 0.304 30.420 6.084 -0.264 -26.429 CG nearby Open Sea intergenic
chr1 131,019,679 + CpG 0.0053 0.0001 0.864 86.364 0.558 55.814 0.092 9.225 1.845 0.180 17.953 3.591 -0.305 -30.550 CG nearby Open Sea intergenic
chr1 133,483,315 + CpG 0.0145 0.4021 0.805 80.488 0.550 55.000 0.134 13.353 2.671 0.206 20.629 4.126 -0.255 -25.488 CG nearby Open Sea intergenic
chr1 136,909,759 + CpG 0.0286 0.1823 0.182 18.182 0.415 41.463 0.104 10.408 2.082 0.135 13.532 2.706 0.233 23.282 CG nearby Open Sea Intron 6/8 Nr5a2 ENSMUSG00000026398 chr1:136842570-136960448 ENSMUST00000027649 0.541 1.357 0.223 1.239 2.508 0.2167 nuclear receptor subfamily 5, group A, member 2 [Source:MGI Symbol;Acc:MGI:1346834]
chr1 138,419,539 + CpG 0.0208 0.1489 0.679 67.901 0.841 84.058 0.165 16.549 3.310 0.059 5.940 1.188 0.162 16.157 CG nearby Open Sea intergenic
chr1 138,829,301 + CpG 0.0331 0.5668 0.444 44.444 0.750 75.000 0.292 29.193 5.839 0.166 16.632 3.326 0.306 30.556 CG Open Sea intergenic
chr1 139,380,796 + CpG 0.0495 0.1558 0.900 90.000 0.724 72.414 0.079 7.883 1.577 0.252 25.214 5.043 -0.176 -17.586 CG nearby Open Sea intergenic
chr1 140,238,407 + CpG 0.0361 0.0861 0.483 48.333 0.690 69.048 0.253 25.275 5.055 0.191 19.085 3.817 0.207 20.714 CG Open Sea intergenic
chr1 140,361,469 + CpG 0.0402 0.1334 0.709 70.909 0.862 86.154 0.129 12.890 2.578 0.077 7.736 1.547 0.152 15.245 CG nearby Open Sea intergenic
chr1 140,450,905 + CpG 0.0285 0.0655 0.828 82.759 0.500 50.000 0.127 12.729 2.546 0.361 36.056 7.211 -0.328 -32.759 CG nearby Open Sea intergenic
chr1 144,767,481 + CpG 0.0244 0.0244 0.800 80.000 0.664 66.355 0.056 5.632 1.126 0.054 5.398 1.080 -0.136 -13.645 CG nearby Open Sea intergenic
chr1 145,380,785 + CpG 0.0328 0.0328 0.444 44.444 0.769 76.923 0.329 32.873 6.575 0.185 18.497 3.699 0.325 32.479 CG nearby Open Sea intergenic
chr1 146,143,321 + CpG 0.0234 0.0234 0.304 30.435 0.613 61.290 0.184 18.352 3.670 0.205 20.497 4.099 0.309 30.856 CG nearby Open Sea intergenic
chr1 146,701,804 + CpG 0.0497 0.1365 0.590 58.974 0.754 75.385 0.139 13.933 2.787 0.193 19.311 3.862 0.164 16.410 CG Open Sea intergenic
chr1 148,977,735 + CpG 0.0045 0.0281 0.806 80.645 0.407 40.741 0.126 12.600 2.520 0.330 33.033 6.607 -0.399 -39.904 CG nearby Open Sea intergenic
chr1 149,237,786 + CpG 0.0314 0.2151 0.885 88.462 0.645 64.516 0.114 11.402 2.280 0.189 18.944 3.789 -0.239 -23.945 CG nearby Open Sea intergenic
chr1 152,142,029 + CpG 0.0499 0.1108 0.769 76.923 0.907 90.741 0.111 11.074 2.215 0.058 5.839 1.168 0.138 13.818 CG nearby Open Sea intergenic
chr1 152,919,574 + CpG 0.0185 0.0002 0.194 19.355 0.463 46.341 0.211 21.095 4.219 0.221 22.069 4.414 0.270 26.987 CG nearby Open Sea intergenic
chr1 153,368,765 + CpG 0.0435 0.5178 0.458 45.833 0.733 73.333 0.273 27.330 5.466 0.155 15.457 3.091 0.275 27.500 CG nearby Open Sea intergenic
chr1 155,180,322 + CpG 0.0266 0.1944 0.909 90.909 0.703 70.270 0.075 7.537 1.507 0.125 12.536 2.507 -0.206 -20.639 CG Open Sea Intron 3/7 Stx6 ENSMUSG00000026470 chr1:155158747-155198255 ENSMUST00000195302 0.931 2.999 0.584 1.707 3.221 0.0512 syntaxin 6 [Source:MGI Symbol;Acc:MGI:1926235]
chr1 155,180,322 + CpG 0.0266 0.1944 0.909 90.909 0.703 70.270 0.075 7.537 1.507 0.125 12.536 2.507 -0.206 -20.639 CG Open Sea Intron 3/7 Stx6 ENSMUSG00000026470 chr1:155158718-155201944 ENSMUST00000193059 4.117 2.883 0.726 1.076 -1.428 0.0710 syntaxin 6 [Source:MGI Symbol;Acc:MGI:1926235]
chr1 155,180,322 + CpG 0.0266 0.1944 0.909 90.909 0.703 70.270 0.075 7.537 1.507 0.125 12.536 2.507 -0.206 -20.639 CG Open Sea Intron 3/7 Stx6 ENSMUSG00000026470 chr1:155158714-155205659 ENSMUST00000027743 10.236 8.143 0.459 0.583 -1.257 0.0003 syntaxin 6 [Source:MGI Symbol;Acc:MGI:1926235]
chr1 155,887,079 + CpG 0.0453 0.0896 0.150 15.000 0.365 36.538 0.153 15.348 3.070 0.195 19.511 3.902 0.215 21.538 CG nearby Open Sea Intron 27/37 Cep350 ENSMUSG00000033671 chr1:155844963-155973255 ENSMUST00000138762 5.027 4.434 0.385 0.356 -1.134 0.0355 centrosomal protein 350 [Source:MGI Symbol;Acc:MGI:1921331]
chr1 158,726,362 + CpG 0.0331 0.3627 0.880 88.000 0.630 62.963 0.417 41.660 8.332 0.110 11.040 2.208 -0.250 -25.037 CG nearby Open Sea Intron 20/21 Pappa2 ENSMUSG00000073530 chr1:158711726-158958367 ENSMUST00000159861 57.144 118.411 8.669 52.786 2.072 0.0595 pappalysin 2 [Source:MGI Symbol;Acc:MGI:3051647]
chr1 159,747,193 + CpG 0.0007 0.0994 0.574 57.353 0.864 86.441 0.079 7.934 1.587 0.073 7.271 1.454 0.291 29.088 CG Open Sea Intron 2/22 Tnr ENSMUSG00000015829 chr1:159523768-159931729 ENSMUST00000192069 5.948 4.259 0.624 0.997 -1.396 0.0157 tenascin R [Source:MGI Symbol;Acc:MGI:99516]
chr1 165,981,685 + CpG 0.0484 0.8227 0.852 85.185 0.615 61.538 0.150 14.959 2.992 0.327 32.726 6.545 -0.236 -23.647 CG nearby Open Sea Intron 1/16 Pou2f1 ENSMUSG00000026565 chr1:165865153-166002678 ENSMUST00000160260 2.404 2.172 0.125 0.181 -1.107 0.0494 POU domain, class 2, transcription factor 1 [Source:MGI Symbol;Acc:MGI:101898]
chr1 167,396,816 + CpG 0.0033 0.5366 0.571 57.143 0.167 16.667 0.283 28.331 5.666 0.131 13.092 2.618 -0.405 -40.476 CG nearby N Shelf intergenic
chr1 167,957,128 + CpG 0.0329 0.0185 0.813 81.250 0.594 59.375 0.135 13.478 2.696 0.288 28.849 5.770 -0.219 -21.875 CG Open Sea intergenic
chr1 168,677,099 + CpG 0.0266 0.0707 0.828 82.759 0.581 58.140 0.395 39.507 7.901 0.221 22.147 4.429 -0.246 -24.619 CG Open Sea intergenic
chr1 169,305,786 + CpG 0.0138 0.0203 0.241 24.138 0.600 60.000 0.243 24.284 4.857 0.186 18.600 3.720 0.359 35.862 CG nearby Open Sea intergenic
chr1 169,855,904 + CpG 0.0271 0.0271 0.375 37.500 0.800 80.000 0.234 23.365 4.673 0.427 42.738 8.548 0.425 42.500 CG nearby Open Sea intergenic
chr1 174,208,348 + CpG 0.0096 0.0900 0.467 46.667 0.755 75.472 0.122 12.196 2.439 0.341 34.135 6.827 0.288 28.805 CG Open Sea intergenic
chr1 177,189,467 + CpG 0.0234 0.0124 0.543 54.348 0.313 31.250 0.086 8.621 1.724 0.189 18.875 3.775 -0.231 -23.098 CG nearby Open Sea Intron 2/13 Akt3 ENSMUSG00000019699 chr1:177022115-177258203 ENSMUST00000111159 7.160 4.778 1.503 1.874 -1.498 0.0591 thymoma viral proto-oncogene 3 [Source:MGI Symbol;Acc:MGI:1345147]
chr1 177,189,467 + CpG 0.0234 0.0124 0.543 54.348 0.313 31.250 0.086 8.621 1.724 0.189 18.875 3.775 -0.231 -23.098 CG nearby Open Sea Intron 1/12 Akt3 ENSMUSG00000019699 chr1:177022114-177248767 ENSMUST00000111160 11.352 9.396 1.903 1.204 -1.208 0.0948 thymoma viral proto-oncogene 3 [Source:MGI Symbol;Acc:MGI:1345147]
chr1 177,491,248 + CpG 0.0264 0.2106 0.547 54.717 0.326 32.609 0.208 20.850 4.170 0.180 17.951 3.590 -0.221 -22.108 CG Open Sea intergenic
chr1 182,791,985 + CpG 0.0184 0.1906 0.696 69.565 0.468 46.774 0.128 12.800 2.560 0.070 7.036 1.407 -0.228 -22.791 CG nearby Open Sea Intron 2/8 Susd4 ENSMUSG00000038576 chr1:182764011-182895232 ENSMUST00000153348 1.387 1.093 0.297 0.421 -1.269 0.2419 sushi domain containing 4 [Source:MGI Symbol;Acc:MGI:2138351]
chr1 182,791,985 + CpG 0.0184 0.1906 0.696 69.565 0.468 46.774 0.128 12.800 2.560 0.070 7.036 1.407 -0.228 -22.791 CG nearby Open Sea Intron 1/7 Susd4 ENSMUSG00000038576 chr1:182764894-182896591 ENSMUST00000085724 4.859 4.048 0.319 0.645 -1.200 0.0464 sushi domain containing 4 [Source:MGI Symbol;Acc:MGI:2138351]
chr1 188,715,073 + CpG 0.0103 0.0000 0.261 26.087 0.680 68.000 0.264 26.419 5.284 0.258 25.776 5.155 0.419 41.913 CG nearby Open Sea Exon 39/71 Ush2a ENSMUSG00000026609 chr1:188263033-188965041 ENSMUST00000060479 4.820 5.127 0.364 1.860 1.064 0.7340 usherin [Source:MGI Symbol;Acc:MGI:1341292]
chr1 191,181,941 + CpG 0.0417 0.2169 0.609 60.870 0.300 30.000 0.354 35.443 7.089 0.183 18.257 3.651 -0.309 -30.870 CG nearby N Shore Intron 1/3 Atf3 ENSMUSG00000026628 chr1:191170295-191183340 ENSMUST00000027941 2.385 10.537 1.706 9.245 4.418 0.1200 activating transcription factor 3 [Source:MGI Symbol;Acc:MGI:109384]
chr1 193,409,933 + CpG 0.0249 0.2667 0.652 65.217 0.903 90.323 0.231 23.124 4.625 0.067 6.651 1.330 0.251 25.105 CG nearby Open Sea intergenic

chr10 4,758,339 + CpG 0.0417 0.2586 0.625 62.500 0.771 77.108 0.078 7.820 1.564 0.134 13.359 2.672 0.146 14.608 CG Open Sea intergenic
chr10 4,990,961 + CpG 0.0209 0.0192 0.630 62.963 0.909 90.909 0.271 27.063 5.413 0.107 10.714 2.143 0.279 27.946 CG nearby Open Sea intergenic
chr10 6,697,328 + CpG 0.0182 0.1698 0.548 54.839 0.828 82.759 0.291 29.100 5.820 0.206 20.554 4.111 0.279 27.920 cg Open Sea intergenic
chr10 8,247,155 + CpG 0.0251 0.2574 0.324 32.353 0.625 62.500 0.199 19.874 3.975 0.284 28.441 5.688 0.301 30.147 CG Open Sea Intron 6/7 Ust ENSMUSG00000047712 chr10:8204808-8518825 ENSMUST00000061601 2.472 2.028 0.369 0.547 -1.219 0.1763 uronyl-2-sulfotransferase [Source:MGI Symbol;Acc:MGI:2442406]
chr10 12,349,047 + CpG 0.0453 0.5450 0.630 63.043 0.811 81.132 0.114 11.375 2.275 0.227 22.706 4.541 0.181 18.089 CG nearby Open Sea intergenic
chr10 17,010,107 + CpG 0.0348 0.4102 0.266 26.563 0.448 44.828 0.120 12.007 2.401 0.055 5.492 1.098 0.183 18.265 CG nearby Open Sea intergenic
chr10 23,002,322 + CpG 0.0357 0.2193 0.711 71.053 0.897 89.744 0.163 16.262 3.252 0.114 11.402 2.280 0.187 18.691 CG nearby Open Sea intergenic
chr10 23,402,831 + CpG 0.0280 0.0137 0.649 64.865 0.885 88.462 0.175 17.517 3.503 0.136 13.630 2.726 0.236 23.597 CG Open Sea intergenic
chr10 24,574,236 + CpG 0.0211 0.0341 0.864 86.420 0.713 71.296 0.126 12.556 2.511 0.199 19.908 3.982 -0.151 -15.123 CG nearby Open Sea intergenic
chr10 29,454,172 + CpG 0.0342 0.1050 0.464 46.429 0.750 75.000 0.277 27.715 5.543 0.190 19.003 3.801 0.286 28.571 CG nearby Open Sea intergenic
chr10 29,582,985 + CpG 0.0462 0.2077 0.700 70.000 0.414 41.379 0.109 10.865 2.173 0.097 9.674 1.935 -0.286 -28.621 CG nearby Open Sea intergenic
chr10 31,128,855 + CpG 0.0286 0.0286 0.600 60.000 0.292 29.167 0.244 24.421 4.884 0.225 22.525 4.505 -0.308 -30.833 CG nearby Open Sea intergenic
chr10 32,174,551 + CpG 0.0349 0.1222 0.450 45.000 0.773 77.273 0.384 38.425 7.685 0.207 20.750 4.150 0.323 32.273 CG nearby Open Sea intergenic
chr10 33,462,595 + CpG 0.0294 0.4612 0.538 53.846 0.815 81.481 0.268 26.789 5.358 0.187 18.675 3.735 0.276 27.635 CG nearby Open Sea intergenic
chr10 37,135,871 + CpG 0.0440 0.0615 0.458 45.763 0.265 26.531 0.305 30.493 6.099 0.090 8.956 1.791 -0.192 -19.232 CG nearby N Shore 3'UTR Marcks ENSMUSG00000069662 chr10:37133374-37138920 ENSMUST00000092584 25.034 30.791 4.089 4.748 1.230 0.0748 myristoylated alanine rich protein kinase C substrate [Source:MGI Symbol;Acc:MGI:96907]
chr10 40,518,615 + CpG 0.0404 0.0518 0.646 64.583 0.409 40.909 0.238 23.775 4.755 0.203 20.331 4.066 -0.237 -23.674 CG nearby Open Sea intergenic
chr10 41,336,663 + CpG 0.0074 0.0432 0.472 47.222 0.769 76.923 0.109 10.881 2.176 0.135 13.511 2.702 0.297 29.701 CG nearby Open Sea intergenic
chr10 44,380,657 + CpG 0.0084 0.0000 0.793 79.310 0.474 47.368 0.198 19.805 3.961 0.247 24.673 4.935 -0.319 -31.942 CG Open Sea intergenic
chr10 44,380,677 + CpG 0.0287 0.0000 0.774 77.419 0.513 51.282 0.280 27.971 5.594 0.260 25.988 5.198 -0.261 -26.137 CG nearby Open Sea intergenic
chr10 46,771,806 + CpG 0.0352 0.0237 0.355 35.484 0.640 64.000 0.222 22.237 4.447 0.176 17.575 3.515 0.285 28.516 CG nearby Open Sea intergenic
chr10 49,953,000 + CpG 0.0420 0.0420 0.444 44.444 0.229 22.857 0.271 27.130 5.426 0.150 15.044 3.009 -0.216 -21.587 CG Open Sea intergenic
chr10 55,825,639 + CpG 0.0212 0.9723 0.929 92.857 0.750 75.000 0.059 5.900 1.180 0.282 28.250 5.650 -0.179 -17.857 CG Open Sea intergenic
chr10 57,497,529 + CpG 0.0210 0.0210 0.732 73.214 0.898 89.831 0.134 13.435 2.687 0.077 7.664 1.533 0.166 16.616 CG Open Sea Exon 4/10 Hsf2 ENSMUSG00000019878 chr10:57486384-57507668 ENSMUST00000220353 1.322 1.139 0.197 0.474 -1.161 0.4585 heat shock factor 2 [Source:MGI Symbol;Acc:MGI:96239]
chr10 57,497,529 + CpG 0.0210 0.0210 0.732 73.214 0.898 89.831 0.134 13.435 2.687 0.077 7.664 1.533 0.166 16.616 CG Open Sea Exon 5/14 Hsf2 ENSMUSG00000019878 chr10:57486424-57512864 ENSMUST00000220042 4.296 2.885 1.118 0.784 -1.489 0.0534 heat shock factor 2 [Source:MGI Symbol;Acc:MGI:96239]
chr10 57,497,529 + CpG 0.0210 0.0210 0.732 73.214 0.898 89.831 0.134 13.435 2.687 0.077 7.664 1.533 0.166 16.616 CG Open Sea Exon 4/12 Hsf2 ENSMUSG00000019878 chr10:57486395-57513135 ENSMUST00000079833 5.903 5.684 0.631 0.569 -1.038 0.5811 heat shock factor 2 [Source:MGI Symbol;Acc:MGI:96239]
chr10 58,714,345 + CpG 0.0433 0.0590 0.315 31.481 0.135 13.514 0.117 11.657 2.331 0.166 16.621 3.324 -0.180 -17.968 CG nearby Open Sea intergenic
chr10 59,325,055 + CpG 0.0242 0.4587 0.845 84.507 0.667 66.667 0.171 17.094 3.419 0.197 19.677 3.935 -0.178 -17.840 CG nearby S Shore Intron 1/13 P4ha1 ENSMUSG00000019916 chr10:59323363-59371956 ENSMUST00000092512 2.465 5.727 0.964 2.902 2.323 0.0641 procollagen-proline, 2-oxoglutarate 4-dioxygenase (proline 4-hydroxylase), alpha 1 polypeptide [Source:MGI Symbol;Acc:MGI:97463]
chr10 59,325,055 + CpG 0.0242 0.4587 0.845 84.507 0.667 66.667 0.171 17.094 3.419 0.197 19.677 3.935 -0.178 -17.840 CG nearby S Shore Intron 1/14 P4ha1 ENSMUSG00000019916 chr10:59323295-59373304 ENSMUST00000009789 4.610 5.873 0.379 0.924 1.274 0.0344 procollagen-proline, 2-oxoglutarate 4-dioxygenase (proline 4-hydroxylase), alpha 1 polypeptide [Source:MGI Symbol;Acc:MGI:97463]
chr10 59,325,055 + CpG 0.0242 0.4587 0.845 84.507 0.667 66.667 0.171 17.094 3.419 0.197 19.677 3.935 -0.178 -17.840 CG nearby S Shore Intron 1/14 P4ha1 ENSMUSG00000019916 chr10:59323367-59372251 ENSMUST00000105466 11.776 15.207 1.269 2.159 1.291 0.0201 procollagen-proline, 2-oxoglutarate 4-dioxygenase (proline 4-hydroxylase), alpha 1 polypeptide [Source:MGI Symbol;Acc:MGI:97463]
chr10 64,119,806 + CpG 0.0472 0.0472 0.482 48.227 0.610 60.952 0.081 8.093 1.619 0.071 7.135 1.427 0.127 12.725 CG nearby Open Sea intergenic
chr10 64,636,741 + CpG 0.0027 0.0085 0.514 51.389 0.759 75.949 0.142 14.222 2.844 0.073 7.321 1.464 0.246 24.560 CG nearby Open Sea intergenic
chr10 64,641,470 + CpG 0.0135 0.1675 0.515 51.515 0.850 85.000 0.276 27.616 5.523 0.168 16.771 3.354 0.335 33.485 CG nearby Open Sea intergenic
chr10 64,751,355 + CpG 0.0128 0.0443 0.389 38.889 0.694 69.388 0.264 26.431 5.286 0.203 20.319 4.064 0.305 30.499 CG nearby Open Sea intergenic
chr10 64,923,081 + CpG 0.0203 0.0203 0.709 70.909 0.545 54.455 0.138 13.820 2.764 0.155 15.509 3.102 -0.165 -16.454 cg Open Sea intergenic
chr10 70,246,448 + CpG 0.0413 0.0429 0.222 22.222 0.484 48.387 0.210 21.009 4.202 0.147 14.687 2.937 0.262 26.165 CG nearby S Shore Intron 1/5 Slc16a9 ENSMUSG00000037762 chr10:70245099-70285968 ENSMUST00000046807 3.622 2.684 0.465 0.448 -1.350 0.0117 solute carrier family 16 (monocarboxylic acid transporters), member 9 [Source:MGI Symbol;Acc:MGI:1914109]
chr10 76,592,805 + CpG 0.0246 0.9750 0.429 42.857 0.750 75.000 0.360 36.016 7.203 0.187 18.723 3.745 0.321 32.143 CG N Shelf intergenic
chr10 81,399,101 + CpG 0.0286 0.0062 0.818 81.818 0.481 48.148 0.151 15.068 3.014 0.299 29.921 5.984 -0.337 -33.670 CG Open Sea false intergenic Nfic ENSMUSG00000055053 chr10:81400952-81431005 ENSMUST00000117966 2.714 3.287 0.600 1.161 1.211 0.3648 nuclear factor I/C [Source:MGI Symbol;Acc:MGI:109591]
chr10 81,399,101 + CpG 0.0286 0.0062 0.818 81.818 0.481 48.148 0.151 15.068 3.014 0.299 29.921 5.984 -0.337 -33.670 CG Open Sea false intergenic Nfic ENSMUSG00000055053 chr10:81399137-81427173 ENSMUST00000020461 5.688 5.169 0.986 0.682 -1.100 0.3657 nuclear factor I/C [Source:MGI Symbol;Acc:MGI:109591]
chr10 81,399,101 + CpG 0.0286 0.0062 0.818 81.818 0.481 48.148 0.151 15.068 3.014 0.299 29.921 5.984 -0.337 -33.670 CG Open Sea 3'UTR Nfic ENSMUSG00000055053 chr10:81396185-81427187 ENSMUST00000105321 11.709 11.023 0.637 0.536 -1.062 0.1041 nuclear factor I/C [Source:MGI Symbol;Acc:MGI:109591]
chr10 87,444,242 + CpG 0.0137 0.1989 0.645 64.474 0.420 41.975 0.166 16.622 3.324 0.211 21.131 4.226 -0.225 -22.498 CG nearby Open Sea intergenic
chr10 87,444,250 + CpG 0.0223 0.1989 0.667 66.667 0.481 48.148 0.211 21.073 4.215 0.154 15.449 3.090 -0.185 -18.519 CG nearby Open Sea intergenic
chr10 91,410,320 + CpG 0.0383 0.4245 0.583 58.333 0.829 82.857 0.363 36.263 7.253 0.114 11.402 2.280 0.245 24.524 CG nearby Open Sea intergenic
chr10 92,212,041 + CpG 0.0333 0.0721 0.558 55.769 0.693 69.274 0.097 9.697 1.939 0.090 8.962 1.792 0.135 13.505 CG nearby Open Sea intergenic
chr10 92,240,079 + CpG 0.0313 0.2140 0.330 33.028 0.475 47.458 0.122 12.244 2.449 0.123 12.314 2.463 0.144 14.430 CG Open Sea intergenic
chr10 92,240,213 + CpG 0.0461 0.0481 0.438 43.750 0.698 69.767 0.346 34.626 6.925 0.155 15.500 3.100 0.260 26.017 CG Open Sea intergenic
chr10 92,398,109 + CpG 0.0161 0.1147 0.800 80.000 0.429 42.857 0.274 27.386 5.477 0.235 23.452 4.690 -0.371 -37.143 CG nearby Open Sea intergenic
chr10 92,516,666 + CpG 0.0324 0.0050 0.300 30.000 0.739 73.913 0.427 42.727 8.545 0.159 15.916 3.183 0.439 43.913 CG N Shelf intergenic
chr10 94,122,216 + CpG 0.0461 0.0461 0.800 80.000 0.556 55.556 0.143 14.252 2.850 0.144 14.449 2.890 -0.244 -24.444 CG nearby Open Sea Intron 9/20 Fgd6 ENSMUSG00000020021 chr10:94036000-94145339 ENSMUST00000020208 4.154 3.714 0.278 0.401 -1.118 0.0828 FYVE, RhoGEF and PH domain containing 6 [Source:MGI Symbol;Acc:MGI:1261419]
chr10 94,705,834 + CpG 0.0303 0.1446 0.643 64.286 0.453 45.333 0.111 11.123 2.225 0.106 10.554 2.111 -0.190 -18.952 CG nearby Open Sea Intron 1/3 Cep83 ENSMUSG00000020024 chr10:94688717-94721773 ENSMUST00000220352 1.426 1.239 0.280 0.305 -1.151 0.3428 centrosomal protein 83 [Source:MGI Symbol;Acc:MGI:1924298]
chr10 94,705,834 + CpG 0.0303 0.1446 0.643 64.286 0.453 45.333 0.111 11.123 2.225 0.106 10.554 2.111 -0.190 -18.952 CG nearby Open Sea Intron 1/15 Cep83 ENSMUSG00000020024 chr10:94688653-94790853 ENSMUST00000020212 4.464 4.471 0.498 0.559 1.001 0.9853 centrosomal protein 83 [Source:MGI Symbol;Acc:MGI:1924298]
chr10 94,822,131 + CpG 0.0398 0.0002 0.375 37.500 0.647 64.706 0.250 24.972 4.994 0.195 19.453 3.891 0.272 27.206 CG nearby Open Sea Intron 21/30 Plxnc1 ENSMUSG00000074785 chr10:94790865-94944835 ENSMUST00000099337 0.317 1.140 0.098 0.869 3.598 0.1014 plexin C1 [Source:MGI Symbol;Acc:MGI:1890127]
chr10 94,822,140 + CpG 0.0317 0.0002 0.375 37.500 0.667 66.667 0.208 20.815 4.163 0.310 30.998 6.200 0.292 29.167 CG Open Sea Intron 21/30 Plxnc1 ENSMUSG00000074785 chr10:94790865-94944835 ENSMUST00000099337 0.317 1.140 0.098 0.869 3.598 0.1014 plexin C1 [Source:MGI Symbol;Acc:MGI:1890127]
chr10 94,822,163 + CpG 0.0028 0.0002 0.400 40.000 0.833 83.333 0.233 23.286 4.657 0.195 19.546 3.909 0.433 43.333 CG Open Sea Intron 21/30 Plxnc1 ENSMUSG00000074785 chr10:94790865-94944835 ENSMUST00000099337 0.317 1.140 0.098 0.869 3.598 0.1014 plexin C1 [Source:MGI Symbol;Acc:MGI:1890127]
chr10 97,497,599 + CpG 0.0192 0.0494 0.679 67.901 0.875 87.500 0.159 15.858 3.172 0.095 9.491 1.898 0.196 19.599 CG nearby Open Sea Intron 3/7 Dcn ENSMUSG00000019929 chr10:97482366-97518143 ENSMUST00000163448 5.096 23.563 3.208 28.210 4.623 0.2178 decorin [Source:MGI Symbol;Acc:MGI:94872]
chr10 97,497,599 + CpG 0.0192 0.0494 0.679 67.901 0.875 87.500 0.159 15.858 3.172 0.095 9.491 1.898 0.196 19.599 CG nearby Open Sea Intron 3/7 Dcn ENSMUSG00000019929 chr10:97479608-97518143 ENSMUST00000105287 6.822 45.045 2.509 46.022 6.603 0.1369 decorin [Source:MGI Symbol;Acc:MGI:94872]
chr10 98,077,841 + CpG 0.0424 0.5763 0.456 45.588 0.631 63.077 0.148 14.848 2.970 0.187 18.681 3.736 0.175 17.489 CG nearby Open Sea intergenic
chr10 98,136,106 + CpG 0.0279 0.0194 0.420 42.000 0.644 64.444 0.197 19.717 3.943 0.117 11.706 2.341 0.224 22.444 CG Open Sea intergenic
chr10 99,030,403 + CpG 0.0049 0.0887 0.429 42.857 0.762 76.190 0.261 26.103 5.221 0.157 15.653 3.131 0.333 33.333 CG nearby Open Sea intergenic
chr10 99,247,071 + CpG 0.0269 0.0142 0.594 59.375 0.833 83.333 0.102 10.225 2.045 0.120 12.043 2.409 0.240 23.958 CG nearby Open Sea intergenic
chr10 99,352,842 + CpG 0.0494 0.0334 0.885 88.462 0.633 63.333 0.083 8.316 1.663 0.387 38.705 7.741 -0.251 -25.128 CG nearby Open Sea intergenic
chr10 99,356,119 + CpG 0.0256 0.0256 0.645 64.516 0.818 81.818 0.123 12.260 2.452 0.092 9.163 1.833 0.173 17.302 CG nearby Open Sea intergenic
chr10 100,966,652 + CpG 0.0406 0.0406 0.240 24.000 0.446 44.615 0.152 15.220 3.044 0.179 17.918 3.584 0.206 20.615 CG nearby Open Sea intergenic
chr10 100,988,793 + CpG 0.0221 0.8516 0.655 65.517 0.889 88.889 0.191 19.138 3.828 0.130 12.996 2.599 0.234 23.372 CG nearby Open Sea intergenic
chr10 102,390,146 + CpG 0.0460 0.2228 0.731 73.077 0.890 89.041 0.131 13.125 2.625 0.189 18.851 3.770 0.160 15.964 CG Open Sea intergenic
chr10 103,731,427 + CpG 0.0003 0.0001 0.129 12.903 0.434 43.373 0.084 8.367 1.673 0.116 11.561 2.312 0.305 30.470 CG nearby Open Sea intergenic
chr10 106,129,267 + CpG 0.0251 0.2961 0.647 64.706 0.355 35.484 0.251 25.068 5.014 0.183 18.257 3.651 -0.292 -29.222 CG nearby Open Sea intergenic
chr10 107,151,274 + CpG 0.0231 0.0231 0.400 40.000 0.731 73.077 0.247 24.721 4.944 0.169 16.911 3.382 0.331 33.077 CG nearby Open Sea intergenic
chr10 109,285,549 + CpG 0.0293 0.0296 0.548 54.839 0.862 86.207 0.383 38.281 7.656 0.206 20.623 4.125 0.314 31.368 CG nearby Open Sea intergenic
chr10 109,494,144 + CpG 0.0333 0.1585 0.556 55.556 0.771 77.083 0.140 14.012 2.802 0.126 12.581 2.516 0.215 21.528 CG nearby Open Sea intergenic
chr10 112,407,815 + CpG 0.0123 0.0123 0.789 78.947 0.481 48.148 0.202 20.226 4.045 0.118 11.785 2.357 -0.308 -30.799 CG nearby Open Sea intergenic
chr10 114,204,435 + CpG 0.0313 0.0790 0.754 75.362 0.588 58.824 0.134 13.380 2.676 0.190 19.036 3.807 -0.165 -16.539 CG Open Sea intergenic
chr10 114,953,038 + CpG 0.0196 0.0648 0.444 44.444 0.750 75.000 0.298 29.814 5.963 0.188 18.758 3.752 0.306 30.556 CG Open Sea intergenic
chr10 117,831,309 + CpG 0.0056 0.0015 0.806 80.556 0.484 48.387 0.086 8.582 1.716 0.253 25.276 5.055 -0.322 -32.168 CG Open Sea Intron 1/7 Rap1b ENSMUSG00000052681 chr10:117813870-117846035 ENSMUST00000064667 89.988 121.464 5.334 12.451 1.350 0.0027 RAS related protein 1b [Source:MGI Symbol;Acc:MGI:894315]
chr10 122,668,759 + CpG 0.0479 0.2895 0.855 85.455 0.694 69.388 0.072 7.195 1.439 0.106 10.633 2.127 -0.161 -16.067 cg Open Sea intergenic
chr10 126,144,829 + CpG 0.0035 0.0427 0.439 43.902 0.848 84.848 0.281 28.083 5.617 0.123 12.262 2.452 0.409 40.946 CG nearby Open Sea intergenic
chr11 3,134,673 + CpG 0.0395 0.1348 0.745 74.545 0.607 60.748 0.136 13.555 2.711 0.091 9.076 1.815 -0.138 -13.798 CG nearby Open Sea Exon 28/33 Sfi1 ENSMUSG00000023764 chr11:3131849-3193407 ENSMUST00000081318 1.347 1.300 0.491 0.274 -1.036 0.8568 Sfi1 homolog, spindle assembly associated (yeast) [Source:MGI Symbol;Acc:MGI:1926137]
chr11 3,134,673 + CpG 0.0395 0.1348 0.745 74.545 0.607 60.748 0.136 13.555 2.711 0.091 9.076 1.815 -0.138 -13.798 CG nearby Open Sea Exon 3/4 Sfi1 ENSMUSG00000023764 chr11:3131886-3136007 ENSMUST00000144447 1.829 1.828 0.222 0.416 -1.001 0.9965 Sfi1 homolog, spindle assembly associated (yeast) [Source:MGI Symbol;Acc:MGI:1926137]
chr11 3,134,673 + CpG 0.0395 0.1348 0.745 74.545 0.607 60.748 0.136 13.555 2.711 0.091 9.076 1.815 -0.138 -13.798 CG nearby Open Sea Exon 7/10 Sfi1 ENSMUSG00000023764 chr11:3131889-3142378 ENSMUST00000137633 2.383 3.089 0.484 0.848 1.296 0.1545 Sfi1 homolog, spindle assembly associated (yeast) [Source:MGI Symbol;Acc:MGI:1926137]
chr11 3,134,673 + CpG 0.0395 0.1348 0.745 74.545 0.607 60.748 0.136 13.555 2.711 0.091 9.076 1.815 -0.138 -13.798 CG nearby Open Sea Exon 27/32 Sfi1 ENSMUSG00000023764 chr11:3131880-3193463 ENSMUST00000066391 7.051 7.299 0.866 1.447 1.035 0.7534 Sfi1 homolog, spindle assembly associated (yeast) [Source:MGI Symbol;Acc:MGI:1926137]
chr11 3,144,267 + CpG 0.0160 0.0160 0.700 70.000 0.871 87.097 0.083 8.267 1.653 0.059 5.869 1.174 0.171 17.097 CG nearby Open Sea false intergenic Sfi1 ENSMUSG00000023764 chr11:3144880-3146722 ENSMUST00000146888 0.642 1.132 0.199 0.433 1.762 0.0642 Sfi1 homolog, spindle assembly associated (yeast) [Source:MGI Symbol;Acc:MGI:1926137]
chr11 3,144,267 + CpG 0.0160 0.0160 0.700 70.000 0.871 87.097 0.083 8.267 1.653 0.059 5.869 1.174 0.171 17.097 CG nearby Open Sea Exon 18/33 Sfi1 ENSMUSG00000023764 chr11:3131849-3193407 ENSMUST00000081318 1.347 1.300 0.491 0.274 -1.036 0.8568 Sfi1 homolog, spindle assembly associated (yeast) [Source:MGI Symbol;Acc:MGI:1926137]
chr11 3,144,267 + CpG 0.0160 0.0160 0.700 70.000 0.871 87.097 0.083 8.267 1.653 0.059 5.869 1.174 0.171 17.097 CG nearby Open Sea TSS 2000 Sfi1 ENSMUSG00000023764 chr11:3131889-3142378 ENSMUST00000137633 2.383 3.089 0.484 0.848 1.296 0.1545 Sfi1 homolog, spindle assembly associated (yeast) [Source:MGI Symbol;Acc:MGI:1926137]
chr11 3,144,267 + CpG 0.0160 0.0160 0.700 70.000 0.871 87.097 0.083 8.267 1.653 0.059 5.869 1.174 0.171 17.097 CG nearby Open Sea Exon 18/32 Sfi1 ENSMUSG00000023764 chr11:3131880-3193463 ENSMUST00000066391 7.051 7.299 0.866 1.447 1.035 0.7534 Sfi1 homolog, spindle assembly associated (yeast) [Source:MGI Symbol;Acc:MGI:1926137]
chr11 5,079,349 + CpG 0.0145 0.1445 0.348 34.783 0.750 75.000 0.283 28.277 5.655 0.213 21.266 4.253 0.402 40.217 CG Open Sea Intron 10/17 Ewsr1 ENSMUSG00000009079 chr11:5069896-5099042 ENSMUST00000102930 1.210 2.649 0.686 0.746 2.190 0.0132 Ewing sarcoma breakpoint region 1 [Source:MGI Symbol;Acc:MGI:99960]
chr11 5,079,349 + CpG 0.0145 0.1445 0.348 34.783 0.750 75.000 0.283 28.277 5.655 0.213 21.266 4.253 0.402 40.217 CG Open Sea Intron 1/4 Ewsr1 ENSMUSG00000009079 chr11:5071519-5082340 ENSMUST00000150168 1.752 1.806 1.666 1.115 1.031 0.9535 Ewing sarcoma breakpoint region 1 [Source:MGI Symbol;Acc:MGI:99960]
chr11 5,079,349 + CpG 0.0145 0.1445 0.348 34.783 0.750 75.000 0.283 28.277 5.655 0.213 21.266 4.253 0.402 40.217 CG Open Sea false intergenic Ewsr1 ENSMUSG00000009079 chr11:5080417-5099066 ENSMUST00000093365 4.554 3.365 3.111 1.435 -1.354 0.4689 Ewing sarcoma breakpoint region 1 [Source:MGI Symbol;Acc:MGI:99960]
chr11 5,079,349 + CpG 0.0145 0.1445 0.348 34.783 0.750 75.000 0.283 28.277 5.655 0.213 21.266 4.253 0.402 40.217 CG Open Sea Intron 1/4 Ewsr1 ENSMUSG00000009079 chr11:5071519-5079899 ENSMUST00000139886 9.305 9.118 0.807 2.144 -1.021 0.8621 Ewing sarcoma breakpoint region 1 [Source:MGI Symbol;Acc:MGI:99960]
chr11 5,079,349 + CpG 0.0145 0.1445 0.348 34.783 0.750 75.000 0.283 28.277 5.655 0.213 21.266 4.253 0.402 40.217 CG Open Sea check manually Ewsr1 ENSMUSG00000009079 chr11:5071106-5079528 ENSMUST00000141002 18.192 16.450 1.803 2.797 -1.106 0.2811 Ewing sarcoma breakpoint region 1 [Source:MGI Symbol;Acc:MGI:99960]
chr11 5,079,349 + CpG 0.0145 0.1445 0.348 34.783 0.750 75.000 0.283 28.277 5.655 0.213 21.266 4.253 0.402 40.217 CG Open Sea Intron 9/16 Ewsr1 ENSMUSG00000009079 chr11:5069688-5099266 ENSMUST00000079949 25.410 26.449 2.679 4.489 1.041 0.6711 Ewing sarcoma breakpoint region 1 [Source:MGI Symbol;Acc:MGI:99960]
chr11 5,079,349 + CpG 0.0145 0.1445 0.348 34.783 0.750 75.000 0.283 28.277 5.655 0.213 21.266 4.253 0.402 40.217 CG Open Sea Intron 8/14 Ewsr1 ENSMUSG00000009079 chr11:5069697-5099067 ENSMUST00000073308 40.291 32.237 4.570 3.377 -1.250 0.0147 Ewing sarcoma breakpoint region 1 [Source:MGI Symbol;Acc:MGI:99960]
chr11 6,073,306 + CpG 0.0332 0.0332 0.759 75.949 0.882 88.235 0.125 12.474 2.495 0.097 9.699 1.940 0.123 12.286 CG nearby Open Sea intergenic
chr11 7,911,779 + CpG 0.0406 0.0380 0.655 65.517 0.885 88.462 0.200 19.951 3.990 0.093 9.283 1.857 0.229 22.944 CG nearby Open Sea intergenic
chr11 11,437,233 + CpG 0.0241 0.2435 0.591 59.091 0.794 79.365 0.289 28.917 5.783 0.085 8.537 1.707 0.203 20.274 CG nearby Open Sea intergenic
chr11 11,753,545 + CpG 0.0270 0.0567 0.848 84.783 0.653 65.306 0.110 10.975 2.195 0.126 12.565 2.513 -0.195 -19.476 CG Open Sea Intron 5/8 Ikzf1 ENSMUSG00000018654 chr11:11685924-11772112 ENSMUST00000065433 0.231 1.070 0.282 1.024 4.629 0.1427 IKAROS family zinc finger 1 [Source:MGI Symbol;Acc:MGI:1342540]
chr11 11,753,545 + CpG 0.0270 0.0567 0.848 84.783 0.653 65.306 0.110 10.975 2.195 0.126 12.565 2.513 -0.195 -19.476 CG Open Sea Intron 4/7 Ikzf1 ENSMUSG00000018654 chr11:11686212-11772926 ENSMUST00000076700 0.296 1.499 0.274 1.587 5.072 0.1660 IKAROS family zinc finger 1 [Source:MGI Symbol;Acc:MGI:1342540]
chr11 12,590,348 + CpG 0.0422 0.0832 0.675 67.532 0.819 81.944 0.108 10.823 2.165 0.116 11.587 2.317 0.144 14.412 CG nearby Open Sea intergenic
chr11 14,066,676 + CpG 0.0274 0.0274 0.727 72.727 0.462 46.154 0.157 15.712 3.142 0.170 16.977 3.395 -0.266 -26.573 CG nearby Open Sea intergenic
chr11 15,446,347 + CpG 0.0390 0.0243 0.514 51.429 0.744 74.419 0.372 37.203 7.441 0.143 14.326 2.865 0.230 22.990 CG nearby Open Sea intergenic
chr11 18,447,180 + CpG 0.0243 0.0633 0.563 56.250 0.300 30.000 0.304 30.372 6.074 0.157 15.686 3.137 -0.263 -26.250 CG Open Sea intergenic
chr11 18,871,024 + CpG 0.0267 0.0180 0.860 86.000 0.667 66.667 0.189 18.878 3.776 0.110 10.953 2.191 -0.193 -19.333 CG Open Sea intergenic
chr11 21,898,599 + CpG 0.0400 0.2380 0.630 62.963 0.300 30.000 0.358 35.777 7.155 0.267 26.747 5.349 -0.330 -32.963 CG Open Sea 3'UTR Wdpcp ENSMUSG00000020319 chr11:21572234-21898989 ENSMUST00000020568 5.300 5.005 0.664 0.510 -1.059 0.4543 WD repeat containing planar cell polarity effector [Source:MGI Symbol;Acc:MGI:2144467]
chr11 24,974,333 + CpG 0.0221 0.0691 0.765 76.471 0.521 52.083 0.160 16.012 3.202 0.283 28.269 5.654 -0.244 -24.387 CG Open Sea intergenic

 Supplementary Table S6: All CpG sites differentially methylated in islets of DP comapred to DR and with sequence conserved in humans with unadjusted p-value<0.05 (see Figure 5) .



chr11 25,732,748 + CpG 0.0152 0.0710 0.304 30.435 0.654 65.385 0.241 24.073 4.815 0.219 21.921 4.384 0.349 34.950 CG Open Sea intergenic
chr11 26,761,837 + CpG 0.0489 0.5033 0.609 60.870 0.864 86.364 0.309 30.892 6.178 0.126 12.638 2.528 0.255 25.494 CG nearby Open Sea intergenic
chr11 26,990,896 + CpG 0.0227 0.0832 0.563 56.250 0.813 81.250 0.236 23.578 4.716 0.162 16.155 3.231 0.250 25.000 CG nearby Open Sea intergenic
chr11 29,723,371 + CpG 0.0235 0.0235 0.362 36.170 0.638 63.830 0.223 22.332 4.466 0.164 16.426 3.285 0.277 27.660 CG nearby Open Sea Intron 3/8 Rtn4 ENSMUSG00000020458 chr11:29692946-29742916 ENSMUST00000102843 5.407 4.497 0.785 0.992 -1.202 0.1484 reticulon 4 [Source:MGI Symbol;Acc:MGI:1915835]
chr11 29,723,371 + CpG 0.0235 0.0235 0.362 36.170 0.638 63.830 0.223 22.332 4.466 0.164 16.426 3.285 0.277 27.660 CG nearby Open Sea Intron 2/7 Rtn4 ENSMUSG00000020458 chr11:29692946-29742916 ENSMUST00000102842 22.944 21.942 2.849 3.783 -1.046 0.6496 reticulon 4 [Source:MGI Symbol;Acc:MGI:1915835]
chr11 29,723,371 + CpG 0.0235 0.0235 0.362 36.170 0.638 63.830 0.223 22.332 4.466 0.164 16.426 3.285 0.277 27.660 CG nearby Open Sea Intron 2/7 Rtn4 ENSMUSG00000020458 chr11:29692947-29742111 ENSMUST00000170731 27.002 16.057 3.245 1.694 -1.682 0.0005 reticulon 4 [Source:MGI Symbol;Acc:MGI:1915835]
chr11 29,723,371 + CpG 0.0235 0.0235 0.362 36.170 0.638 63.830 0.223 22.332 4.466 0.164 16.426 3.285 0.277 27.660 CG nearby Open Sea Intron 1/6 Rtn4 ENSMUSG00000020458 chr11:29718562-29742916 ENSMUST00000060992 158.676 127.892 8.841 31.007 -1.241 0.0901 reticulon 4 [Source:MGI Symbol;Acc:MGI:1915835]
chr11 31,935,437 + CpG 0.0168 0.0765 0.797 79.688 0.606 60.606 0.106 10.641 2.128 0.121 12.113 2.423 -0.191 -19.081 CG Open Sea 3'UTR Cpeb4 ENSMUSG00000020300 chr11:31872225-31935634 ENSMUST00000109412 5.341 5.503 0.936 0.919 1.030 0.7901 cytoplasmic polyadenylation element binding protein 4 [Source:MGI Symbol;Acc:MGI:1914829]
chr11 31,935,437 + CpG 0.0168 0.0765 0.797 79.688 0.606 60.606 0.106 10.641 2.128 0.121 12.113 2.423 -0.191 -19.081 CG Open Sea check manually Cpeb4 ENSMUSG00000020300 chr11:31873274-31935634 ENSMUST00000155278 8.951 8.942 0.890 1.247 -1.001 0.9902 cytoplasmic polyadenylation element binding protein 4 [Source:MGI Symbol;Acc:MGI:1914829]
chr11 36,819,835 + CpG 0.0075 0.0033 0.344 34.375 0.737 73.684 0.251 25.117 5.023 0.216 21.583 4.317 0.393 39.309 CG nearby Open Sea Intron 4/30 Tenm2 ENSMUSG00000049336 chr11:36006655-37235882 ENSMUST00000102801 2.966 1.750 0.232 0.525 -1.695 0.0040 teneurin transmembrane protein 2 [Source:MGI Symbol;Acc:MGI:1345184]
chr11 37,115,063 + CpG 0.0264 0.1489 0.586 58.621 0.864 86.364 0.211 21.120 4.224 0.149 14.879 2.976 0.277 27.743 CG nearby Open Sea Intron 2/30 Tenm2 ENSMUSG00000049336 chr11:36006655-37235882 ENSMUST00000102801 2.966 1.750 0.232 0.525 -1.695 0.0040 teneurin transmembrane protein 2 [Source:MGI Symbol;Acc:MGI:1345184]
chr11 37,211,180 + CpG 0.0301 0.0177 0.650 65.000 0.318 31.818 0.314 31.357 6.271 0.213 21.331 4.266 -0.332 -33.182 CG nearby Open Sea Intron 1/30 Tenm2 ENSMUSG00000049336 chr11:36006655-37235882 ENSMUST00000102801 2.966 1.750 0.232 0.525 -1.695 0.0040 teneurin transmembrane protein 2 [Source:MGI Symbol;Acc:MGI:1345184]
chr11 40,118,562 + CpG 0.0363 0.0219 0.423 42.308 0.587 58.696 0.290 28.950 5.790 0.110 10.998 2.200 0.164 16.388 CG nearby Open Sea intergenic
chr11 41,698,090 + CpG 0.0445 0.4672 0.544 54.386 0.750 75.000 0.115 11.545 2.309 0.190 19.028 3.806 0.206 20.614 CG nearby Open Sea intergenic
chr11 43,044,455 + CpG 0.0323 0.4510 0.667 66.667 0.875 87.500 0.146 14.577 2.915 0.105 10.517 2.103 0.208 20.833 CG Open Sea intergenic
chr11 45,026,692 + CpG 0.0228 0.1282 0.362 36.207 0.568 56.757 0.198 19.761 3.952 0.150 15.028 3.006 0.205 20.550 CG nearby Open Sea intergenic
chr11 48,795,734 + CpG 0.0247 0.1031 0.536 53.571 0.227 22.727 0.217 21.737 4.347 0.183 18.257 3.651 -0.308 -30.844 CG nearby Open Sea intergenic
chr11 50,835,837 + CpG 0.0435 0.0072 0.857 85.714 0.645 64.516 0.138 13.833 2.767 0.173 17.251 3.450 -0.212 -21.198 CG nearby Open Sea intergenic
chr11 63,442,456 + CpG 0.0471 0.4587 0.902 90.244 0.745 74.510 0.076 7.633 1.527 0.075 7.470 1.494 -0.157 -15.734 CG nearby Open Sea intergenic
chr11 69,117,430 + CpG 0.0315 0.2922 0.500 50.000 0.714 71.429 0.258 25.829 5.166 0.157 15.694 3.139 0.214 21.429 cg N Shore intergenic
chr11 69,121,314 + CpG 0.0300 0.0056 0.615 61.538 0.333 33.333 0.209 20.917 4.183 0.158 15.756 3.151 -0.282 -28.205 CG N Shore intergenic
chr11 74,676,105 + CpG 0.0232 0.0232 0.333 33.333 0.590 58.974 0.343 34.341 6.868 0.220 22.031 4.406 0.256 25.641 CG nearby Open Sea check manually Pafah1b1 ENSMUSG00000020745 chr11:74673949-74724318 ENSMUST00000156794 2.409 2.637 0.363 0.599 1.095 0.4914 platelet-activating factor acetylhydrolase, isoform 1b, subunit 1 [Source:MGI Symbol;Acc:MGI:109520]
chr11 74,676,105 + CpG 0.0232 0.0232 0.333 33.333 0.590 58.974 0.343 34.341 6.868 0.220 22.031 4.406 0.256 25.641 CG nearby Open Sea 3'UTR Pafah1b1 ENSMUSG00000020745 chr11:74673949-74723858 ENSMUST00000102520 5.984 4.152 1.787 1.320 -1.441 0.1056 platelet-activating factor acetylhydrolase, isoform 1b, subunit 1 [Source:MGI Symbol;Acc:MGI:109520]
chr11 74,676,105 + CpG 0.0232 0.0232 0.333 33.333 0.590 58.974 0.343 34.341 6.868 0.220 22.031 4.406 0.256 25.641 CG nearby Open Sea 3'UTR Pafah1b1 ENSMUSG00000020745 chr11:74673948-74724670 ENSMUST00000021091 27.366 28.013 2.282 2.911 1.024 0.7068 platelet-activating factor acetylhydrolase, isoform 1b, subunit 1 [Source:MGI Symbol;Acc:MGI:109520]
chr11 76,184,250 + CpG 0.0110 0.2827 0.667 66.667 0.449 44.928 0.065 6.487 1.297 0.084 8.428 1.686 -0.217 -21.739 CG nearby Open Sea intergenic
chr11 77,716,501 + CpG 0.0326 0.0179 0.591 59.091 0.857 85.714 0.217 21.731 4.346 0.084 8.367 1.673 0.266 26.623 CG Open Sea Intron 3/3 Nufip2 ENSMUSG00000037857 chr11:77686171-77741921 ENSMUST00000181023 3.191 2.314 1.103 0.746 -1.379 0.1842 nuclear fragile X mental retardation protein interacting protein 2 [Source:MGI Symbol;Acc:MGI:1915814]
chr11 80,013,517 + CpG 0.0373 0.1502 0.107 10.714 0.524 52.381 0.422 42.190 8.438 0.274 27.386 5.477 0.417 41.667 CG Open Sea Exon 6/15 Suz12 ENSMUSG00000017548 chr11:79993105-80034122 ENSMUST00000163272 1.336 2.393 0.415 1.132 1.791 0.1066 SUZ12 polycomb repressive complex 2 subunit [Source:MGI Symbol;Acc:MGI:1261758]
chr11 80,013,517 + CpG 0.0373 0.1502 0.107 10.714 0.524 52.381 0.422 42.190 8.438 0.274 27.386 5.477 0.417 41.667 CG Open Sea Exon 7/16 Suz12 ENSMUSG00000017548 chr11:79993105-80034123 ENSMUST00000017692 12.409 10.857 0.475 1.758 -1.143 0.1202 SUZ12 polycomb repressive complex 2 subunit [Source:MGI Symbol;Acc:MGI:1261758]
chr11 84,646,819 + CpG 0.0180 0.0120 0.800 80.000 0.581 58.140 0.088 8.828 1.766 0.223 22.272 4.454 -0.219 -21.860 CG nearby S Shelf intergenic
chr11 86,015,806 + CpG 0.0252 0.0177 0.143 14.286 0.395 39.474 0.396 39.609 7.922 0.120 12.048 2.410 0.252 25.188 CG nearby Open Sea intergenic
chr11 90,213,270 + CpG 0.0330 0.0002 0.265 26.471 0.536 53.571 0.132 13.152 2.630 0.345 34.495 6.899 0.271 27.101 CG nearby Open Sea Intron 2/3 Gm45716 ENSMUSG00000110344 chr11:90187683-90251255 ENSMUST00000134929 2.514 3.391 0.358 0.941 1.349 0.1074 predicted gene 45716 [Source:MGI Symbol;Acc:MGI:5804831]
chr11 92,389,275 + CpG 0.0081 0.0343 0.400 40.000 0.792 79.167 0.073 7.323 1.465 0.307 30.741 6.148 0.392 39.167 CG nearby Open Sea intergenic
chr11 92,774,022 + CpG 0.0180 0.1319 0.703 70.270 0.419 41.935 0.186 18.551 3.710 0.277 27.715 5.543 -0.283 -28.335 CG nearby Open Sea intergenic
chr11 92,857,766 + CpG 0.0141 0.0362 0.417 41.667 0.742 74.194 0.222 22.234 4.447 0.147 14.701 2.940 0.325 32.527 cg Open Sea intergenic
chr11 93,025,514 + CpG 0.0281 0.0359 0.176 17.647 0.407 40.741 0.156 15.646 3.129 0.120 11.966 2.393 0.231 23.094 CG nearby Open Sea intergenic
chr11 94,319,870 + CpG 0.0216 0.0216 0.308 30.769 0.571 57.143 0.192 19.189 3.838 0.122 12.210 2.442 0.264 26.374 CG nearby N Shore Intron 1/11 Luc7l3 ENSMUSG00000020863 chr11:94287889-94321958 ENSMUST00000166312 3.069 3.362 0.262 0.505 1.096 0.2933 LUC7-like 3 (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1914934]
chr11 94,319,870 + CpG 0.0216 0.0216 0.308 30.769 0.571 57.143 0.192 19.189 3.838 0.122 12.210 2.442 0.264 26.374 CG nearby N Shore Intron 1/10 Luc7l3 ENSMUSG00000020863 chr11:94291138-94321988 ENSMUST00000021226 4.048 3.728 1.337 1.317 -1.086 0.7128 LUC7-like 3 (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1914934]
chr11 94,319,870 + CpG 0.0216 0.0216 0.308 30.769 0.571 57.143 0.192 19.189 3.838 0.122 12.210 2.442 0.264 26.374 CG nearby N Shore Intron 1/9 Luc7l3 ENSMUSG00000020863 chr11:94291138-94321988 ENSMUST00000107820 12.949 13.271 1.053 0.915 1.025 0.6197 LUC7-like 3 (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1914934]
chr11 94,319,870 + CpG 0.0216 0.0216 0.308 30.769 0.571 57.143 0.192 19.189 3.838 0.122 12.210 2.442 0.264 26.374 CG nearby N Shore Intron 1/10 Luc7l3 ENSMUSG00000020863 chr11:94291060-94321988 ENSMUST00000107821 23.093 27.019 3.605 5.931 1.170 0.2488 LUC7-like 3 (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1914934]
chr11 96,289,607 + CpG 0.0014 0.1211 0.122 12.195 0.444 44.444 0.085 8.480 1.696 0.173 17.287 3.457 0.322 32.249 CG CpG Island intergenic
chr11 96,289,658 + CpG 0.0432 0.0479 0.371 37.097 0.612 61.194 0.252 25.173 5.035 0.128 12.796 2.559 0.241 24.097 CG S Shore intergenic
chr11 97,275,319 + CpG 0.0401 0.0144 0.472 47.222 0.646 64.615 0.244 24.366 4.873 0.078 7.762 1.552 0.174 17.393 CG nearby Open Sea Intron 1/22 Npepps ENSMUSG00000001441 chr11:97205843-97280638 ENSMUST00000001480 26.435 20.446 1.400 2.711 -1.293 0.0046 aminopeptidase puromycin sensitive [Source:MGI Symbol;Acc:MGI:1101358]
chr11 102,606,568 + CpG 0.0079 0.0620 0.125 12.500 0.481 48.148 0.205 20.514 4.103 0.221 22.067 4.413 0.356 35.648 CG nearby S Shore intergenic
chr11 104,699,826 + CpG 0.0287 0.2422 0.704 70.408 0.840 83.962 0.150 15.044 3.009 0.147 14.682 2.936 0.136 13.554 CG nearby Open Sea intergenic
chr11 105,506,552 + CpG 0.0433 0.6060 0.856 85.567 0.720 72.000 0.054 5.389 1.078 0.121 12.094 2.419 -0.136 -13.567 CG nearby Open Sea intergenic
chr11 108,801,791 + CpG 0.0088 0.0002 0.172 17.241 0.542 54.167 0.138 13.833 2.767 0.276 27.649 5.530 0.369 36.925 CG nearby Open Sea intergenic
chr11 108,803,906 + CpG 0.0443 0.0443 0.917 91.667 0.650 65.000 0.206 20.563 4.113 0.231 23.051 4.610 -0.267 -26.667 CG nearby Open Sea intergenic
chr11 111,659,152 + CpG 0.0081 0.0039 0.694 69.444 0.333 33.333 0.196 19.588 3.918 0.082 8.165 1.633 -0.361 -36.111 CG nearby Open Sea intergenic
chr11 111,754,480 + CpG 0.0445 0.2472 0.889 88.889 0.705 70.455 0.122 12.247 2.449 0.173 17.283 3.457 -0.184 -18.434 CG nearby Open Sea intergenic
chr11 112,543,332 + CpG 0.0080 0.2432 0.364 36.364 0.667 66.667 0.069 6.873 1.375 0.173 17.337 3.467 0.303 30.303 CG Open Sea intergenic
chr11 113,991,040 + CpG 0.0010 0.1169 0.784 78.378 0.333 33.333 0.138 13.774 2.755 0.229 22.937 4.587 -0.450 -45.045 CG Open Sea Intron 1/11 Sdk2 ENSMUSG00000041592 chr11:113865599-114067046 ENSMUST00000155651 1.171 1.687 0.467 1.043 1.442 0.3538 sidekick cell adhesion molecule 2 [Source:MGI Symbol;Acc:MGI:2443847]
chr11 113,991,040 + CpG 0.0010 0.1169 0.784 78.378 0.333 33.333 0.138 13.774 2.755 0.229 22.937 4.587 -0.450 -45.045 CG Open Sea Intron 1/44 Sdk2 ENSMUSG00000041592 chr11:113776373-114066218 ENSMUST00000041627 11.258 10.355 0.667 3.444 -1.087 0.5936 sidekick cell adhesion molecule 2 [Source:MGI Symbol;Acc:MGI:2443847]
chr11 114,745,092 + CpG 0.0242 0.1472 0.205 20.455 0.469 46.875 0.207 20.718 4.144 0.291 29.134 5.827 0.264 26.420 CG nearby Open Sea Exon 8/13 Dnaic2 ENSMUSG00000034706 chr11:114727411-114757889 ENSMUST00000069325 0.867 1.179 0.131 0.204 1.359 0.0246 dynein, axonemal, intermediate chain 2 [Source:MGI Symbol;Acc:MGI:2685574]
chr11 118,180,293 + CpG 0.0202 0.0455 0.600 60.000 0.841 84.091 0.247 24.651 4.930 0.153 15.350 3.070 0.241 24.091 CG Open Sea Intron 9/12 Cyth1 ENSMUSG00000017132 chr11:118164174-118248560 ENSMUST00000017276 2.648 2.774 0.618 0.604 1.047 0.7535 cytohesin 1 [Source:MGI Symbol;Acc:MGI:1334257]
chr11 118,180,293 + CpG 0.0202 0.0455 0.600 60.000 0.841 84.091 0.247 24.651 4.930 0.153 15.350 3.070 0.241 24.091 CG Open Sea Intron 9/12 Cyth1 ENSMUSG00000017132 chr11:118164165-118248592 ENSMUST00000106305 5.365 5.137 0.717 1.229 -1.044 0.7314 cytohesin 1 [Source:MGI Symbol;Acc:MGI:1334257]
chr11 118,180,293 + CpG 0.0202 0.0455 0.600 60.000 0.841 84.091 0.247 24.651 4.930 0.153 15.350 3.070 0.241 24.091 CG Open Sea Intron 9/12 Cyth1 ENSMUSG00000017132 chr11:118164165-118212742 ENSMUST00000106302 5.980 6.850 0.691 1.778 1.145 0.3531 cytohesin 1 [Source:MGI Symbol;Acc:MGI:1334257]
chr12 5,544,639 + CpG 0.0235 0.0917 0.357 35.714 0.605 60.465 0.219 21.945 4.389 0.134 13.426 2.685 0.248 24.751 CG Open Sea intergenic
chr12 6,617,289 + CpG 0.0237 0.0197 0.348 34.783 0.682 68.182 0.209 20.917 4.183 0.253 25.276 5.055 0.334 33.399 CG nearby Open Sea intergenic
chr12 7,297,899 + CpG 0.0452 0.1454 0.411 41.096 0.600 60.000 0.228 22.828 4.566 0.129 12.872 2.574 0.189 18.904 CG nearby Open Sea intergenic
chr12 9,162,258 + CpG 0.0443 0.1616 0.548 54.839 0.818 81.818 0.334 33.364 6.673 0.161 16.140 3.228 0.270 26.979 CG nearby Open Sea intergenic
chr12 10,298,750 + CpG 0.0289 0.3270 0.714 71.429 0.400 40.000 0.226 22.601 4.520 0.180 17.951 3.590 -0.314 -31.429 CG nearby Open Sea intergenic
chr12 10,878,393 + CpG 0.0142 0.0142 0.656 65.556 0.844 84.444 0.192 19.240 3.848 0.105 10.520 2.104 0.189 18.889 cg Open Sea intergenic
chr12 13,987,951 + CpG 0.0265 0.0514 0.700 70.000 0.400 40.000 0.218 21.795 4.359 0.180 18.023 3.605 -0.300 -30.000 CG nearby Open Sea intergenic
chr12 14,788,487 + CpG 0.0422 0.1606 0.790 79.012 0.646 64.557 0.120 11.988 2.398 0.167 16.744 3.349 -0.145 -14.455 CG nearby Open Sea intergenic
chr12 29,461,333 + CpG 0.0340 0.0811 0.677 67.692 0.500 50.000 0.160 16.050 3.210 0.237 23.666 4.733 -0.177 -17.692 CG nearby Open Sea intergenic
chr12 31,156,122 + CpG 0.0460 0.0180 0.366 36.585 0.615 61.538 0.233 23.283 4.657 0.238 23.786 4.757 0.250 24.953 CG nearby Open Sea intergenic
chr12 31,449,582 + CpG 0.0374 0.0985 0.523 52.308 0.712 71.154 0.263 26.323 5.265 0.088 8.781 1.756 0.188 18.846 CG nearby Open Sea intergenic
chr12 33,717,717 + CpG 0.0091 0.1924 0.182 18.182 0.625 62.500 0.207 20.736 4.147 0.298 29.814 5.963 0.443 44.318 CG Open Sea intergenic
chr12 37,280,464 + CpG 0.0483 0.2090 0.921 92.105 0.705 70.455 0.070 7.010 1.402 0.300 30.014 6.003 -0.217 -21.651 CG nearby Open Sea Intron 3/12 Agmo ENSMUSG00000050103 chr12:37241640-37582202 ENSMUST00000049874 0.389 1.107 0.324 1.164 2.845 0.2458 alkylglycerol monooxygenase [Source:MGI Symbol;Acc:MGI:2442495]
chr12 37,981,131 + CpG 0.0058 0.0058 0.286 28.571 0.708 70.833 0.191 19.058 3.812 0.220 22.035 4.407 0.423 42.262 CG Open Sea intergenic
chr12 38,534,057 + CpG 0.0228 0.0228 0.883 88.333 0.705 70.455 0.090 8.980 1.796 0.165 16.531 3.306 -0.179 -17.879 CG nearby Open Sea intergenic
chr12 41,133,276 + CpG 0.0041 0.0138 0.352 35.185 0.630 62.963 0.125 12.490 2.498 0.245 24.506 4.901 0.278 27.778 CG nearby Open Sea Intron 4/6 Immp2l ENSMUSG00000056899 chr12:41024089-41955588 ENSMUST00000132121 0.904 1.002 0.804 0.466 1.108 0.8222 IMP2 inner mitochondrial membrane peptidase-like (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:2135611]
chr12 41,133,276 + CpG 0.0041 0.0138 0.352 35.185 0.630 62.963 0.125 12.490 2.498 0.245 24.506 4.901 0.278 27.778 CG nearby Open Sea Intron 3/5 Immp2l ENSMUSG00000056899 chr12:41024328-41955242 ENSMUST00000134965 1.505 1.921 0.910 1.125 1.277 0.5388 IMP2 inner mitochondrial membrane peptidase-like (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:2135611]
chr12 42,427,143 + CpG 0.0246 0.0246 0.694 69.388 0.892 89.189 0.177 17.750 3.550 0.114 11.402 2.280 0.198 19.801 CG nearby Open Sea intergenic
chr12 42,511,567 + CpG 0.0245 0.0245 0.545 54.545 0.833 83.333 0.266 26.572 5.314 0.140 13.964 2.793 0.288 28.788 cg Open Sea intergenic
chr12 44,658,015 + CpG 0.0235 0.0062 0.308 30.769 0.667 66.667 0.253 25.276 5.055 0.316 31.566 6.313 0.359 35.897 CG nearby Open Sea intergenic
chr12 47,536,632 + CpG 0.0141 0.0343 0.474 47.403 0.634 63.372 0.099 9.866 1.973 0.106 10.569 2.114 0.160 15.969 CG nearby Open Sea intergenic
chr12 48,083,487 + CpG 0.0370 0.0015 0.705 70.455 0.900 90.000 0.172 17.165 3.433 0.088 8.768 1.754 0.195 19.545 CG nearby Open Sea intergenic
chr12 48,236,706 + CpG 0.0188 0.2177 0.729 72.857 0.883 88.312 0.139 13.912 2.782 0.078 7.804 1.561 0.155 15.455 CG nearby Open Sea intergenic
chr12 49,970,575 + CpG 0.0237 0.0335 0.747 74.667 0.557 55.738 0.145 14.497 2.899 0.192 19.225 3.845 -0.189 -18.929 CG Open Sea intergenic
chr12 50,066,555 + CpG 0.0318 0.0014 0.381 38.095 0.571 57.143 0.119 11.892 2.378 0.209 20.871 4.174 0.190 19.048 CG nearby Open Sea intergenic
chr12 51,634,557 + CpG 0.0202 0.1151 0.467 46.667 0.740 74.000 0.156 15.581 3.116 0.244 24.386 4.877 0.273 27.333 CG nearby Open Sea Intron 8/17 Strn3 ENSMUSG00000020954 chr12:51609631-51691887 ENSMUST00000013130 2.069 2.125 0.560 0.421 1.027 0.8623 striatin, calmodulin binding protein 3 [Source:MGI Symbol;Acc:MGI:2151064]
chr12 51,634,557 + CpG 0.0202 0.1151 0.467 46.667 0.740 74.000 0.156 15.581 3.116 0.244 24.386 4.877 0.273 27.333 CG nearby Open Sea Intron 7/15 Strn3 ENSMUSG00000020954 chr12:51609644-51691897 ENSMUST00000169503 15.000 13.687 0.571 1.117 -1.096 0.0581 striatin, calmodulin binding protein 3 [Source:MGI Symbol;Acc:MGI:2151064]
chr12 53,262,259 + CpG 0.0426 0.0426 0.840 84.000 0.571 57.143 0.142 14.177 2.835 0.365 36.515 7.303 -0.269 -26.857 CG Open Sea intergenic
chr12 53,916,862 + CpG 0.0182 0.2922 0.286 28.571 0.640 64.000 0.209 20.913 4.183 0.303 30.313 6.063 0.354 35.429 CG nearby Open Sea intergenic
chr12 54,894,443 + CpG 0.0475 0.0754 0.179 17.857 0.423 42.308 0.097 9.747 1.949 0.230 23.023 4.605 0.245 24.451 CG Open Sea Exon 27/27 Baz1a ENSMUSG00000035021 chr12:54893550-54986507 ENSMUST00000173433 1.609 2.545 0.304 0.978 1.582 0.0990 bromodomain adjacent to zinc finger domain 1A [Source:MGI Symbol;Acc:MGI:1309478]
chr12 55,325,070 + CpG 0.0234 0.0000 0.133 13.333 0.533 53.333 0.171 17.116 3.423 0.309 30.896 6.179 0.400 40.000 CG nearby Open Sea Intron 4/7 1110008L16Rik ENSMUSG00000021023 chr12:55303242-55382513 ENSMUST00000184766 1.762 1.617 0.306 0.310 -1.090 0.4781 RIKEN cDNA 1110008L16 gene [Source:MGI Symbol;Acc:MGI:1913382]
chr12 55,325,070 + CpG 0.0234 0.0000 0.133 13.333 0.533 53.333 0.171 17.116 3.423 0.309 30.896 6.179 0.400 40.000 CG nearby Open Sea Intron 3/6 1110008L16Rik ENSMUSG00000021023 chr12:55302636-55382496 ENSMUST00000021411 1.954 1.807 0.294 0.486 -1.082 0.5806 RIKEN cDNA 1110008L16 gene [Source:MGI Symbol;Acc:MGI:1913382]
chr12 55,325,070 + CpG 0.0234 0.0000 0.133 13.333 0.533 53.333 0.171 17.116 3.423 0.309 30.896 6.179 0.400 40.000 CG nearby Open Sea Intron 3/6 1110008L16Rik ENSMUSG00000021023 chr12:55303285-55382513 ENSMUST00000183654 3.156 3.734 2.126 2.275 1.183 0.6894 RIKEN cDNA 1110008L16 gene [Source:MGI Symbol;Acc:MGI:1913382]
chr12 56,487,825 + CpG 0.0407 0.0794 0.741 74.138 0.886 88.571 0.196 19.598 3.920 0.063 6.329 1.266 0.144 14.433 CG nearby Open Sea intergenic
chr12 56,513,126 + CpG 0.0365 0.1131 0.400 40.000 0.704 70.370 0.152 15.190 3.038 0.159 15.882 3.176 0.304 30.370 CG nearby Open Sea intergenic
chr12 59,078,137 + CpG 0.0489 0.0994 0.609 60.870 0.864 86.364 0.317 31.702 6.340 0.139 13.944 2.789 0.255 25.494 CG nearby Open Sea intergenic
chr12 59,535,475 + CpG 0.0471 0.3986 0.857 85.714 0.722 72.222 0.081 8.088 1.618 0.144 14.407 2.881 -0.135 -13.492 CG Open Sea intergenic
chr12 64,259,757 + CpG 0.0353 0.0353 0.389 38.889 0.600 60.000 0.226 22.583 4.517 0.057 5.674 1.135 0.211 21.111 cg Open Sea intergenic
chr12 64,743,302 + CpG 0.0369 0.1807 0.633 63.333 0.378 37.838 0.229 22.925 4.585 0.245 24.528 4.906 -0.255 -25.495 CG Open Sea intergenic
chr12 66,262,200 + CpG 0.0170 0.3109 0.633 63.291 0.817 81.720 0.127 12.719 2.544 0.093 9.290 1.858 0.184 18.429 CG nearby Open Sea intergenic
chr12 66,890,035 + CpG 0.0389 0.0847 0.792 79.221 0.640 64.000 0.144 14.421 2.884 0.118 11.751 2.350 -0.152 -15.221 CG nearby Open Sea intergenic
chr12 67,719,016 + CpG 0.0110 0.0004 0.727 72.727 0.410 41.026 0.114 11.426 2.285 0.253 25.320 5.064 -0.317 -31.702 CG nearby Open Sea intergenic
chr12 71,578,947 + CpG 0.0286 0.0036 0.514 51.351 0.757 75.676 0.234 23.394 4.679 0.356 35.585 7.117 0.243 24.324 CG Open Sea intergenic
chr12 72,157,430 + CpG 0.0083 0.0688 0.796 79.570 0.585 58.462 0.099 9.942 1.988 0.235 23.541 4.708 -0.211 -21.108 CG nearby Open Sea intergenic
chr12 73,498,938 + CpG 0.0350 0.3547 0.683 68.293 0.865 86.538 0.200 19.982 3.996 0.087 8.713 1.743 0.182 18.246 CG nearby Open Sea intergenic
chr12 74,428,251 + CpG 0.0243 0.0243 0.333 33.333 0.714 71.429 0.284 28.441 5.688 0.239 23.875 4.775 0.381 38.095 CG nearby Open Sea intergenic
chr12 77,177,528 + CpG 0.0255 0.0086 0.759 75.926 0.549 54.902 0.153 15.350 3.070 0.224 22.417 4.483 -0.210 -21.024 CG Open Sea intergenic
chr12 78,747,026 + CpG 0.0209 0.0209 0.381 38.095 0.727 72.727 0.262 26.245 5.249 0.218 21.794 4.359 0.346 34.632 CG nearby N Shore TSS 2000 Mpp5 ENSMUSG00000021112 chr12:78748991-78840714 ENSMUST00000082024 7.266 6.609 0.941 0.627 -1.099 0.2356 membrane protein, palmitoylated 5 (MAGUK p55 subfamily member 5) [Source:MGI Symbol;Acc:MGI:1927339]
chr12 78,866,530 + CpG 0.0171 0.8066 0.276 27.586 0.619 61.905 0.185 18.489 3.698 0.268 26.817 5.363 0.343 34.319 cg Open Sea Intron 1/4 Eif2s1 ENSMUSG00000021116 chr12:78862129-78881174 ENSMUST00000220382 1.864 6.377 2.729 2.218 3.422 0.0217 eukaryotic translation initiation factor 2, subunit 1 alpha [Source:MGI Symbol;Acc:MGI:95299]
chr12 78,866,530 + CpG 0.0171 0.8066 0.276 27.586 0.619 61.905 0.185 18.489 3.698 0.268 26.817 5.363 0.343 34.319 cg Open Sea Exon 2/8 Eif2s1 ENSMUSG00000021116 chr12:78861818-78887010 ENSMUST00000071230 11.402 13.002 0.512 1.459 1.140 0.0688 eukaryotic translation initiation factor 2, subunit 1 alpha [Source:MGI Symbol;Acc:MGI:95299]
chr12 82,714,885 + CpG 0.0154 0.1784 0.675 67.500 0.887 88.679 0.175 17.517 3.503 0.153 15.328 3.066 0.212 21.179 CG nearby Open Sea intergenic
chr12 82,730,588 + CpG 0.0193 0.8654 0.686 68.571 0.900 90.000 0.216 21.603 4.321 0.073 7.311 1.462 0.214 21.429 CG nearby Open Sea intergenic
chr12 87,166,385 + CpG 0.0142 0.0093 0.500 50.000 0.780 78.049 0.259 25.939 5.188 0.184 18.409 3.682 0.280 28.049 CG nearby Open Sea 3'UTR Tmed8 ENSMUSG00000034111 chr12:87166241-87200229 ENSMUST00000037418 26.836 19.247 1.070 3.576 -1.394 0.0071 transmembrane p24 trafficking protein 8 [Source:MGI Symbol;Acc:MGI:1923480]
chr12 87,166,385 + CpG 0.0142 0.0093 0.500 50.000 0.780 78.049 0.259 25.939 5.188 0.184 18.409 3.682 0.280 28.049 CG nearby Open Sea false intergenic Gstz1 ENSMUSG00000021033 chr12:87147706-87164721 ENSMUST00000063117 76.505 58.904 2.548 9.547 -1.299 0.0126 glutathione transferase zeta 1 (maleylacetoacetate isomerase) [Source:MGI Symbol;Acc:MGI:1341859]
chr12 89,659,987 + CpG 0.0353 0.0944 0.813 81.250 0.545 54.545 0.119 11.920 2.384 0.348 34.841 6.968 -0.267 -26.705 CG nearby Open Sea intergenic
chr12 97,921,088 + CpG 0.0330 0.5272 0.667 66.667 0.346 34.615 0.238 23.786 4.757 0.217 21.651 4.330 -0.321 -32.051 CG nearby Open Sea intergenic
chr12 99,712,329 + CpG 0.0413 0.1627 0.788 78.788 0.556 55.556 0.196 19.563 3.913 0.276 27.644 5.529 -0.232 -23.232 CG nearby Open Sea intergenic
chr12 105,844,017 + CpG 0.0180 0.0108 0.571 57.143 0.800 80.000 0.224 22.435 4.487 0.155 15.488 3.098 0.229 22.857 CG Open Sea intergenic
chr12 107,085,427 + CpG 0.0415 0.3795 0.125 12.500 0.368 36.842 0.206 20.595 4.119 0.176 17.638 3.528 0.243 24.342 CG Open Sea intergenic
chr12 109,613,322 + CpG 0.0069 0.4121 0.784 78.378 0.409 40.909 0.363 36.297 7.259 0.298 29.770 5.954 -0.375 -37.469 CG nearby Open Sea false intergenic Mir1188 ENSMUSG00000080406 chr12:109611821-109611941 ENSMUST00000116756 0.000 41.812 0.000 93.495 #ZAHL! 0.3739 microRNA 1188 [Source:MGI Symbol;Acc:MGI:3783362]
chr12 109,613,322 + CpG 0.0069 0.4121 0.784 78.378 0.409 40.909 0.363 36.297 7.259 0.298 29.770 5.954 -0.375 -37.469 CG nearby Open Sea Intron 2/7 Rian ENSMUSG00000097451 chr12:109603944-109645395 ENSMUST00000183215 6.703 7.980 1.073 3.332 1.191 0.4530 RNA imprinted and accumulated in nucleus [Source:MGI Symbol;Acc:MGI:1922995]
chr12 109,613,322 + CpG 0.0069 0.4121 0.784 78.378 0.409 40.909 0.363 36.297 7.259 0.298 29.770 5.954 -0.375 -37.469 CG nearby Open Sea Intron 2/4 Rian ENSMUSG00000097451 chr12:109604045-109627075 ENSMUST00000182689 14.149 13.434 2.680 4.829 -1.053 0.7815 RNA imprinted and accumulated in nucleus [Source:MGI Symbol;Acc:MGI:1922995]
chr12 109,705,128 + CpG 0.0034 0.3727 0.545 54.545 0.865 86.538 0.215 21.503 4.301 0.124 12.384 2.477 0.320 31.993 CG nearby Open Sea intergenic
chr12 110,445,566 + CpG 0.0234 0.0406 0.436 43.590 0.718 71.795 0.265 26.469 5.294 0.087 8.692 1.738 0.282 28.205 CG nearby N Shore intergenic
chr12 117,151,585 + CpG 0.0028 0.0004 0.833 83.333 0.407 40.741 0.214 21.396 4.279 0.222 22.234 4.447 -0.426 -42.593 CG nearby N Shelf Intron 12/22 Ptprn2 ENSMUSG00000056553 chr12:116485728-117276849 ENSMUST00000190247 75.170 73.608 3.719 25.556 -1.021 0.8987 protein tyrosine phosphatase, receptor type, N polypeptide 2 [Source:MGI Symbol;Acc:MGI:107418]
chr12 117,151,585 + CpG 0.0028 0.0004 0.833 83.333 0.407 40.741 0.214 21.396 4.279 0.222 22.234 4.447 -0.426 -42.593 CG nearby N Shelf Intron 12/22 Ptprn2 ENSMUSG00000056553 chr12:116485832-117276793 ENSMUST00000070733 188.927 138.711 5.908 37.259 -1.362 0.0384 protein tyrosine phosphatase, receptor type, N polypeptide 2 [Source:MGI Symbol;Acc:MGI:107418]
chr12 118,993,907 + CpG 0.0184 0.0184 0.366 36.585 0.614 61.404 0.128 12.821 2.564 0.235 23.529 4.706 0.248 24.818 CG Open Sea intergenic
chr12 119,959,757 + CpG 0.0273 0.1242 0.822 82.222 0.614 61.364 0.134 13.439 2.688 0.211 21.054 4.211 -0.209 -20.859 CG nearby Open Sea intergenic
chr12 120,021,364 + CpG 0.0202 0.0202 0.577 57.732 0.743 74.257 0.101 10.056 2.011 0.153 15.313 3.063 0.165 16.525 CG nearby Open Sea intergenic
chr13 6,134,966 + CpG 0.0236 0.0236 0.643 64.286 0.875 87.500 0.315 31.464 6.293 0.079 7.852 1.570 0.232 23.214 CG nearby Open Sea intergenic
chr13 17,174,357 + CpG 0.0358 0.0154 0.625 62.500 0.318 31.818 0.362 36.241 7.248 0.189 18.944 3.789 -0.307 -30.682 CG Open Sea Intron 12/13 Sugct ENSMUSG00000055137 chr13:16857854-17694732 ENSMUST00000068545 1.957 1.404 0.324 0.382 -1.394 0.0397 succinyl-CoA glutarate-CoA transferase [Source:MGI Symbol;Acc:MGI:1923221]
chr13 17,274,885 + CpG 0.0390 0.0390 0.750 75.000 0.481 48.148 0.167 16.681 3.336 0.211 21.113 4.223 -0.269 -26.852 CG nearby Open Sea Intron 11/13 Sugct ENSMUSG00000055137 chr13:16857854-17694732 ENSMUST00000068545 1.957 1.404 0.324 0.382 -1.394 0.0397 succinyl-CoA glutarate-CoA transferase [Source:MGI Symbol;Acc:MGI:1923221]
chr13 18,124,975 + CpG 0.0213 0.1643 0.872 87.234 0.658 65.789 0.089 8.880 1.776 0.104 10.379 2.076 -0.214 -21.445 CG nearby Open Sea intergenic
chr13 18,498,161 + CpG 0.0204 0.1786 0.111 11.111 0.341 34.146 0.084 8.425 1.685 0.333 33.254 6.651 0.230 23.035 CG Open Sea intergenic
chr13 28,419,893 + CpG 0.0298 0.0516 0.818 81.818 0.571 57.143 0.125 12.512 2.502 0.216 21.615 4.323 -0.247 -24.675 CG Open Sea intergenic
chr13 30,321,837 + CpG 0.0435 0.7729 0.452 45.161 0.762 76.190 0.375 37.546 7.509 0.205 20.514 4.103 0.310 31.029 CG nearby Open Sea intergenic
chr13 31,055,457 + CpG 0.0128 0.0341 0.571 57.143 0.311 31.111 0.243 24.312 4.862 0.156 15.649 3.130 -0.260 -26.032 CG Open Sea intergenic
chr13 31,809,179 + CpG 0.0234 0.5238 0.731 73.077 0.429 42.857 0.195 19.454 3.891 0.144 14.375 2.875 -0.302 -30.220 CG S Shore 3'UTR Foxc1 ENSMUSG00000050295 chr13:31806690-31810643 ENSMUST00000062292 0.537 1.079 0.180 0.373 2.010 0.0276 forkhead box C1 [Source:MGI Symbol;Acc:MGI:1347466]
chr13 38,156,414 + CpG 0.0057 0.0899 0.690 68.966 0.333 33.333 0.154 15.370 3.074 0.193 19.333 3.867 -0.356 -35.632 CG nearby Open Sea Intron 1/23 Dsp ENSMUSG00000054889 chr13:38151327-38198577 ENSMUST00000127906 7.642 6.206 0.688 0.783 -1.231 0.0154 desmoplakin [Source:MGI Symbol;Acc:MGI:109611]
chr13 38,156,414 + CpG 0.0057 0.0899 0.690 68.966 0.333 33.333 0.154 15.370 3.074 0.193 19.333 3.867 -0.356 -35.632 CG nearby Open Sea Intron 1/23 Dsp ENSMUSG00000054889 chr13:38151347-38198577 ENSMUST00000124830 12.101 9.446 0.516 1.330 -1.281 0.0082 desmoplakin [Source:MGI Symbol;Acc:MGI:109611]
chr13 39,834,314 + CpG 0.0217 0.0217 0.729 72.917 0.500 50.000 0.140 14.027 2.805 0.120 12.020 2.404 -0.229 -22.917 CG Open Sea intergenic
chr13 42,715,748 + CpG 0.0311 0.1630 0.821 82.051 0.541 54.098 0.377 37.732 7.546 0.262 26.175 5.235 -0.280 -27.953 CG nearby Open Sea Intron 3/3 Phactr1 ENSMUSG00000054728 chr13:42680798-42958901 ENSMUST00000132050 1.435 1.029 0.410 0.396 -1.396 0.1490 phosphatase and actin regulator 1 [Source:MGI Symbol;Acc:MGI:2659021]
chr13 42,715,748 + CpG 0.0311 0.1630 0.821 82.051 0.541 54.098 0.377 37.732 7.546 0.262 26.175 5.235 -0.280 -27.953 CG nearby Open Sea Intron 3/13 Phactr1 ENSMUSG00000054728 chr13:42681512-43135245 ENSMUST00000149235 16.972 11.642 1.435 5.456 -1.458 0.0938 phosphatase and actin regulator 1 [Source:MGI Symbol;Acc:MGI:2659021]
chr13 42,715,748 + CpG 0.0311 0.1630 0.821 82.051 0.541 54.098 0.377 37.732 7.546 0.262 26.175 5.235 -0.280 -27.953 CG nearby Open Sea Intron 1/12 Phactr1 ENSMUSG00000054728 chr13:42709580-43138526 ENSMUST00000148891 46.110 23.916 2.229 7.526 -1.928 0.0018 phosphatase and actin regulator 1 [Source:MGI Symbol;Acc:MGI:2659021]
chr13 45,193,113 + CpG 0.0224 0.0001 0.906 90.625 0.712 71.212 0.050 5.049 1.010 0.183 18.277 3.655 -0.194 -19.413 CG nearby Open Sea intergenic
chr13 55,899,277 + CpG 0.0099 0.1325 0.833 83.333 0.633 63.333 0.088 8.772 1.754 0.142 14.181 2.836 -0.200 -20.000 CG nearby Open Sea intergenic
chr13 58,007,626 + CpG 0.0472 0.1279 0.458 45.833 0.750 75.000 0.316 31.587 6.317 0.190 19.043 3.809 0.292 29.167 CG nearby Open Sea intergenic
chr13 59,608,150 + CpG 0.0360 0.1616 0.548 54.762 0.813 81.250 0.227 22.734 4.547 0.245 24.462 4.892 0.265 26.488 CG Open Sea Exon 9/23 Naa35 ENSMUSG00000021555 chr13:59585294-59634798 ENSMUST00000022038 16.970 16.499 0.613 1.185 -1.029 0.4598 N(alpha)-acetyltransferase 35, NatC auxiliary subunit [Source:MGI Symbol;Acc:MGI:1925939]
chr13 74,991,568 + CpG 0.0028 0.0224 0.841 84.058 0.554 55.385 0.092 9.157 1.831 0.183 18.257 3.651 -0.287 -28.673 CG nearby Open Sea intergenic
chr13 78,942,355 + CpG 0.0337 0.0956 0.803 80.303 0.639 63.889 0.135 13.458 2.692 0.108 10.814 2.163 -0.164 -16.414 CG nearby Open Sea intergenic
chr13 79,030,835 + CpG 0.0429 0.1821 0.667 66.667 0.825 82.456 0.186 18.649 3.730 0.056 5.620 1.124 0.158 15.789 CG nearby Open Sea intergenic
chr13 82,056,563 + CpG 0.0048 0.0048 0.250 25.000 0.655 65.517 0.150 15.023 3.005 0.204 20.418 4.084 0.405 40.517 CG nearby Open Sea intergenic
chr13 83,484,884 + CpG 0.0146 0.1515 0.435 43.478 0.761 76.087 0.302 30.164 6.033 0.186 18.579 3.716 0.326 32.609 CG Open Sea intergenic
chr13 85,733,557 + CpG 0.0276 0.0276 0.653 65.306 0.854 85.417 0.199 19.885 3.977 0.387 38.660 7.732 0.201 20.111 CG nearby Open Sea intergenic
chr13 89,600,665 + CpG 0.0433 0.0001 0.645 64.516 0.394 39.394 0.318 31.843 6.369 0.124 12.381 2.476 -0.251 -25.122 CG nearby Open Sea Intron 2/4 Hapln1 ENSMUSG00000021613 chr13:89540635-89611832 ENSMUST00000022108 9.031 10.162 0.954 4.451 1.125 0.6057 hyaluronan and proteoglycan link protein 1 [Source:MGI Symbol;Acc:MGI:1337006]
chr13 91,387,334 + CpG 0.0136 0.2109 0.375 37.500 0.773 77.273 0.361 36.090 7.218 0.194 19.405 3.881 0.398 39.773 CG nearby Open Sea intergenic
chr13 91,635,697 + CpG 0.0385 0.1148 0.644 64.407 0.439 43.860 0.260 25.981 5.196 0.159 15.875 3.175 -0.205 -20.547 CG nearby Open Sea Intron 2/3 Ssbp2 ENSMUSG00000003992 chr13:91539342-91657776 ENSMUST00000133984 1.581 1.174 0.858 0.486 -1.346 0.3904 single-stranded DNA binding protein 2 [Source:MGI Symbol;Acc:MGI:1914220]
chr13 91,635,697 + CpG 0.0385 0.1148 0.644 64.407 0.439 43.860 0.260 25.981 5.196 0.159 15.875 3.175 -0.205 -20.547 CG nearby Open Sea Intron 4/12 Ssbp2 ENSMUSG00000003992 chr13:91460282-91688866 ENSMUST00000156547 6.751 5.275 1.508 1.530 -1.280 0.1629 single-stranded DNA binding protein 2 [Source:MGI Symbol;Acc:MGI:1914220]
chr13 91,635,697 + CpG 0.0385 0.1148 0.644 64.407 0.439 43.860 0.260 25.981 5.196 0.159 15.875 3.175 -0.205 -20.547 CG nearby Open Sea Intron 4/15 Ssbp2 ENSMUSG00000003992 chr13:91461090-91701236 ENSMUST00000042122 8.279 6.100 0.825 0.805 -1.357 0.0029 single-stranded DNA binding protein 2 [Source:MGI Symbol;Acc:MGI:1914220]
chr13 94,471,378 + CpG 0.0147 0.2457 0.448 44.828 0.759 75.862 0.250 25.006 5.001 0.114 11.435 2.287 0.310 31.034 CG Open Sea Intron 15/26 Ap3b1 ENSMUSG00000021686 chr13:94358959-94566316 ENSMUST00000022196 14.298 14.620 0.483 0.898 1.022 0.5062 adaptor-related protein complex 3, beta 1 subunit [Source:MGI Symbol;Acc:MGI:1333879]
chr13 97,135,607 + CpG 0.0101 0.7478 0.717 71.698 0.907 90.741 0.131 13.075 2.615 0.059 5.853 1.171 0.190 19.043 CG N Shelf Exon 2/6 Nsa2 ENSMUSG00000060739 chr13:97129426-97137926 ENSMUST00000073456 26.864 34.493 1.230 11.169 1.284 0.2019 NSA2 ribosome biogenesis homolog [Source:MGI Symbol;Acc:MGI:1913883]
chr13 98,920,672 + CpG 0.0246 0.0258 0.200 20.000 0.439 43.860 0.182 18.155 3.631 0.124 12.415 2.483 0.239 23.860 CG nearby Open Sea Intron 1/23 Tnpo1 ENSMUSG00000009470 chr13:98839018-98926384 ENSMUST00000109401 31.008 28.403 1.732 3.270 -1.092 0.1659 transportin 1 [Source:MGI Symbol;Acc:MGI:2681523]
chr13 100,093,458 + CpG 0.0054 0.0010 0.167 16.667 0.515 51.515 0.121 12.068 2.414 0.270 27.019 5.404 0.348 34.848 CG Open Sea Exon 5/39 Bdp1 ENSMUSG00000049658 chr13:100017993-100104070 ENSMUST00000038104 2.811 2.819 0.303 0.368 1.003 0.9692 B double prime 1, subunit of RNA polymerase III transcription initiation factor IIIB [Source:MGI Symbol;Acc:MGI:1347077]
chr13 101,119,334 + CpG 0.0094 0.5422 0.545 54.545 0.800 80.000 0.224 22.450 4.490 0.053 5.278 1.056 0.255 25.455 CG nearby Open Sea intergenic
chr13 103,244,412 + CpG 0.0254 0.0001 0.233 23.333 0.542 54.167 0.201 20.068 4.014 0.361 36.132 7.226 0.308 30.833 CG nearby Open Sea Intron 1/26 Mast4 ENSMUSG00000034751 chr13:102732485-103334192 ENSMUST00000166726 1.717 1.509 0.316 0.395 -1.137 0.3871 microtubule associated serine/threonine kinase family member 4 [Source:MGI Symbol;Acc:MGI:1918885]
chr13 103,244,412 + CpG 0.0254 0.0001 0.233 23.333 0.542 54.167 0.201 20.068 4.014 0.361 36.132 7.226 0.308 30.833 CG nearby Open Sea Intron 1/28 Mast4 ENSMUSG00000034751 chr13:102732490-103334460 ENSMUST00000167058 5.867 5.185 0.654 1.060 -1.131 0.2626 microtubule associated serine/threonine kinase family member 4 [Source:MGI Symbol;Acc:MGI:1918885]
chr13 104,742,770 + CpG 0.0006 0.0002 0.406 40.580 0.761 76.056 0.219 21.877 4.375 0.178 17.808 3.562 0.355 35.477 CG nearby Open Sea Intron 10/13 Cwc27 ENSMUSG00000021715 chr13:104631139-104816953 ENSMUST00000022228 9.000 9.324 0.831 0.391 1.036 0.4616 CWC27 spliceosome-associated protein [Source:MGI Symbol;Acc:MGI:1914535]
chr13 105,131,369 + CpG 0.0339 0.1617 0.643 64.286 0.872 87.179 0.228 22.782 4.556 0.206 20.616 4.123 0.229 22.894 CG Open Sea intergenic
chr13 106,201,696 + CpG 0.0080 0.0443 0.333 33.333 0.696 69.565 0.323 32.290 6.458 0.143 14.337 2.867 0.362 36.232 CG nearby Open Sea intergenic
chr13 108,263,119 + CpG 0.0296 0.8527 0.440 44.000 0.762 76.190 0.071 7.089 1.418 0.211 21.095 4.219 0.322 32.190 CG nearby Open Sea Intron 2/7 Elovl7 ENSMUSG00000021696 chr13:108214403-108287105 ENSMUST00000022207 1.023 1.737 0.127 1.035 1.698 0.1981 ELOVL family member 7, elongation of long chain fatty acids (yeast) [Source:MGI Symbol;Acc:MGI:1921809]
chr13 113,514,901 + CpG 0.0202 0.0074 0.741 74.138 0.528 52.830 0.158 15.805 3.161 0.075 7.454 1.491 -0.213 -21.308 CG nearby Open Sea intergenic
chr13 114,604,310 + CpG 0.0408 0.0638 0.567 56.667 0.736 73.611 0.078 7.751 1.550 0.167 16.685 3.337 0.169 16.944 CG Open Sea intergenic
chr13 119,315,582 + CpG 0.0323 0.1731 0.711 71.053 0.476 47.619 0.181 18.066 3.613 0.169 16.919 3.384 -0.234 -23.434 CG nearby Open Sea intergenic
chr14 16,189,963 + CpG 0.0341 0.0671 0.889 88.889 0.655 65.517 0.098 9.832 1.966 0.186 18.613 3.723 -0.234 -23.372 CG nearby Open Sea intergenic
chr14 18,884,797 + CpG 0.0338 0.0338 0.276 27.586 0.619 61.905 0.219 21.925 4.385 0.342 34.157 6.831 0.343 34.319 CG nearby Open Sea Intron 2/4 Ube2e2 ENSMUSG00000058317 chr14:18586887-18893414 ENSMUST00000151926 0.820 1.530 0.433 0.343 1.867 0.0218 ubiquitin-conjugating enzyme E2E 2 [Source:MGI Symbol;Acc:MGI:2384997]
chr14 18,884,797 + CpG 0.0338 0.0338 0.276 27.586 0.619 61.905 0.219 21.925 4.385 0.342 34.157 6.831 0.343 34.319 CG nearby Open Sea Intron 1/3 Ube2e2 ENSMUSG00000058317 chr14:18574362-18888393 ENSMUST00000176843 1.223 1.489 0.653 1.104 1.217 0.6586 ubiquitin-conjugating enzyme E2E 2 [Source:MGI Symbol;Acc:MGI:2384997]
chr14 18,884,797 + CpG 0.0338 0.0338 0.276 27.586 0.619 61.905 0.219 21.925 4.385 0.342 34.157 6.831 0.343 34.319 CG nearby Open Sea Intron 1/5 Ube2e2 ENSMUSG00000058317 chr14:18574040-18888297 ENSMUST00000175643 2.717 2.438 0.773 0.287 -1.115 0.4817 ubiquitin-conjugating enzyme E2E 2 [Source:MGI Symbol;Acc:MGI:2384997]
chr14 18,884,797 + CpG 0.0338 0.0338 0.276 27.586 0.619 61.905 0.219 21.925 4.385 0.342 34.157 6.831 0.343 34.319 CG nearby Open Sea Intron 1/4 Ube2e2 ENSMUSG00000058317 chr14:18574293-18888441 ENSMUST00000076133 4.176 3.929 1.232 0.874 -1.063 0.7247 ubiquitin-conjugating enzyme E2E 2 [Source:MGI Symbol;Acc:MGI:2384997]
chr14 18,884,797 + CpG 0.0338 0.0338 0.276 27.586 0.619 61.905 0.219 21.925 4.385 0.342 34.157 6.831 0.343 34.319 CG nearby Open Sea Intron 2/5 Ube2e2 ENSMUSG00000058317 chr14:18573576-18893776 ENSMUST00000150727 5.280 5.285 0.246 0.655 1.001 0.9878 ubiquitin-conjugating enzyme E2E 2 [Source:MGI Symbol;Acc:MGI:2384997]
chr14 22,362,926 + CpG 0.0251 0.0004 0.300 30.000 0.650 65.000 0.183 18.318 3.664 0.189 18.944 3.789 0.350 35.000 CG Open Sea Intron 2/6 1700112E06Rik ENSMUSG00000063458 chr14:22019711-23056085 ENSMUST00000075639 1.638 1.367 0.553 0.859 -1.199 0.5714
chr14 22,393,638 + CpG 0.0096 0.0152 0.357 35.714 0.686 68.571 0.120 12.044 2.409 0.133 13.279 2.656 0.329 32.857 CG Open Sea Intron 2/6 1700112E06Rik ENSMUSG00000063458 chr14:22019711-23056085 ENSMUST00000075639 1.638 1.367 0.553 0.859 -1.199 0.5714
chr14 32,970,080 + CpG 0.0014 0.0488 0.508 50.820 0.773 77.273 0.131 13.059 2.612 0.123 12.311 2.462 0.265 26.453 CG nearby Open Sea Intron 57/61 Wdfy4 ENSMUSG00000051506 chr14:32959569-33185066 ENSMUST00000130509 0.373 1.395 0.374 1.089 3.742 0.1048 WD repeat and FYVE domain containing 4 [Source:MGI Symbol;Acc:MGI:3584510]
chr14 34,496,484 + CpG 0.0111 0.0660 0.237 23.684 0.565 56.522 0.152 15.232 3.046 0.240 24.044 4.809 0.328 32.838 CG nearby Open Sea Intron 1/12 Bmpr1a ENSMUSG00000021796 chr14:34410733-34502687 ENSMUST00000049005 16.480 14.667 0.497 1.019 -1.124 0.0124 bone morphogenetic protein receptor, type 1A [Source:MGI Symbol;Acc:MGI:1338938]
chr14 38,793,637 + CpG 0.0086 0.1247 0.869 86.885 0.656 65.574 0.176 17.603 3.521 0.168 16.799 3.360 -0.213 -21.311 CG nearby Open Sea intergenic
chr14 40,255,457 + CpG 0.0347 0.3385 0.586 58.621 0.778 77.778 0.150 14.966 2.993 0.172 17.218 3.444 0.192 19.157 CG nearby Open Sea intergenic
chr14 48,454,549 + CpG 0.0101 0.0751 0.273 27.273 0.578 57.778 0.206 20.593 4.119 0.166 16.601 3.320 0.305 30.505 CG Open Sea Intron 3/15 Tmem260 ENSMUSG00000036339 chr14:48446381-48515135 ENSMUST00000111735 4.931 5.075 0.231 0.387 1.029 0.4998 transmembrane protein 260 [Source:MGI Symbol;Acc:MGI:2443219]
chr14 48,911,397 + CpG 0.0418 0.2505 0.279 27.907 0.532 53.226 0.100 9.993 1.999 0.263 26.301 5.260 0.253 25.319 CG nearby Open Sea intergenic
chr14 48,911,404 + CpG 0.0096 0.2505 0.360 36.000 0.600 60.000 0.036 3.606 0.721 0.140 13.990 2.798 0.240 24.000 CG nearby Open Sea intergenic
chr14 50,969,571 + CpG 0.0411 0.1904 0.745 74.510 0.551 55.102 0.133 13.296 2.659 0.155 15.485 3.097 -0.194 -19.408 CG nearby Open Sea intergenic
chr14 55,108,197 + CpG 0.0473 0.3850 0.490 48.980 0.678 67.797 0.228 22.805 4.561 0.155 15.466 3.093 0.188 18.817 CG Open Sea 3'UTR Jph4 ENSMUSG00000022208 chr14:55106829-55116935 ENSMUST00000022819 1.037 1.258 0.193 0.142 1.212 0.0766 junctophilin 4 [Source:MGI Symbol;Acc:MGI:2443113]
chr14 55,108,197 + CpG 0.0473 0.3850 0.490 48.980 0.678 67.797 0.228 22.805 4.561 0.155 15.466 3.093 0.188 18.817 CG Open Sea 3'UTR Jph4 ENSMUSG00000022208 chr14:55107276-55115552 ENSMUST00000124493 1.170 1.329 0.242 0.527 1.136 0.5649 junctophilin 4 [Source:MGI Symbol;Acc:MGI:2443113]
chr14 55,108,197 + CpG 0.0473 0.3850 0.490 48.980 0.678 67.797 0.228 22.805 4.561 0.155 15.466 3.093 0.188 18.817 CG Open Sea TSS 2000 Ap1g2 ENSMUSG00000040701 chr14:55098849-55106593 ENSMUST00000036041 2.500 2.428 0.323 0.745 -1.030 0.8483 adaptor protein complex AP-1, gamma 2 subunit [Source:MGI Symbol;Acc:MGI:1328307]
chr14 55,108,197 + CpG 0.0473 0.3850 0.490 48.980 0.678 67.797 0.228 22.805 4.561 0.155 15.466 3.093 0.188 18.817 CG Open Sea TSS 2000 Ap1g2 ENSMUSG00000040701 chr14:55098577-55106534 ENSMUST00000151314 3.307 3.002 0.282 0.185 -1.102 0.0829 adaptor protein complex AP-1, gamma 2 subunit [Source:MGI Symbol;Acc:MGI:1328307]
chr14 67,273,880 + CpG 0.0119 0.0556 0.854 85.417 0.630 63.043 0.121 12.117 2.423 0.173 17.330 3.466 -0.224 -22.373 CG nearby Open Sea TSS 1500 Gm23178 ENSMUSG00000080432 chr14:67274868-67274963 ENSMUST00000116782 0.000 13.532 0.000 30.258 #ZAHL! 0.3739 predicted gene, 23178 [Source:MGI Symbol;Acc:MGI:5452955]
chr14 68,219,151 + CpG 0.0163 0.0088 0.152 15.152 0.455 45.455 0.120 11.987 2.397 0.236 23.641 4.728 0.303 30.303 CG nearby Open Sea intergenic
chr14 68,293,549 + CpG 0.0045 0.1248 0.813 81.250 0.433 43.333 0.107 10.747 2.149 0.328 32.779 6.556 -0.379 -37.917 CG nearby Open Sea intergenic
chr14 72,566,118 + CpG 0.0128 0.0285 0.515 51.515 0.829 82.857 0.231 23.106 4.621 0.202 20.245 4.049 0.313 31.342 CG Open Sea TSS 1500 Fndc3a ENSMUSG00000033487 chr14:72561446-72564718 ENSMUST00000159144 0.991 1.307 0.209 0.617 1.319 0.3280 fibronectin type III domain containing 3A [Source:MGI Symbol;Acc:MGI:1196463]
chr14 72,566,118 + CpG 0.0128 0.0285 0.515 51.515 0.829 82.857 0.231 23.106 4.621 0.202 20.245 4.049 0.313 31.342 CG Open Sea Exon 14/15 Fndc3a ENSMUSG00000033487 chr14:72564741-72709542 ENSMUST00000162478 1.445 2.518 0.371 1.445 1.743 0.1746 fibronectin type III domain containing 3A [Source:MGI Symbol;Acc:MGI:1196463]
chr14 72,566,118 + CpG 0.0128 0.0285 0.515 51.515 0.829 82.857 0.231 23.106 4.621 0.202 20.245 4.049 0.313 31.342 CG Open Sea Exon 12/24 Fndc3a ENSMUSG00000033487 chr14:72539529-72602962 ENSMUST00000162825 4.342 3.990 1.983 2.967 -1.088 0.8320 fibronectin type III domain containing 3A [Source:MGI Symbol;Acc:MGI:1196463]
chr14 72,566,118 + CpG 0.0128 0.0285 0.515 51.515 0.829 82.857 0.231 23.106 4.621 0.202 20.245 4.049 0.313 31.342 CG Open Sea Exon 14/26 Fndc3a ENSMUSG00000033487 chr14:72537945-72710003 ENSMUST00000089017 75.487 69.668 3.562 15.790 -1.084 0.4626 fibronectin type III domain containing 3A [Source:MGI Symbol;Acc:MGI:1196463]
chr14 81,989,439 + CpG 0.0452 0.0452 0.528 52.830 0.750 75.000 0.230 22.954 4.591 0.122 12.222 2.444 0.222 22.170 CG Open Sea intergenic
chr14 82,086,532 + CpG 0.0396 0.0587 0.522 52.174 0.800 80.000 0.259 25.864 5.173 0.179 17.889 3.578 0.278 27.826 CG Open Sea intergenic
chr14 84,506,006 + CpG 0.0323 0.4148 0.444 44.444 0.733 73.333 0.292 29.180 5.836 0.167 16.692 3.338 0.289 28.889 CG nearby Open Sea Intron 3/3 Pcdh17 ENSMUSG00000035566 chr14:84443562-84537060 ENSMUST00000071370 1.039 0.864 0.165 0.240 -1.203 0.2197 protocadherin 17 [Source:MGI Symbol;Acc:MGI:2684924]
chr14 84,994,473 + CpG 0.0365 0.2733 0.889 88.889 0.686 68.571 0.141 14.134 2.827 0.217 21.667 4.333 -0.203 -20.317 CG nearby Open Sea intergenic
chr14 90,988,700 + CpG 0.0296 0.0296 0.765 76.471 0.500 50.000 0.052 5.217 1.043 0.101 10.104 2.021 -0.265 -26.471 CG nearby Open Sea intergenic
chr14 91,237,799 + CpG 0.0325 0.0640 0.512 51.220 0.738 73.810 0.274 27.352 5.470 0.143 14.258 2.852 0.226 22.590 CG nearby Open Sea intergenic
chr14 93,014,134 + CpG 0.0072 0.7729 0.500 50.000 0.839 83.871 0.288 28.798 5.760 0.089 8.888 1.778 0.339 33.871 CG Open Sea intergenic
chr14 96,033,032 + CpG 0.0351 0.0104 0.393 39.286 0.680 68.000 0.123 12.338 2.468 0.188 18.791 3.758 0.287 28.714 CG nearby Open Sea intergenic
chr14 97,868,296 + CpG 0.0318 0.0001 0.171 17.143 0.414 41.379 0.094 9.351 1.870 0.288 28.783 5.757 0.242 24.236 CG Open Sea Intron 7/11 Dach1 ENSMUSG00000055639 chr14:97786852-98169543 ENSMUST00000071533 1.936 1.800 0.478 0.523 -1.076 0.6790 dachshund family transcription factor 1 [Source:MGI Symbol;Acc:MGI:1277991]
chr14 97,868,296 + CpG 0.0318 0.0001 0.171 17.143 0.414 41.379 0.094 9.351 1.870 0.288 28.783 5.757 0.242 24.236 CG Open Sea Intron 6/10 Dach1 ENSMUSG00000055639 chr14:97786852-98169543 ENSMUST00000069334 9.824 5.797 1.319 1.484 -1.695 0.0020 dachshund family transcription factor 1 [Source:MGI Symbol;Acc:MGI:1277991]
chr14 97,868,353 + CpG 0.0392 0.0003 0.182 18.182 0.478 47.826 0.221 22.083 4.417 0.272 27.244 5.449 0.296 29.644 CG Open Sea Intron 7/11 Dach1 ENSMUSG00000055639 chr14:97786852-98169543 ENSMUST00000071533 1.936 1.800 0.478 0.523 -1.076 0.6790 dachshund family transcription factor 1 [Source:MGI Symbol;Acc:MGI:1277991]
chr14 97,868,353 + CpG 0.0392 0.0003 0.182 18.182 0.478 47.826 0.221 22.083 4.417 0.272 27.244 5.449 0.296 29.644 CG Open Sea Intron 6/10 Dach1 ENSMUSG00000055639 chr14:97786852-98169543 ENSMUST00000069334 9.824 5.797 1.319 1.484 -1.695 0.0020 dachshund family transcription factor 1 [Source:MGI Symbol;Acc:MGI:1277991]
chr14 97,957,246 + CpG 0.0037 0.0010 0.900 90.000 0.588 58.824 0.084 8.447 1.689 0.119 11.896 2.379 -0.312 -31.176 CG nearby Open Sea Intron 3/11 Dach1 ENSMUSG00000055639 chr14:97786852-98169543 ENSMUST00000071533 1.936 1.800 0.478 0.523 -1.076 0.6790 dachshund family transcription factor 1 [Source:MGI Symbol;Acc:MGI:1277991]
chr14 97,957,246 + CpG 0.0037 0.0010 0.900 90.000 0.588 58.824 0.084 8.447 1.689 0.119 11.896 2.379 -0.312 -31.176 CG nearby Open Sea Intron 3/10 Dach1 ENSMUSG00000055639 chr14:97786852-98169543 ENSMUST00000069334 9.824 5.797 1.319 1.484 -1.695 0.0020 dachshund family transcription factor 1 [Source:MGI Symbol;Acc:MGI:1277991]
chr14 98,040,690 + CpG 0.0113 0.0113 0.309 30.851 0.506 50.588 0.141 14.123 2.825 0.123 12.350 2.470 0.197 19.737 CG nearby Open Sea Intron 1/11 Dach1 ENSMUSG00000055639 chr14:97786852-98169543 ENSMUST00000071533 1.936 1.800 0.478 0.523 -1.076 0.6790 dachshund family transcription factor 1 [Source:MGI Symbol;Acc:MGI:1277991]
chr14 98,040,690 + CpG 0.0113 0.0113 0.309 30.851 0.506 50.588 0.141 14.123 2.825 0.123 12.350 2.470 0.197 19.737 CG nearby Open Sea Intron 1/10 Dach1 ENSMUSG00000055639 chr14:97786852-98169543 ENSMUST00000069334 9.824 5.797 1.319 1.484 -1.695 0.0020 dachshund family transcription factor 1 [Source:MGI Symbol;Acc:MGI:1277991]
chr14 98,070,501 + CpG 0.0193 0.0193 0.455 45.455 0.694 69.388 0.058 5.786 1.157 0.151 15.055 3.011 0.239 23.933 CG Open Sea Intron 1/11 Dach1 ENSMUSG00000055639 chr14:97786852-98169543 ENSMUST00000071533 1.936 1.800 0.478 0.523 -1.076 0.6790 dachshund family transcription factor 1 [Source:MGI Symbol;Acc:MGI:1277991]
chr14 98,070,501 + CpG 0.0193 0.0193 0.455 45.455 0.694 69.388 0.058 5.786 1.157 0.151 15.055 3.011 0.239 23.933 CG Open Sea Intron 1/10 Dach1 ENSMUSG00000055639 chr14:97786852-98169543 ENSMUST00000069334 9.824 5.797 1.319 1.484 -1.695 0.0020 dachshund family transcription factor 1 [Source:MGI Symbol;Acc:MGI:1277991]



chr14 98,108,896 + CpG 0.0288 0.0002 0.135 13.462 0.382 38.235 0.097 9.745 1.949 0.205 20.542 4.108 0.248 24.774 CG Open Sea Intron 1/11 Dach1 ENSMUSG00000055639 chr14:97786852-98169543 ENSMUST00000071533 1.936 1.800 0.478 0.523 -1.076 0.6790 dachshund family transcription factor 1 [Source:MGI Symbol;Acc:MGI:1277991]
chr14 98,108,896 + CpG 0.0288 0.0002 0.135 13.462 0.382 38.235 0.097 9.745 1.949 0.205 20.542 4.108 0.248 24.774 CG Open Sea Intron 1/10 Dach1 ENSMUSG00000055639 chr14:97786852-98169543 ENSMUST00000069334 9.824 5.797 1.319 1.484 -1.695 0.0020 dachshund family transcription factor 1 [Source:MGI Symbol;Acc:MGI:1277991]
chr14 98,789,800 + CpG 0.0095 0.0339 0.810 80.952 0.435 43.478 0.096 9.603 1.921 0.276 27.639 5.528 -0.375 -37.474 CG nearby Open Sea intergenic
chr14 101,044,765 + CpG 0.0210 0.2263 0.889 88.889 0.560 56.000 0.205 20.501 4.100 0.303 30.277 6.055 -0.329 -32.889 CG nearby Open Sea intergenic
chr14 102,599,096 + CpG 0.0121 0.0184 0.164 16.364 0.415 41.509 0.122 12.172 2.434 0.249 24.915 4.983 0.251 25.146 CG nearby Open Sea intergenic
chr14 103,344,108 + CpG 0.0170 0.0001 0.786 78.571 0.636 63.551 0.127 12.657 2.531 0.069 6.857 1.371 -0.150 -15.020 CG nearby N Shelf Intron 1/84 Mycbp2 ENSMUSG00000033004 chr14:103113410-103346800 ENSMUST00000159855 1.329 1.773 0.374 0.406 1.334 0.1100 MYC binding protein 2 [Source:MGI Symbol;Acc:MGI:2179432]
chr14 103,344,108 + CpG 0.0170 0.0001 0.786 78.571 0.636 63.551 0.127 12.657 2.531 0.069 6.857 1.371 -0.150 -15.020 CG nearby N Shelf Intron 1/82 Mycbp2 ENSMUSG00000033004 chr14:103113410-103346418 ENSMUST00000160758 5.470 4.900 0.590 1.210 -1.116 0.3810 MYC binding protein 2 [Source:MGI Symbol;Acc:MGI:2179432]
chr14 104,030,526 + CpG 0.0225 0.0555 0.476 47.619 0.684 68.421 0.270 26.978 5.396 0.085 8.454 1.691 0.208 20.802 CG nearby Open Sea intergenic
chr14 111,110,986 + CpG 0.0291 0.3358 0.594 59.375 0.839 83.871 0.145 14.453 2.891 0.127 12.678 2.536 0.245 24.496 CG Open Sea intergenic
chr14 112,256,058 + CpG 0.0037 0.3000 0.533 53.333 0.829 82.927 0.166 16.550 3.310 0.120 11.971 2.394 0.296 29.593 CG nearby Open Sea intergenic
chr14 114,025,291 + CpG 0.0190 0.0075 0.870 86.957 0.688 68.750 0.092 9.216 1.843 0.177 17.742 3.548 -0.182 -18.207 CG Open Sea intergenic
chr14 114,877,041 + CpG 0.0346 0.7772 0.858 85.841 0.731 73.109 0.177 17.732 3.546 0.126 12.620 2.524 -0.127 -12.731 CG Open Sea intergenic
chr14 115,769,592 + CpG 0.0212 0.0212 0.550 55.000 0.783 78.261 0.216 21.574 4.315 0.089 8.892 1.778 0.233 23.261 CG nearby Open Sea intergenic
chr14 118,194,132 + CpG 0.0445 0.4628 0.679 67.857 0.878 87.805 0.373 37.310 7.462 0.104 10.390 2.078 0.199 19.948 CG nearby Open Sea intergenic
chr14 124,361,655 + CpG 0.0371 0.3404 0.500 50.000 0.672 67.188 0.239 23.943 4.789 0.172 17.234 3.447 0.172 17.188 CG nearby Open Sea intergenic
chr15 6,057,681 + CpG 0.0379 0.0415 0.783 78.261 0.500 50.000 0.157 15.684 3.137 0.291 29.143 5.829 -0.283 -28.261 CG nearby Open Sea intergenic
chr15 6,210,941 + CpG 0.0105 0.0989 0.235 23.529 0.526 52.632 0.167 16.679 3.336 0.244 24.407 4.881 0.291 29.102 cg Open Sea intergenic
chr15 6,216,214 + CpG 0.0229 0.2763 0.259 25.926 0.586 58.621 0.399 39.924 7.985 0.239 23.950 4.790 0.327 32.695 CG nearby Open Sea intergenic
chr15 7,044,352 + CpG 0.0243 0.0806 0.833 83.333 0.536 53.571 0.107 10.745 2.149 0.375 37.501 7.500 -0.298 -29.762 CG Open Sea intergenic
chr15 8,662,653 + CpG 0.0271 0.1534 0.569 56.897 0.794 79.412 0.207 20.654 4.131 0.155 15.457 3.091 0.225 22.515 CG nearby Open Sea intergenic
chr15 8,881,216 + CpG 0.0226 0.5127 0.864 86.441 0.696 69.565 0.106 10.567 2.113 0.163 16.344 3.269 -0.169 -16.875 CG nearby Open Sea intergenic
chr15 9,182,494 + CpG 0.0439 0.0368 0.280 28.000 0.583 58.333 0.256 25.628 5.126 0.370 36.978 7.396 0.303 30.333 CG Open Sea Exon 14/18 Lmbrd2 ENSMUSG00000039704 chr15:9140620-9198318 ENSMUST00000090380 8.046 8.228 0.952 2.103 1.023 0.8668 LMBR1 domain containing 2 [Source:MGI Symbol;Acc:MGI:2444173]
chr15 11,911,929 + CpG 0.0350 0.0027 0.259 25.926 0.533 53.333 0.208 20.827 4.165 0.192 19.210 3.842 0.274 27.407 CG nearby Open Sea intergenic
chr15 13,286,569 + CpG 0.0191 0.0191 0.855 85.484 0.729 72.897 0.075 7.457 1.491 0.058 5.802 1.160 -0.126 -12.587 CG nearby Open Sea intergenic
chr15 13,734,336 + CpG 0.0117 0.1655 0.559 55.932 0.784 78.431 0.270 27.000 5.400 0.130 13.013 2.603 0.225 22.499 CG nearby Open Sea intergenic
chr15 15,791,054 + CpG 0.0351 0.1823 0.607 60.714 0.867 86.667 0.256 25.580 5.116 0.145 14.487 2.897 0.260 25.952 CG nearby Open Sea intergenic
chr15 16,286,338 + CpG 0.0239 0.0144 0.552 55.172 0.767 76.744 0.095 9.523 1.905 0.158 15.772 3.154 0.216 21.572 CG nearby Open Sea intergenic
chr15 16,530,442 + CpG 0.0313 0.3920 0.444 44.444 0.714 71.429 0.285 28.491 5.698 0.338 33.819 6.764 0.270 26.984 CG Open Sea intergenic
chr15 17,729,566 + CpG 0.0456 0.0211 0.634 63.415 0.830 82.979 0.187 18.693 3.739 0.062 6.238 1.248 0.196 19.564 CG nearby Open Sea intergenic
chr15 20,428,172 + CpG 0.0244 0.0235 0.333 33.333 0.595 59.459 0.332 33.156 6.631 0.206 20.639 4.128 0.261 26.126 CG Open Sea intergenic
chr15 20,443,133 + CpG 0.0072 0.1524 0.476 47.619 0.787 78.723 0.314 31.355 6.271 0.082 8.237 1.647 0.311 31.104 CG nearby Open Sea intergenic
chr15 20,462,487 + CpG 0.0364 0.2526 0.750 75.000 0.500 50.000 0.258 25.753 5.151 0.126 12.578 2.516 -0.250 -25.000 CG nearby Open Sea intergenic
chr15 20,836,701 + CpG 0.0082 0.4093 0.557 55.738 0.814 81.395 0.270 26.993 5.399 0.135 13.521 2.704 0.257 25.658 CG nearby Open Sea intergenic
chr15 21,076,079 + CpG 0.0204 0.0190 0.659 65.909 0.886 88.571 0.183 18.312 3.662 0.091 9.109 1.822 0.227 22.662 CG Open Sea intergenic
chr15 23,690,336 + CpG 0.0423 0.0423 0.813 81.250 0.552 55.172 0.140 13.987 2.797 0.234 23.365 4.673 -0.261 -26.078 CG nearby Open Sea intergenic
chr15 23,896,550 + CpG 0.0230 0.9673 0.786 78.571 0.543 54.286 0.365 36.504 7.301 0.273 27.270 5.454 -0.243 -24.286 CG nearby Open Sea intergenic
chr15 23,988,046 + CpG 0.0164 0.0846 0.282 28.205 0.556 55.556 0.178 17.795 3.559 0.161 16.055 3.211 0.274 27.350 CG nearby Open Sea intergenic
chr15 25,208,231 + CpG 0.0234 0.0229 0.423 42.308 0.731 73.077 0.250 24.972 4.994 0.161 16.104 3.221 0.308 30.769 CG nearby Open Sea intergenic
chr15 26,406,157 + CpG 0.0348 0.2038 0.667 66.667 0.350 35.000 0.183 18.257 3.651 0.253 25.276 5.055 -0.317 -31.667 CG nearby Open Sea intergenic
chr15 27,308,919 + CpG 0.0489 0.2292 0.792 79.167 0.522 52.174 0.185 18.499 3.700 0.239 23.875 4.775 -0.270 -26.993 CG nearby Open Sea intergenic
chr15 28,890,885 + CpG 0.0015 0.0066 0.262 26.190 0.658 65.789 0.187 18.708 3.742 0.202 20.230 4.046 0.396 39.599 CG nearby Open Sea intergenic
chr15 30,414,823 + CpG 0.0482 0.4404 0.673 67.347 0.481 48.148 0.308 30.786 6.157 0.102 10.163 2.033 -0.192 -19.199 CG nearby Open Sea Intron 2/22 Ctnnd2 ENSMUSG00000022240 chr15:30172592-31029311 ENSMUST00000081728 7.744 5.838 0.650 1.430 -1.327 0.0376 catenin (cadherin associated protein), delta 2 [Source:MGI Symbol;Acc:MGI:1195966]
chr15 32,198,036 + CpG 0.0380 0.5940 0.500 50.000 0.708 70.833 0.233 23.291 4.658 0.152 15.192 3.038 0.208 20.833 CG nearby Open Sea intergenic
chr15 32,396,547 + CpG 0.0142 0.1072 0.619 61.905 0.889 88.889 0.313 31.292 6.258 0.415 41.500 8.300 0.270 26.984 cg Open Sea Intron 2/22 Sema5a ENSMUSG00000022231 chr15:32244812-32696341 ENSMUST00000067458 1.197 2.597 0.210 1.576 2.170 0.1178 sema domain, seven thrombospondin repeats (type 1 and type 1-like), transmembrane domain (TM) and short cytoplasmic domain, (semaphorin) 5A [Source:MGI Symbol;Acc:MGI:107556]
chr15 35,999,594 + CpG 0.0488 0.0488 0.783 78.313 0.887 88.696 0.057 5.698 1.140 0.053 5.263 1.053 0.104 10.382 CG Open Sea intergenic
chr15 37,060,797 + CpG 0.0169 0.3163 0.622 62.222 0.861 86.111 0.206 20.603 4.121 0.120 12.042 2.408 0.239 23.889 CG nearby Open Sea intergenic
chr15 40,171,782 + CpG 0.0341 0.0759 0.786 78.571 0.559 55.882 0.152 15.230 3.046 0.276 27.613 5.523 -0.227 -22.689 CG nearby Open Sea intergenic
chr15 40,354,723 + CpG 0.0415 0.0065 0.167 16.667 0.378 37.838 0.137 13.744 2.749 0.117 11.716 2.343 0.212 21.171 CG Open Sea intergenic
chr15 40,658,282 + CpG 0.0183 0.3149 0.125 12.500 0.455 45.455 0.091 9.077 1.815 0.333 33.281 6.656 0.330 32.955 CG S Shelf intergenic
chr15 41,081,465 + CpG 0.0144 0.1152 0.278 27.778 0.593 59.259 0.159 15.874 3.175 0.202 20.232 4.046 0.315 31.481 CG nearby Open Sea intergenic
chr15 41,083,611 + CpG 0.0444 0.8730 0.524 52.381 0.769 76.923 0.236 23.552 4.710 0.184 18.354 3.671 0.245 24.542 CG nearby Open Sea intergenic
chr15 41,123,772 + CpG 0.0234 0.0234 0.825 82.456 0.620 61.972 0.069 6.860 1.372 0.116 11.606 2.321 -0.205 -20.484 CG nearby Open Sea intergenic
chr15 47,418,733 + CpG 0.0332 0.6772 0.543 54.348 0.759 75.862 0.129 12.854 2.571 0.187 18.655 3.731 0.215 21.514 CG Open Sea intergenic
chr15 50,436,435 + CpG 0.0197 0.1291 0.620 62.000 0.891 89.130 0.211 21.085 4.217 0.076 7.642 1.528 0.271 27.130 CG nearby Open Sea intergenic
chr15 51,135,762 + CpG 0.0334 0.1137 0.292 29.167 0.600 60.000 0.229 22.898 4.580 0.253 25.276 5.055 0.308 30.833 CG Open Sea intergenic
chr15 51,620,961 + CpG 0.0054 0.0464 0.458 45.833 0.721 72.131 0.058 5.794 1.159 0.071 7.095 1.419 0.263 26.298 CG nearby Open Sea intergenic
chr15 51,711,036 + CpG 0.0100 0.0100 0.691 69.091 0.902 90.244 0.127 12.672 2.534 0.053 5.261 1.052 0.212 21.153 CG nearby Open Sea intergenic
chr15 56,692,058 + CpG 0.0069 0.1052 0.300 30.000 0.645 64.516 0.215 21.477 4.295 0.186 18.634 3.727 0.345 34.516 CG N Shore intergenic
chr15 63,704,963 + CpG 0.0041 0.0071 0.796 79.592 0.457 45.714 0.069 6.860 1.372 0.184 18.364 3.673 -0.339 -33.878 CG Open Sea intergenic
chr15 63,985,147 + CpG 0.0147 0.1284 0.269 26.923 0.500 50.000 0.095 9.550 1.910 0.259 25.853 5.171 0.231 23.077 CG Open Sea Intron 1/11 Fam49b ENSMUSG00000022378 chr15:63929096-64060448 ENSMUST00000063838 1.194 1.309 0.197 0.374 1.096 0.5659 family with sequence similarity 49, member B [Source:MGI Symbol;Acc:MGI:1923520]
chr15 63,985,147 + CpG 0.0147 0.1284 0.269 26.923 0.500 50.000 0.095 9.550 1.910 0.259 25.853 5.171 0.231 23.077 CG Open Sea Intron 1/11 Fam49b ENSMUSG00000022378 chr15:63930943-63997969 ENSMUST00000164532 16.815 19.398 1.590 3.664 1.154 0.2030 family with sequence similarity 49, member B [Source:MGI Symbol;Acc:MGI:1923520]
chr15 64,056,332 + CpG 0.0070 0.0385 0.500 50.000 0.738 73.770 0.273 27.308 5.462 0.061 6.076 1.215 0.238 23.770 CG N Shelf Intron 1/11 Fam49b ENSMUSG00000022378 chr15:63929096-64060448 ENSMUST00000063838 1.194 1.309 0.197 0.374 1.096 0.5659 family with sequence similarity 49, member B [Source:MGI Symbol;Acc:MGI:1923520]
chr15 66,394,698 + CpG 0.0167 0.1287 0.583 58.333 0.227 22.727 0.298 29.758 5.952 0.161 16.140 3.228 -0.356 -35.606 CG nearby Open Sea intergenic
chr15 72,531,698 + CpG 0.0349 0.0349 0.800 80.000 0.542 54.167 0.104 10.368 2.074 0.197 19.734 3.947 -0.258 -25.833 CG nearby Open Sea intergenic
chr15 76,521,842 + CpG 0.0421 0.0259 0.444 44.444 0.232 23.214 0.329 32.933 6.587 0.112 11.193 2.239 -0.212 -21.230 CG N Shore 5'UTR Scrt1 ENSMUSG00000048385 chr15:76516202-76522129 ENSMUST00000096365 7.883 6.774 0.797 1.881 -1.164 0.2754 scratch family zinc finger 1 [Source:MGI Symbol;Acc:MGI:2176606]
chr15 76,521,874 + CpG 0.0179 0.0327 0.455 45.455 0.247 24.691 0.235 23.460 4.692 0.133 13.312 2.662 -0.208 -20.763 CG N Shore 5'UTR Scrt1 ENSMUSG00000048385 chr15:76516202-76522129 ENSMUST00000096365 7.883 6.774 0.797 1.881 -1.164 0.2754 scratch family zinc finger 1 [Source:MGI Symbol;Acc:MGI:2176606]
chr15 76,524,203 + CpG 0.0259 0.5581 0.821 82.051 0.567 56.667 0.156 15.587 3.117 0.171 17.113 3.423 -0.254 -25.385 cg S Shore intergenic
chr15 80,613,277 + CpG 0.0275 0.0002 0.259 25.926 0.571 57.143 0.145 14.474 2.895 0.210 21.000 4.200 0.312 31.217 CG nearby Open Sea intergenic
chr15 81,848,741 + CpG 0.0288 0.0353 0.696 69.565 0.878 87.755 0.136 13.611 2.722 0.086 8.566 1.713 0.182 18.190 CG nearby Open Sea 3'UTR Tob2 ENSMUSG00000048546 chr15:81848269-81858326 ENSMUST00000050467 7.825 7.749 0.485 1.112 -1.010 0.8936 transducer of ERBB2, 2 [Source:MGI Symbol;Acc:MGI:1888525]
chr15 85,498,534 + CpG 0.0322 0.3246 0.721 72.093 0.488 48.837 0.275 27.524 5.505 0.238 23.813 4.763 -0.233 -23.256 CG nearby Open Sea intergenic
chr15 90,835,863 + CpG 0.0426 0.0015 0.364 36.364 0.690 68.966 0.253 25.276 5.055 0.383 38.301 7.660 0.326 32.602 CG nearby Open Sea intergenic
chr15 92,315,337 + CpG 0.0350 0.1251 0.533 53.333 0.808 80.769 0.039 3.912 0.782 0.397 39.720 7.944 0.274 27.436 CG nearby Open Sea Intron 21/23 Cntn1 ENSMUSG00000055022 chr15:92051164-92341967 ENSMUST00000169825 16.032 18.648 1.839 4.452 1.163 0.2758 contactin 1 [Source:MGI Symbol;Acc:MGI:105980]
chr15 92,443,724 + CpG 0.0101 0.0079 0.755 75.472 0.472 47.170 0.249 24.895 4.979 0.250 25.040 5.008 -0.283 -28.302 cg Open Sea intergenic
chr15 92,880,148 + CpG 0.0271 0.2015 0.600 60.000 0.848 84.848 0.235 23.480 4.696 0.089 8.944 1.789 0.248 24.848 CG nearby Open Sea intergenic
chr15 93,879,971 + CpG 0.0200 0.0016 0.872 87.234 0.657 65.714 0.095 9.486 1.897 0.107 10.743 2.149 -0.215 -21.520 CG nearby Open Sea intergenic
chr15 94,995,327 + CpG 0.0399 0.0068 0.690 68.966 0.892 89.189 0.367 36.655 7.331 0.094 9.355 1.871 0.202 20.224 CG nearby Open Sea Intron 5/7 Tmem117 ENSMUSG00000063296 chr15:94629184-95096097 ENSMUST00000080141 5.820 5.703 0.542 1.034 -1.021 0.8303 transmembrane protein 117 [Source:MGI Symbol;Acc:MGI:2444580]
chr15 95,619,022 + CpG 0.0317 0.1084 0.808 80.769 0.500 50.000 0.171 17.116 3.423 0.254 25.413 5.083 -0.308 -30.769 CG Open Sea intergenic
chr15 99,089,080 + CpG 0.0024 0.3333 0.592 59.184 0.311 31.081 0.141 14.102 2.820 0.151 15.147 3.029 -0.281 -28.103 CG S Shore intergenic
chr15 102,617,313 + CpG 0.0464 0.0499 0.825 82.540 0.660 65.957 0.097 9.687 1.937 0.190 19.003 3.801 -0.166 -16.582 CG nearby Open Sea Intron 1/11 Atf7 ENSMUSG00000099083 chr15:102528635-102625450 ENSMUST00000184616 6.555 5.931 0.255 0.475 -1.105 0.0405 activating transcription factor 7 [Source:MGI Symbol;Acc:MGI:2443472]
chr15 102,947,383 + CpG 0.0265 0.4331 0.225 22.500 0.083 8.333 0.128 12.828 2.566 0.087 8.651 1.730 -0.142 -14.167 CG nearby Open Sea intergenic
chr15 103,897,415 + CpG 0.0451 0.1372 0.887 88.710 0.750 75.000 0.192 19.204 3.841 0.135 13.467 2.693 -0.137 -13.710 cg Open Sea intergenic
chr16 4,083,550 + CpG 0.0307 0.0285 0.716 71.642 0.868 86.765 0.154 15.436 3.087 0.086 8.648 1.730 0.151 15.123 CG Open Sea false intergenic Crebbp ENSMUSG00000022521 chr16:4083700-4213413 ENSMUST00000205765 1.847 1.022 0.259 0.339 -1.807 0.0030 CREB binding protein [Source:MGI Symbol;Acc:MGI:1098280]
chr16 4,083,550 + CpG 0.0307 0.0285 0.716 71.642 0.868 86.765 0.154 15.436 3.087 0.086 8.648 1.730 0.151 15.123 CG Open Sea 3'UTR Crebbp ENSMUSG00000022521 chr16:4081327-4213997 ENSMUST00000023165 3.432 3.440 0.434 0.508 1.002 0.9792 CREB binding protein [Source:MGI Symbol;Acc:MGI:1098280]
chr16 5,437,311 + CpG 0.0349 0.0615 0.783 78.261 0.500 50.000 0.155 15.478 3.096 0.204 20.446 4.089 -0.283 -28.261 CG Open Sea intergenic
chr16 5,503,364 + CpG 0.0182 0.0197 0.792 79.167 0.458 45.833 0.168 16.833 3.367 0.262 26.212 5.242 -0.333 -33.333 CG nearby Open Sea intergenic
chr16 8,303,978 + CpG 0.0104 0.0366 0.611 61.111 0.867 86.667 0.292 29.151 5.830 0.132 13.202 2.640 0.256 25.556 CG nearby Open Sea intergenic
chr16 13,004,420 + CpG 0.0472 0.0472 0.625 62.500 0.346 34.615 0.192 19.196 3.839 0.202 20.165 4.033 -0.279 -27.885 cg Open Sea intergenic
chr16 15,730,475 + CpG 0.0091 0.1310 0.556 55.556 0.857 85.714 0.263 26.270 5.254 0.200 20.021 4.004 0.302 30.159 CG Open Sea Exon 44/86 Prkdc ENSMUSG00000022672 chr16:15637888-15842235 ENSMUST00000023352 2.543 2.381 0.211 0.349 -1.068 0.4065 protein kinase, DNA activated, catalytic polypeptide [Source:MGI Symbol;Acc:MGI:104779]
chr16 17,759,258 + CpG 0.0104 0.4837 0.545 54.487 0.406 40.625 0.086 8.595 1.719 0.051 5.095 1.019 -0.139 -13.862 CG nearby N Shore TSS 1500 Klhl22 ENSMUSG00000022750 chr16:17759670-17793380 ENSMUST00000117192 2.091 2.673 0.739 0.645 1.279 0.2215 kelch-like 22 [Source:MGI Symbol;Acc:MGI:1337995]
chr16 17,759,258 + CpG 0.0104 0.4837 0.545 54.487 0.406 40.625 0.086 8.595 1.719 0.051 5.095 1.019 -0.139 -13.862 CG nearby N Shore TSS 1500 Klhl22 ENSMUSG00000022750 chr16:17759617-17771827 ENSMUST00000129199 3.664 4.557 0.832 1.121 1.244 0.1936 kelch-like 22 [Source:MGI Symbol;Acc:MGI:1337995]
chr16 17,759,258 + CpG 0.0104 0.4837 0.545 54.487 0.406 40.625 0.086 8.595 1.719 0.051 5.095 1.019 -0.139 -13.862 CG nearby N Shore TSS 1500 Klhl22 ENSMUSG00000022750 chr16:17759620-17793380 ENSMUST00000165790 6.005 7.342 1.156 2.397 1.223 0.3061 kelch-like 22 [Source:MGI Symbol;Acc:MGI:1337995]
chr16 22,667,750 + CpG 0.0134 0.2666 0.838 83.784 0.574 57.447 0.139 13.949 2.790 0.205 20.461 4.092 -0.263 -26.337 CG nearby Open Sea intergenic
chr16 24,156,748 + CpG 0.0127 0.3762 0.276 27.586 0.594 59.375 0.183 18.318 3.664 0.254 25.404 5.081 0.318 31.789 CG nearby Open Sea intergenic
chr16 25,273,552 + CpG 0.0194 0.0194 0.619 61.905 0.854 85.366 0.333 33.300 6.660 0.121 12.141 2.428 0.235 23.461 CG nearby Open Sea intergenic
chr16 25,385,174 + CpG 0.0457 0.1752 0.549 54.902 0.357 35.714 0.210 21.014 4.203 0.218 21.795 4.359 -0.192 -19.188 CG nearby Open Sea intergenic
chr16 28,818,345 + CpG 0.0396 0.1257 0.833 83.333 0.581 58.065 0.141 14.142 2.828 0.237 23.735 4.747 -0.253 -25.269 CG nearby Open Sea intergenic
chr16 28,933,317 + CpG 0.0302 0.5842 0.833 83.333 0.644 64.444 0.113 11.335 2.267 0.141 14.122 2.824 -0.189 -18.889 CG nearby S Shelf intergenic
chr16 29,548,387 + CpG 0.0313 0.0420 0.619 61.905 0.310 31.034 0.366 36.631 7.326 0.206 20.627 4.125 -0.309 -30.870 CG nearby Open Sea intergenic
chr16 32,736,947 + CpG 0.0106 0.0008 0.388 38.776 0.684 68.421 0.233 23.301 4.660 0.198 19.805 3.961 0.296 29.646 CG nearby Open Sea Intron 1/24 Muc4 ENSMUSG00000079620 chr16:32736196-32782226 ENSMUST00000142355 6.989 8.464 1.261 3.264 1.211 0.3878 mucin 4 [Source:MGI Symbol;Acc:MGI:2153525]
chr16 32,736,954 + CpG 0.0093 0.0008 0.349 34.884 0.649 64.865 0.143 14.259 2.852 0.361 36.056 7.211 0.300 29.981 CG nearby Open Sea Intron 1/24 Muc4 ENSMUSG00000079620 chr16:32736196-32782226 ENSMUST00000142355 6.989 8.464 1.261 3.264 1.211 0.3878 mucin 4 [Source:MGI Symbol;Acc:MGI:2153525]
chr16 32,736,958 + CpG 0.0191 0.0008 0.375 37.500 0.647 64.706 0.160 16.030 3.206 0.241 24.080 4.816 0.272 27.206 CG nearby Open Sea Intron 1/24 Muc4 ENSMUSG00000079620 chr16:32736196-32782226 ENSMUST00000142355 6.989 8.464 1.261 3.264 1.211 0.3878 mucin 4 [Source:MGI Symbol;Acc:MGI:2153525]
chr16 36,697,961 + CpG 0.0449 0.0308 0.897 89.706 0.765 76.471 0.183 18.320 3.664 0.112 11.198 2.240 -0.132 -13.235 CG Open Sea Intron 1/6 Ildr1 ENSMUSG00000022900 chr16:36693980-36726747 ENSMUST00000089618 2.327 2.017 0.634 0.727 -1.154 0.4923 immunoglobulin-like domain containing receptor 1 [Source:MGI Symbol;Acc:MGI:2146574]
chr16 36,697,961 + CpG 0.0449 0.0308 0.897 89.706 0.765 76.471 0.183 18.320 3.664 0.112 11.198 2.240 -0.132 -13.235 CG Open Sea Intron 1/7 Ildr1 ENSMUSG00000022900 chr16:36694037-36726741 ENSMUST00000119464 5.746 6.193 1.139 1.234 1.078 0.5684 immunoglobulin-like domain containing receptor 1 [Source:MGI Symbol;Acc:MGI:2146574]
chr16 36,697,961 + CpG 0.0449 0.0308 0.897 89.706 0.765 76.471 0.183 18.320 3.664 0.112 11.198 2.240 -0.132 -13.235 CG Open Sea Intron 1/7 Ildr1 ENSMUSG00000022900 chr16:36693977-36726804 ENSMUST00000023617 17.361 17.696 0.922 3.441 1.019 0.8424 immunoglobulin-like domain containing receptor 1 [Source:MGI Symbol;Acc:MGI:2146574]
chr16 36,998,766 + CpG 0.0450 0.0069 0.217 21.739 0.432 43.243 0.146 14.616 2.923 0.235 23.531 4.706 0.215 21.504 CG nearby Open Sea intergenic
chr16 37,777,911 + CpG 0.0368 0.0399 0.452 45.161 0.706 70.588 0.248 24.754 4.951 0.046 4.564 0.913 0.254 25.427 CG nearby S Shore Intron 2/2 Fstl1 ENSMUSG00000022816 chr16:37777054-37799471 ENSMUST00000152579 1.052 1.576 0.385 0.580 1.498 0.1367 follistatin-like 1 [Source:MGI Symbol;Acc:MGI:102793]
chr16 37,777,911 + CpG 0.0368 0.0399 0.452 45.161 0.706 70.588 0.248 24.754 4.951 0.046 4.564 0.913 0.254 25.427 CG nearby S Shore Intron 2/10 Fstl1 ENSMUSG00000022816 chr16:37776872-37836514 ENSMUST00000114763 5.639 15.943 0.642 7.627 2.827 0.0388 follistatin-like 1 [Source:MGI Symbol;Acc:MGI:102793]
chr16 38,405,735 + CpG 0.0031 0.0074 0.208 20.833 0.667 66.667 0.219 21.925 4.385 0.123 12.338 2.468 0.458 45.833 CG nearby Open Sea Intron 7/10 Pla1a ENSMUSG00000002847 chr16:38396118-38433145 ENSMUST00000002926 0.758 1.735 0.263 1.117 2.290 0.1225 phospholipase A1 member A [Source:MGI Symbol;Acc:MGI:1934677]
chr16 40,236,866 + CpG 0.0485 0.0485 0.821 82.051 0.485 48.485 0.419 41.950 8.390 0.269 26.859 5.372 -0.336 -33.566 CG Open Sea intergenic
chr16 40,328,704 + CpG 0.0410 0.0150 0.286 28.571 0.619 61.905 0.115 11.496 2.299 0.365 36.515 7.303 0.333 33.333 CG Open Sea intergenic
chr16 41,212,694 + CpG 0.0222 0.0222 0.732 73.171 0.851 85.106 0.130 13.000 2.600 0.066 6.640 1.328 0.119 11.936 CG nearby Open Sea intergenic
chr16 41,418,539 + CpG 0.0296 0.0440 0.638 63.750 0.800 80.000 0.304 30.358 6.072 0.141 14.091 2.818 0.163 16.250 CG nearby Open Sea intergenic
chr16 42,007,908 + CpG 0.0328 0.5519 0.250 25.000 0.545 54.545 0.137 13.721 2.744 0.171 17.078 3.416 0.295 29.545 CG nearby Open Sea intergenic
chr16 43,506,736 + CpG 0.0171 0.0007 0.590 58.974 0.308 30.769 0.238 23.777 4.755 0.213 21.255 4.251 -0.282 -28.205 CG nearby Open Sea Intron 7/9 Zbtb20 ENSMUSG00000022708 chr16:42907644-43577725 ENSMUST00000151244 1.069 0.559 0.365 0.403 -1.912 0.0693 zinc finger and BTB domain containing 20 [Source:MGI Symbol;Acc:MGI:1929213]
chr16 43,506,736 + CpG 0.0171 0.0007 0.590 58.974 0.308 30.769 0.238 23.777 4.755 0.213 21.255 4.251 -0.282 -28.205 CG nearby Open Sea Intron 4/4 Zbtb20 ENSMUSG00000022708 chr16:42907541-43569781 ENSMUST00000132881 1.114 0.852 0.696 0.652 -1.307 0.5567 zinc finger and BTB domain containing 20 [Source:MGI Symbol;Acc:MGI:1929213]
chr16 43,506,736 + CpG 0.0171 0.0007 0.590 58.974 0.308 30.769 0.238 23.777 4.755 0.213 21.255 4.251 -0.282 -28.205 CG nearby Open Sea TSS 2000 Zbtb20 ENSMUSG00000022708 chr16:43508262-43619127 ENSMUST00000114690 1.473 0.465 0.495 0.530 -3.168 0.0146 zinc finger and BTB domain containing 20 [Source:MGI Symbol;Acc:MGI:1929213]
chr16 43,506,736 + CpG 0.0171 0.0007 0.590 58.974 0.308 30.769 0.238 23.777 4.755 0.213 21.255 4.251 -0.282 -28.205 CG nearby Open Sea Intron 9/14 Zbtb20 ENSMUSG00000022708 chr16:42907651-43642602 ENSMUST00000114694 4.987 4.743 0.303 0.839 -1.052 0.5668 zinc finger and BTB domain containing 20 [Source:MGI Symbol;Acc:MGI:1929213]
chr16 43,548,170 + CpG 0.0478 0.1993 0.257 25.714 0.543 54.286 0.314 31.403 6.281 0.117 11.689 2.338 0.286 28.571 CG nearby Open Sea Intron 7/9 Zbtb20 ENSMUSG00000022708 chr16:42907644-43577725 ENSMUST00000151244 1.069 0.559 0.365 0.403 -1.912 0.0693 zinc finger and BTB domain containing 20 [Source:MGI Symbol;Acc:MGI:1929213]
chr16 43,548,170 + CpG 0.0478 0.1993 0.257 25.714 0.543 54.286 0.314 31.403 6.281 0.117 11.689 2.338 0.286 28.571 CG nearby Open Sea Intron 4/4 Zbtb20 ENSMUSG00000022708 chr16:42907541-43569781 ENSMUST00000132881 1.114 0.852 0.696 0.652 -1.307 0.5567 zinc finger and BTB domain containing 20 [Source:MGI Symbol;Acc:MGI:1929213]
chr16 43,548,170 + CpG 0.0478 0.1993 0.257 25.714 0.543 54.286 0.314 31.403 6.281 0.117 11.689 2.338 0.286 28.571 CG nearby Open Sea Intron 1/4 Zbtb20 ENSMUSG00000022708 chr16:43508262-43619127 ENSMUST00000114690 1.473 0.465 0.495 0.530 -3.168 0.0146 zinc finger and BTB domain containing 20 [Source:MGI Symbol;Acc:MGI:1929213]
chr16 43,548,170 + CpG 0.0478 0.1993 0.257 25.714 0.543 54.286 0.314 31.403 6.281 0.117 11.689 2.338 0.286 28.571 CG nearby Open Sea Intron 9/14 Zbtb20 ENSMUSG00000022708 chr16:42907651-43642602 ENSMUST00000114694 4.987 4.743 0.303 0.839 -1.052 0.5668 zinc finger and BTB domain containing 20 [Source:MGI Symbol;Acc:MGI:1929213]
chr16 45,094,861 + CpG 0.0134 0.1138 0.804 80.392 0.577 57.692 0.131 13.105 2.621 0.115 11.544 2.309 -0.227 -22.700 CG nearby Open Sea Intron 2/8 Ccdc80 ENSMUSG00000022665 chr16:45093611-45127665 ENSMUST00000099498 1.202 4.494 0.690 1.880 3.740 0.0140 coiled-coil domain containing 80 [Source:MGI Symbol;Acc:MGI:1915146]
chr16 45,094,861 + CpG 0.0134 0.1138 0.804 80.392 0.577 57.692 0.131 13.105 2.621 0.115 11.544 2.309 -0.227 -22.700 CG nearby Open Sea Intron 1/7 Ccdc80 ENSMUSG00000022665 chr16:45094052-45127924 ENSMUST00000061050 1.298 3.697 0.628 3.312 2.849 0.1819 coiled-coil domain containing 80 [Source:MGI Symbol;Acc:MGI:1915146]
chr16 49,001,048 + CpG 0.0045 0.0045 0.611 61.111 0.828 82.759 0.223 22.287 4.457 0.075 7.534 1.507 0.216 21.648 CG Open Sea Exon 5/21 C330027C09Rik ENSMUSG00000033031 chr16:48994187-49019705 ENSMUST00000048374 1.103 1.471 0.259 0.222 1.334 0.0429 RIKEN cDNA C330027C09 gene [Source:MGI Symbol;Acc:MGI:2146335]
chr16 51,938,262 + CpG 0.0460 0.7527 0.704 70.370 0.375 37.500 0.210 20.979 4.196 0.394 39.401 7.880 -0.329 -32.870 CG nearby Open Sea intergenic
chr16 52,277,154 + CpG 0.0463 0.1200 0.696 69.565 0.867 86.667 0.148 14.778 2.956 0.208 20.825 4.165 0.171 17.101 CG nearby Open Sea Intron 8/14 Alcam ENSMUSG00000022636 chr16:52251466-52452465 ENSMUST00000170035 3.582 5.604 0.961 3.069 1.565 0.2212 activated leukocyte cell adhesion molecule [Source:MGI Symbol;Acc:MGI:1313266]
chr16 52,277,154 + CpG 0.0463 0.1200 0.696 69.565 0.867 86.667 0.148 14.778 2.956 0.208 20.825 4.165 0.171 17.101 CG nearby Open Sea Intron 3/10 Alcam ENSMUSG00000022636 chr16:52251086-52296924 ENSMUST00000167115 3.912 6.137 1.239 1.202 1.569 0.0205 activated leukocyte cell adhesion molecule [Source:MGI Symbol;Acc:MGI:1313266]
chr16 52,277,154 + CpG 0.0463 0.1200 0.696 69.565 0.867 86.667 0.148 14.778 2.956 0.208 20.825 4.165 0.171 17.101 CG nearby Open Sea Intron 8/15 Alcam ENSMUSG00000022636 chr16:52248995-52454074 ENSMUST00000023312 11.355 14.829 0.453 1.716 1.306 0.0089 activated leukocyte cell adhesion molecule [Source:MGI Symbol;Acc:MGI:1313266]
chr16 56,034,503 + CpG 0.0327 0.0447 0.233 23.333 0.524 52.381 0.393 39.306 7.861 0.230 23.023 4.605 0.290 29.048 CG N Shelf Exon 2/2 Trmt10c ENSMUSG00000044763 chr16:56032608-56037819 ENSMUST00000059052 6.585 5.970 0.640 0.333 -1.103 0.1055 tRNA methyltransferase 10C [Source:MGI Symbol;Acc:MGI:1196261]
chr16 56,804,304 + CpG 0.0350 0.2000 0.350 35.000 0.667 66.667 0.193 19.283 3.857 0.340 33.993 6.799 0.317 31.667 CG nearby Open Sea false intergenic Tmem45a ENSMUSG00000022754 chr16:56805160-56886166 ENSMUST00000023435 0.880 5.496 0.221 6.338 6.246 0.1788 transmembrane protein 45a [Source:MGI Symbol;Acc:MGI:1913122]
chr16 57,620,854 + CpG 0.0477 0.2655 0.575 57.463 0.738 73.810 0.056 5.601 1.120 0.198 19.767 3.953 0.163 16.347 CG Open Sea intergenic
chr16 58,410,569 + CpG 0.0242 0.0024 0.879 87.879 0.625 62.500 0.094 9.355 1.871 0.231 23.124 4.625 -0.254 -25.379 CG S Shore Intron 1/15 Dcbld2 ENSMUSG00000035107 chr16:58408442-58469727 ENSMUST00000046663 2.605 2.703 0.109 0.431 1.038 0.6461 discoidin, CUB and LCCL domain containing 2 [Source:MGI Symbol;Acc:MGI:1920629]
chr16 58,823,925 + CpG 0.0039 0.0289 0.769 76.923 0.375 37.500 0.150 15.041 3.008 0.169 16.879 3.376 -0.394 -39.423 CG Open Sea intergenic
chr16 58,872,366 + CpG 0.0434 0.3360 0.220 21.951 0.432 43.243 0.134 13.358 2.672 0.154 15.411 3.082 0.213 21.292 CG Open Sea intergenic
chr16 58,996,806 + CpG 0.0397 0.2704 0.868 86.842 0.675 67.500 0.114 11.364 2.273 0.195 19.538 3.908 -0.193 -19.342 CG nearby Open Sea intergenic
chr16 59,064,202 + CpG 0.0117 0.0742 0.826 82.609 0.429 42.857 0.185 18.488 3.698 0.327 32.660 6.532 -0.398 -39.752 CG nearby Open Sea intergenic
chr16 61,420,064 + CpG 0.0268 0.6747 0.594 59.375 0.844 84.375 0.295 29.489 5.898 0.121 12.098 2.420 0.250 25.000 CG Open Sea intergenic
chr16 62,602,064 + CpG 0.0432 0.3193 0.517 51.667 0.687 68.675 0.242 24.220 4.844 0.161 16.122 3.224 0.170 17.008 CG Open Sea intergenic
chr16 63,851,257 + CpG 0.0156 0.1065 0.909 90.909 0.667 66.667 0.075 7.537 1.507 0.190 19.018 3.804 -0.242 -24.242 CG nearby Open Sea Intron 1/16 Epha3 ENSMUSG00000052504 chr16:63543537-63864158 ENSMUST00000064405 0.383 1.322 0.081 1.099 3.454 0.1285 Eph receptor A3 [Source:MGI Symbol;Acc:MGI:99612]
chr16 64,311,372 + CpG 0.0254 0.0029 0.844 84.375 0.545 54.545 0.157 15.650 3.130 0.256 25.606 5.121 -0.298 -29.830 CG nearby Open Sea intergenic
chr16 64,915,676 + CpG 0.0207 0.0624 0.522 52.174 0.720 71.951 0.254 25.376 5.075 0.133 13.310 2.662 0.198 19.777 CG nearby Open Sea intergenic
chr16 65,979,857 + CpG 0.0380 0.9155 0.500 50.000 0.704 70.370 0.235 23.452 4.690 0.096 9.570 1.914 0.204 20.370 CG nearby Open Sea intergenic
chr16 66,205,168 + CpG 0.0347 0.0014 0.171 17.073 0.442 44.186 0.399 39.857 7.971 0.244 24.367 4.873 0.271 27.113 CG Open Sea intergenic
chr16 67,376,505 + CpG 0.0299 0.1051 0.755 75.532 0.571 57.143 0.154 15.423 3.085 0.201 20.116 4.023 -0.184 -18.389 CG nearby Open Sea intergenic
chr16 69,676,019 + CpG 0.0457 0.2792 0.634 63.415 0.746 74.576 0.184 18.440 3.688 0.071 7.080 1.416 0.112 11.162 CG Open Sea intergenic
chr16 70,112,834 + CpG 0.0242 0.1330 0.649 64.865 0.382 38.235 0.320 31.975 6.395 0.150 14.962 2.992 -0.266 -26.630 CG nearby Open Sea intergenic
chr16 70,680,330 + CpG 0.0171 0.4172 0.610 61.017 0.810 81.034 0.291 29.107 5.821 0.113 11.340 2.268 0.200 20.018 CG nearby Open Sea intergenic
chr16 71,270,321 + CpG 0.0156 0.0117 0.419 41.860 0.682 68.182 0.245 24.506 4.901 0.099 9.884 1.977 0.263 26.321 CG nearby Open Sea intergenic
chr16 71,773,092 + CpG 0.0203 0.0203 0.542 54.167 0.351 35.135 0.160 15.994 3.199 0.100 9.957 1.991 -0.190 -19.032 CG nearby Open Sea intergenic
chr16 72,242,739 + CpG 0.0125 0.1456 0.852 85.185 0.568 56.757 0.077 7.661 1.532 0.184 18.373 3.675 -0.284 -28.428 CG nearby Open Sea intergenic
chr16 76,573,273 + CpG 0.0021 0.0465 0.671 67.143 0.377 37.736 0.160 16.018 3.204 0.222 22.158 4.432 -0.294 -29.407 CG nearby Open Sea intergenic
chr16 77,458,227 + CpG 0.0491 0.2106 0.875 87.500 0.652 65.217 0.121 12.082 2.416 0.335 33.476 6.695 -0.223 -22.283 CG nearby Open Sea intergenic
chr16 77,617,185 + CpG 0.0309 0.3956 0.346 34.615 0.633 63.333 0.168 16.823 3.365 0.327 32.668 6.534 0.287 28.718 CG nearby Open Sea intergenic
chr16 78,035,273 + CpG 0.0319 0.0584 0.444 44.444 0.760 76.000 0.172 17.155 3.431 0.396 39.572 7.914 0.316 31.556 CG nearby Open Sea intergenic
chr16 79,066,527 + CpG 0.0424 0.1853 0.862 86.207 0.630 62.963 0.101 10.126 2.025 0.235 23.548 4.710 -0.232 -23.244 CG nearby Open Sea intergenic
chr16 83,272,832 + CpG 0.0087 0.0141 0.641 64.103 0.844 84.375 0.180 17.958 3.592 0.106 10.556 2.111 0.203 20.272 CG nearby Open Sea intergenic
chr16 83,368,844 + CpG 0.0180 0.1182 0.379 37.931 0.652 65.217 0.316 31.643 6.329 0.095 9.473 1.895 0.273 27.286 CG nearby Open Sea intergenic
chr16 83,529,998 + CpG 0.0120 0.3274 0.699 69.863 0.489 48.864 0.173 17.294 3.459 0.154 15.439 3.088 -0.210 -20.999 CG nearby Open Sea intergenic
chr16 83,566,324 + CpG 0.0141 0.0041 0.324 32.407 0.555 55.455 0.328 32.817 6.563 0.162 16.154 3.231 0.230 23.047 CG nearby Open Sea intergenic
chr16 83,973,678 + CpG 0.0069 0.0069 0.661 66.102 0.887 88.732 0.221 22.130 4.426 0.063 6.296 1.259 0.226 22.631 CG nearby Open Sea intergenic
chr16 84,986,612 + CpG 0.0062 0.0006 0.691 69.091 0.893 89.333 0.201 20.146 4.029 0.057 5.674 1.135 0.202 20.242 CG nearby Open Sea Intron 11/15 App ENSMUSG00000022892 chr16:84954439-85173707 ENSMUST00000005406 120.681 110.720 7.933 18.297 -1.090 0.3108 amyloid beta (A4) precursor protein [Source:MGI Symbol;Acc:MGI:88059]
chr16 86,543,189 + CpG 0.0306 0.6928 0.370 37.037 0.704 70.370 0.391 39.116 7.823 0.132 13.208 2.642 0.333 33.333 CG nearby Open Sea intergenic
chr16 88,251,617 + CpG 0.0036 0.0007 0.241 24.138 0.500 50.000 0.070 7.042 1.408 0.143 14.274 2.855 0.259 25.862 CG nearby Open Sea intergenic
chr16 88,371,065 + CpG 0.0055 0.2855 0.485 48.485 0.840 84.000 0.276 27.571 5.514 0.132 13.235 2.647 0.355 35.515 CG nearby Open Sea intergenic
chr16 91,962,478 + CpG 0.0141 0.0006 0.234 23.404 0.500 50.000 0.113 11.291 2.258 0.207 20.746 4.149 0.266 26.596 CG Open Sea intergenic
chr16 93,268,400 + CpG 0.0111 0.0035 0.321 32.143 0.667 66.667 0.320 31.950 6.390 0.241 24.097 4.819 0.345 34.524 CG nearby Open Sea intergenic
chr16 94,011,171 + CpG 0.0068 0.0208 0.787 78.723 0.458 45.833 0.169 16.931 3.386 0.208 20.754 4.151 -0.329 -32.890 CG Open Sea intergenic
chr16 95,284,990 + CpG 0.0180 0.0624 0.800 80.000 0.556 55.556 0.129 12.901 2.580 0.295 29.519 5.904 -0.244 -24.444 CG nearby Open Sea intergenic
chr17 3,170,548 + CpG 0.0228 0.3717 0.313 31.250 0.594 59.375 0.190 19.029 3.806 0.226 22.621 4.524 0.281 28.125 CG Open Sea Intron 8/19 Scaf8 ENSMUSG00000046201 chr17:3114971-3198855 ENSMUST00000076734 12.860 10.376 0.621 0.493 -1.239 0.0001 SR-related CTD-associated factor 8 [Source:MGI Symbol;Acc:MGI:1925212]
chr17 6,632,659 + CpG 0.0161 0.0935 0.194 19.444 0.500 50.000 0.159 15.882 3.176 0.253 25.276 5.055 0.306 30.556 CG nearby Open Sea TSS 200 Tmem181c-ps ENSMUSG00000093880 chr17:6612951-6632485 ENSMUST00000115772 4.525 4.534 0.523 1.222 1.002 0.9885 transmembrane protein 181C, pseudogene [Source:MGI Symbol;Acc:MGI:3780993]
chr17 8,812,961 + CpG 0.0073 0.0001 0.782 78.205 0.547 54.667 0.152 15.206 3.041 0.102 10.154 2.031 -0.235 -23.538 CG nearby Open Sea Intron 1/21 Pde10a ENSMUSG00000023868 chr17:8801744-8986648 ENSMUST00000089085 3.620 4.922 0.775 2.055 1.360 0.2411 phosphodiesterase 10A [Source:MGI Symbol;Acc:MGI:1345143]
chr17 8,812,969 + CpG 0.0008 0.0000 0.608 60.759 0.316 31.646 0.195 19.526 3.905 0.072 7.237 1.447 -0.291 -29.114 CG nearby Open Sea Intron 1/21 Pde10a ENSMUSG00000023868 chr17:8801744-8986648 ENSMUST00000089085 3.620 4.922 0.775 2.055 1.360 0.2411 phosphodiesterase 10A [Source:MGI Symbol;Acc:MGI:1345143]
chr17 12,338,554 + CpG 0.0349 0.9949 0.772 77.193 0.594 59.375 0.171 17.139 3.428 0.083 8.306 1.661 -0.178 -17.818 CG nearby Open Sea intergenic
chr17 15,535,806 + CpG 0.0164 0.4272 0.724 72.414 0.424 42.424 0.131 13.124 2.625 0.168 16.755 3.351 -0.300 -29.990 CG nearby N Shore intergenic
chr17 24,167,201 + CpG 0.0477 0.4738 0.767 76.744 0.568 56.818 0.131 13.062 2.612 0.211 21.058 4.212 -0.199 -19.926 CG N Shore TSS 200 Atp6v0c ENSMUSG00000024121 chr17:24163865-24167029 ENSMUST00000151061 2.962 2.777 0.382 0.547 -1.067 0.5545 ATPase, H+ transporting, lysosomal V0 subunit C [Source:MGI Symbol;Acc:MGI:88116]
chr17 24,167,201 + CpG 0.0477 0.4738 0.767 76.744 0.568 56.818 0.131 13.062 2.612 0.211 21.058 4.212 -0.199 -19.926 CG N Shore Intron 2/3 Atp6v0c ENSMUSG00000024121 chr17:24164152-24169677 ENSMUST00000098862 7.058 6.305 2.913 2.704 -1.120 0.6828 ATPase, H+ transporting, lysosomal V0 subunit C [Source:MGI Symbol;Acc:MGI:88116]
chr17 24,167,201 + CpG 0.0477 0.4738 0.767 76.744 0.568 56.818 0.131 13.062 2.612 0.211 21.058 4.212 -0.199 -19.926 CG N Shore Intron 1/2 Atp6v0c ENSMUSG00000024121 chr17:24163865-24169461 ENSMUST00000024932 256.757 219.373 5.974 22.055 -1.170 0.0170 ATPase, H+ transporting, lysosomal V0 subunit C [Source:MGI Symbol;Acc:MGI:88116]
chr17 28,827,262 + CpG 0.0466 0.1102 0.419 41.860 0.578 57.831 0.138 13.845 2.769 0.101 10.114 2.023 0.160 15.971 CG nearby Open Sea Intron 2/5 Brpf3 ENSMUSG00000063952 chr17:28823673-28838541 ENSMUST00000140973 2.236 1.363 0.770 1.267 -1.640 0.2320 bromodomain and PHD finger containing, 3 [Source:MGI Symbol;Acc:MGI:2146836]
chr17 28,827,262 + CpG 0.0466 0.1102 0.419 41.860 0.578 57.831 0.138 13.845 2.769 0.101 10.114 2.023 0.160 15.971 CG nearby Open Sea Intron 9/12 Brpf3 ENSMUSG00000063952 chr17:28801089-28838546 ENSMUST00000004985 7.292 5.925 0.937 1.223 -1.231 0.0849 bromodomain and PHD finger containing, 3 [Source:MGI Symbol;Acc:MGI:2146836]
chr17 35,076,885 + CpG 0.0355 0.1477 0.689 68.889 0.433 43.333 0.230 22.959 4.592 0.207 20.668 4.134 -0.256 -25.556 CG Open Sea intergenic
chr17 35,866,971 + CpG 0.0486 0.0014 0.254 25.424 0.122 12.162 0.355 35.545 7.109 0.090 9.023 1.805 -0.133 -13.262 CG nearby S Shore 5'UTR Ppp1r18 ENSMUSG00000034595 chr17:35866614-35875596 ENSMUST00000187690 0.382 2.276 0.491 0.909 5.961 0.0060 protein phosphatase 1, regulatory subunit 18 [Source:MGI Symbol;Acc:MGI:1923698]
chr17 35,866,971 + CpG 0.0486 0.0014 0.254 25.424 0.122 12.162 0.355 35.545 7.109 0.090 9.023 1.805 -0.133 -13.262 CG nearby S Shore false intergenic Nrm ENSMUSG00000059791 chr17:35861317-35865402 ENSMUST00000074259 0.915 2.174 0.248 1.252 2.375 0.0872 nurim (nuclear envelope membrane protein) [Source:MGI Symbol;Acc:MGI:2146855]
chr17 35,866,971 + CpG 0.0486 0.0014 0.254 25.424 0.122 12.162 0.355 35.545 7.109 0.090 9.023 1.805 -0.133 -13.262 CG nearby S Shore TSS 1500 Ppp1r18 ENSMUSG00000034595 chr17:35868402-35875594 ENSMUST00000190496 1.652 4.394 1.006 5.147 2.660 0.3029 protein phosphatase 1, regulatory subunit 18 [Source:MGI Symbol;Acc:MGI:1923698]
chr17 35,867,067 + CpG 0.0145 0.0000 0.405 40.541 0.202 20.183 0.193 19.311 3.862 0.095 9.528 1.906 -0.204 -20.357 CG nearby S Shore 5'UTR Ppp1r18 ENSMUSG00000034595 chr17:35866614-35875596 ENSMUST00000187690 0.382 2.276 0.491 0.909 5.961 0.0060 protein phosphatase 1, regulatory subunit 18 [Source:MGI Symbol;Acc:MGI:1923698]
chr17 35,867,067 + CpG 0.0145 0.0000 0.405 40.541 0.202 20.183 0.193 19.311 3.862 0.095 9.528 1.906 -0.204 -20.357 CG nearby S Shore false intergenic Nrm ENSMUSG00000059791 chr17:35861317-35865402 ENSMUST00000074259 0.915 2.174 0.248 1.252 2.375 0.0872 nurim (nuclear envelope membrane protein) [Source:MGI Symbol;Acc:MGI:2146855]
chr17 35,867,067 + CpG 0.0145 0.0000 0.405 40.541 0.202 20.183 0.193 19.311 3.862 0.095 9.528 1.906 -0.204 -20.357 CG nearby S Shore TSS 1500 Ppp1r18 ENSMUSG00000034595 chr17:35868402-35875594 ENSMUST00000190496 1.652 4.394 1.006 5.147 2.660 0.3029 protein phosphatase 1, regulatory subunit 18 [Source:MGI Symbol;Acc:MGI:1923698]
chr17 35,867,119 + CpG 0.0062 0.0001 0.667 66.667 0.444 44.444 0.174 17.365 3.473 0.082 8.204 1.641 -0.222 -22.222 CG nearby S Shore 5'UTR Ppp1r18 ENSMUSG00000034595 chr17:35866614-35875596 ENSMUST00000187690 0.382 2.276 0.491 0.909 5.961 0.0060 protein phosphatase 1, regulatory subunit 18 [Source:MGI Symbol;Acc:MGI:1923698]
chr17 35,867,119 + CpG 0.0062 0.0001 0.667 66.667 0.444 44.444 0.174 17.365 3.473 0.082 8.204 1.641 -0.222 -22.222 CG nearby S Shore false intergenic Nrm ENSMUSG00000059791 chr17:35861317-35865402 ENSMUST00000074259 0.915 2.174 0.248 1.252 2.375 0.0872 nurim (nuclear envelope membrane protein) [Source:MGI Symbol;Acc:MGI:2146855]
chr17 35,867,119 + CpG 0.0062 0.0001 0.667 66.667 0.444 44.444 0.174 17.365 3.473 0.082 8.204 1.641 -0.222 -22.222 CG nearby S Shore TSS 1500 Ppp1r18 ENSMUSG00000034595 chr17:35868402-35875594 ENSMUST00000190496 1.652 4.394 1.006 5.147 2.660 0.3029 protein phosphatase 1, regulatory subunit 18 [Source:MGI Symbol;Acc:MGI:1923698]
chr17 35,867,239 + CpG 0.0255 0.0905 0.483 48.276 0.207 20.690 0.363 36.345 7.269 0.030 2.981 0.596 -0.276 -27.586 CG nearby S Shore Exon 1/3 Ppp1r18 ENSMUSG00000034595 chr17:35866614-35875596 ENSMUST00000187690 0.382 2.276 0.491 0.909 5.961 0.0060 protein phosphatase 1, regulatory subunit 18 [Source:MGI Symbol;Acc:MGI:1923698]
chr17 35,867,239 + CpG 0.0255 0.0905 0.483 48.276 0.207 20.690 0.363 36.345 7.269 0.030 2.981 0.596 -0.276 -27.586 CG nearby S Shore false intergenic Nrm ENSMUSG00000059791 chr17:35861317-35865402 ENSMUST00000074259 0.915 2.174 0.248 1.252 2.375 0.0872 nurim (nuclear envelope membrane protein) [Source:MGI Symbol;Acc:MGI:2146855]
chr17 35,867,239 + CpG 0.0255 0.0905 0.483 48.276 0.207 20.690 0.363 36.345 7.269 0.030 2.981 0.596 -0.276 -27.586 CG nearby S Shore TSS 1500 Ppp1r18 ENSMUSG00000034595 chr17:35868402-35875594 ENSMUST00000190496 1.652 4.394 1.006 5.147 2.660 0.3029 protein phosphatase 1, regulatory subunit 18 [Source:MGI Symbol;Acc:MGI:1923698]
chr17 37,072,861 + CpG 0.0260 0.5500 0.613 61.290 0.841 84.091 0.293 29.315 5.863 0.102 10.230 2.046 0.228 22.801 CG Open Sea Exon 18/18 Gabbr1 ENSMUSG00000024462 chr17:37050630-37074304 ENSMUST00000172792 1.472 1.287 0.418 0.068 -1.144 0.3817 gamma-aminobutyric acid (GABA) B receptor, 1 [Source:MGI Symbol;Acc:MGI:1860139]
chr17 37,072,861 + CpG 0.0260 0.5500 0.613 61.290 0.841 84.091 0.293 29.315 5.863 0.102 10.230 2.046 0.228 22.801 CG Open Sea 3'UTR Gabbr1 ENSMUSG00000024462 chr17:37046019-37074290 ENSMUST00000173823 3.219 3.123 0.343 0.448 -1.031 0.7162 gamma-aminobutyric acid (GABA) B receptor, 1 [Source:MGI Symbol;Acc:MGI:1860139]
chr17 44,309,899 + CpG 0.0237 0.0902 0.870 86.957 0.594 59.375 0.110 10.963 2.193 0.310 31.002 6.200 -0.276 -27.582 CG Open Sea intergenic
chr17 44,310,439 + CpG 0.0075 0.3119 0.150 15.000 0.559 55.882 0.432 43.243 8.649 0.131 13.062 2.612 0.409 40.882 CG nearby Open Sea intergenic
chr17 45,273,776 + CpG 0.0271 0.2781 0.841 84.091 0.669 66.949 0.088 8.799 1.760 0.112 11.241 2.248 -0.171 -17.142 CG nearby Open Sea intergenic
chr17 48,700,504 + CpG 0.0059 0.4296 0.500 50.000 0.830 82.979 0.274 27.436 5.487 0.193 19.279 3.856 0.330 32.979 cg Open Sea intergenic
chr17 51,371,685 + CpG 0.0139 0.3222 0.818 81.818 0.528 52.778 0.154 15.375 3.075 0.105 10.501 2.100 -0.290 -29.040 CG Open Sea intergenic
chr17 51,430,282 + CpG 0.0456 0.0212 0.675 67.500 0.867 86.667 0.112 11.205 2.241 0.162 16.213 3.243 0.192 19.167 CG nearby Open Sea intergenic
chr17 51,834,525 + CpG 0.0169 0.4203 0.381 38.095 0.676 67.568 0.327 32.739 6.548 0.182 18.150 3.630 0.295 29.472 CG nearby S Shore TSS 2000 Satb1 ENSMUSG00000023927 chr17:51736186-51832672 ENSMUST00000144331 1.293 1.811 1.264 0.860 1.400 0.4738 special AT-rich sequence binding protein 1 [Source:MGI Symbol;Acc:MGI:105084]
chr17 51,834,525 + CpG 0.0169 0.4203 0.381 38.095 0.676 67.568 0.327 32.739 6.548 0.182 18.150 3.630 0.295 29.472 CG nearby S Shore TSS 1500 Satb1 ENSMUSG00000023927 chr17:51738893-51833290 ENSMUST00000133574 5.593 4.487 1.063 0.538 -1.246 0.0838 special AT-rich sequence binding protein 1 [Source:MGI Symbol;Acc:MGI:105084]
chr17 51,980,428 + CpG 0.0363 0.4232 0.382 38.235 0.708 70.833 0.351 35.078 7.016 0.159 15.916 3.183 0.326 32.598 CG nearby Open Sea intergenic
chr17 54,087,646 + CpG 0.0176 0.0176 0.462 46.154 0.705 70.455 0.223 22.292 4.458 0.127 12.659 2.532 0.243 24.301 CG Open Sea intergenic
chr17 54,276,108 + CpG 0.0424 0.1752 0.280 28.000 0.600 60.000 0.229 22.937 4.587 0.363 36.332 7.266 0.320 32.000 CG nearby Open Sea intergenic
chr17 55,254,009 + CpG 0.0498 0.0375 0.667 66.667 0.444 44.444 0.339 33.910 6.782 0.270 26.958 5.392 -0.222 -22.222 CG Open Sea intergenic
chr17 56,445,903 + CpG 0.0454 0.2872 0.854 85.417 0.675 67.500 0.110 10.974 2.195 0.171 17.056 3.411 -0.179 -17.917 CG Open Sea Intron 6/28 Ptprs ENSMUSG00000013236 chr17:56412430-56462216 ENSMUST00000086828 2.048 2.380 0.313 0.390 1.162 0.1781 protein tyrosine phosphatase, receptor type, S [Source:MGI Symbol;Acc:MGI:97815]
chr17 56,445,903 + CpG 0.0454 0.2872 0.854 85.417 0.675 67.500 0.110 10.974 2.195 0.171 17.056 3.411 -0.179 -17.917 CG Open Sea Intron 6/32 Ptprs ENSMUSG00000013236 chr17:56412432-56476483 ENSMUST00000067538 3.056 4.524 0.429 0.899 1.480 0.0176 protein tyrosine phosphatase, receptor type, S [Source:MGI Symbol;Acc:MGI:97815]
chr17 60,338,065 + CpG 0.0080 0.1362 0.436 43.590 0.806 80.645 0.203 20.294 4.059 0.202 20.187 4.037 0.371 37.055 CG Open Sea intergenic
chr17 60,436,123 + CpG 0.0160 0.0607 0.160 16.000 0.480 48.000 0.166 16.586 3.317 0.356 35.642 7.128 0.320 32.000 CG Open Sea intergenic
chr17 61,463,443 + CpG 0.0211 0.0211 0.674 67.442 0.395 39.535 0.179 17.869 3.574 0.235 23.545 4.709 -0.279 -27.907 CG Open Sea intergenic
chr17 61,660,906 + CpG 0.0214 0.0214 0.400 40.000 0.710 70.968 0.281 28.053 5.611 0.181 18.138 3.628 0.310 30.968 CG nearby Open Sea intergenic
chr17 63,016,132 + CpG 0.0209 0.1328 0.600 60.000 0.829 82.927 0.141 14.064 2.813 0.053 5.312 1.062 0.229 22.927 CG nearby Open Sea intergenic
chr17 65,277,962 + CpG 0.0114 0.1796 0.563 56.250 0.759 75.862 0.155 15.543 3.109 0.059 5.864 1.173 0.196 19.612 CG nearby Open Sea intergenic



chr17 66,378,343 + CpG 0.0159 0.1133 0.893 89.286 0.552 55.172 0.095 9.521 1.904 0.289 28.906 5.781 -0.341 -34.113 CG N Shore Intron 3/11 Mtcl1 ENSMUSG00000052105 chr17:66336987-66385910 ENSMUST00000145347 6.026 3.852 1.589 0.470 -1.564 0.0351 microtubule crosslinking factor 1 [Source:MGI Symbol;Acc:MGI:1915867]
chr17 66,378,343 + CpG 0.0159 0.1133 0.893 89.286 0.552 55.172 0.095 9.521 1.904 0.289 28.906 5.781 -0.341 -34.113 CG N Shore Intron 5/13 Mtcl1 ENSMUSG00000052105 chr17:66336981-66449750 ENSMUST00000086693 10.177 9.949 2.164 1.868 -1.023 0.8631 microtubule crosslinking factor 1 [Source:MGI Symbol;Acc:MGI:1915867]
chr17 70,211,079 + CpG 0.0174 0.0174 0.833 83.333 0.552 55.172 0.121 12.092 2.418 0.120 12.044 2.409 -0.282 -28.161 CG nearby Open Sea intergenic
chr17 70,780,010 + CpG 0.0049 0.2843 0.381 38.095 0.826 82.609 0.318 31.755 6.351 0.206 20.585 4.117 0.445 44.513 CG Open Sea intergenic
chr17 72,314,851 + CpG 0.0045 0.0825 0.621 62.069 0.250 25.000 0.217 21.731 4.346 0.138 13.794 2.759 -0.371 -37.069 CG nearby Open Sea intergenic
chr17 74,329,863 + CpG 0.0007 0.0020 0.886 88.571 0.484 48.387 0.094 9.399 1.880 0.275 27.548 5.510 -0.402 -40.184 CG nearby Open Sea intergenic
chr17 74,562,071 + CpG 0.0399 0.2324 0.500 50.000 0.667 66.667 0.053 5.266 1.053 0.121 12.093 2.419 0.167 16.667 CG Open Sea Exon 6/73 Birc6 ENSMUSG00000024073 chr17:74528551-74702383 ENSMUST00000183224 1.105 1.300 0.356 0.289 1.176 0.3713 baculoviral IAP repeat-containing 6 [Source:MGI Symbol;Acc:MGI:1276108]
chr17 74,562,071 + CpG 0.0399 0.2324 0.500 50.000 0.667 66.667 0.053 5.266 1.053 0.121 12.093 2.419 0.167 16.667 CG Open Sea Exon 6/73 Birc6 ENSMUSG00000024073 chr17:74528467-74702383 ENSMUST00000182944 3.095 3.994 1.229 1.457 1.291 0.3231 baculoviral IAP repeat-containing 6 [Source:MGI Symbol;Acc:MGI:1276108]
chr17 74,562,071 + CpG 0.0399 0.2324 0.500 50.000 0.667 66.667 0.053 5.266 1.053 0.121 12.093 2.419 0.167 16.667 CG Open Sea Exon 6/73 Birc6 ENSMUSG00000024073 chr17:74528467-74702383 ENSMUST00000182597 3.574 2.702 0.490 0.693 -1.323 0.0541 baculoviral IAP repeat-containing 6 [Source:MGI Symbol;Acc:MGI:1276108]
chr17 77,520,079 + CpG 0.0035 0.3402 0.838 83.784 0.500 50.000 0.115 11.537 2.307 0.250 25.011 5.002 -0.338 -33.784 CG nearby Open Sea intergenic
chr17 77,715,743 + CpG 0.0183 0.0818 0.474 47.368 0.707 70.690 0.252 25.202 5.040 0.200 19.970 3.994 0.233 23.321 CG nearby Open Sea intergenic
chr17 78,501,477 + CpG 0.0105 0.0001 0.514 51.351 0.893 89.286 0.327 32.734 6.547 0.110 10.963 2.193 0.379 37.934 CG nearby Open Sea intergenic
chr17 82,104,441 + CpG 0.0263 0.4548 0.222 22.222 0.487 48.718 0.185 18.499 3.700 0.122 12.210 2.442 0.265 26.496 CG Open Sea intergenic
chr17 82,137,292 + CpG 0.0424 0.1593 0.773 77.273 0.476 47.619 0.178 17.774 3.555 0.355 35.499 7.100 -0.297 -29.654 CG nearby Open Sea intergenic
chr17 82,899,207 + CpG 0.0313 0.1784 0.870 86.957 0.622 62.162 0.137 13.682 2.736 0.296 29.628 5.926 -0.248 -24.794 CG nearby Open Sea intergenic
chr17 85,795,258 + CpG 0.0386 0.0386 0.897 89.744 0.688 68.750 0.081 8.144 1.629 0.208 20.777 4.155 -0.210 -20.994 CG Open Sea intergenic
chr17 88,067,179 + CpG 0.0464 0.1955 0.727 72.727 0.447 44.737 0.208 20.827 4.165 0.216 21.576 4.315 -0.280 -27.990 CG S Shore TSS 2000 Fbxo11 ENSMUSG00000005371 chr17:87990858-88065291 ENSMUST00000005504 4.172 5.236 0.680 0.652 1.255 0.0355 F-box protein 11 [Source:MGI Symbol;Acc:MGI:2147134]
chr17 88,756,205 + CpG 0.0180 0.0242 0.769 76.923 0.435 43.478 0.169 16.889 3.378 0.290 29.026 5.805 -0.334 -33.445 CG Open Sea intergenic
chr17 90,163,693 + CpG 0.0461 0.1380 0.769 76.923 0.873 87.255 0.115 11.453 2.291 0.085 8.525 1.705 0.103 10.332 CG Open Sea Intron 1/3 Nrxn1 ENSMUSG00000024109 chr17:90037323-90208422 ENSMUST00000197104 1.271 0.243 0.820 0.327 -5.235 0.0458 neurexin I [Source:MGI Symbol;Acc:MGI:1096391]
chr17 90,163,693 + CpG 0.0461 0.1380 0.769 76.923 0.873 87.255 0.115 11.453 2.291 0.085 8.525 1.705 0.103 10.332 CG Open Sea Intron 18/20 Nrxn1 ENSMUSG00000024109 chr17:90033630-91088907 ENSMUST00000072671 1.623 0.964 0.430 0.190 -1.684 0.0227 neurexin I [Source:MGI Symbol;Acc:MGI:1096391]
chr17 90,163,820 + CpG 0.0420 0.1952 0.490 49.020 0.722 72.222 0.281 28.090 5.618 0.111 11.146 2.229 0.232 23.203 CG Open Sea Intron 1/3 Nrxn1 ENSMUSG00000024109 chr17:90037323-90208422 ENSMUST00000197104 1.271 0.243 0.820 0.327 -5.235 0.0458 neurexin I [Source:MGI Symbol;Acc:MGI:1096391]
chr17 90,163,820 + CpG 0.0420 0.1952 0.490 49.020 0.722 72.222 0.281 28.090 5.618 0.111 11.146 2.229 0.232 23.203 CG Open Sea Exon 18/21 Nrxn1 ENSMUSG00000024109 chr17:90033630-91088907 ENSMUST00000072671 1.623 0.964 0.430 0.190 -1.684 0.0227 neurexin I [Source:MGI Symbol;Acc:MGI:1096391]
chr17 91,513,459 + CpG 0.0440 0.0440 0.726 72.603 0.455 45.455 0.179 17.938 3.588 0.303 30.273 6.055 -0.271 -27.148 cG Open Sea intergenic
chr18 7,879,278 + CpG 0.0014 0.0002 0.111 11.111 0.471 47.059 0.077 7.683 1.537 0.257 25.699 5.140 0.359 35.948 CG nearby Open Sea Intron 3/13 Wac ENSMUSG00000024283 chr18:7869500-7926139 ENSMUST00000172018 1.052 0.508 0.376 0.332 -2.070 0.0420 WW domain containing adaptor with coiled-coil [Source:MGI Symbol;Acc:MGI:2387357]
chr18 7,879,278 + CpG 0.0014 0.0002 0.111 11.111 0.471 47.059 0.077 7.683 1.537 0.257 25.699 5.140 0.359 35.948 CG nearby Open Sea Intron 3/7 Wac ENSMUSG00000024283 chr18:7869715-7916284 ENSMUST00000166062 1.994 1.389 0.565 0.927 -1.436 0.2548 WW domain containing adaptor with coiled-coil [Source:MGI Symbol;Acc:MGI:2387357]
chr18 7,879,278 + CpG 0.0014 0.0002 0.111 11.111 0.471 47.059 0.077 7.683 1.537 0.257 25.699 5.140 0.359 35.948 CG nearby Open Sea Intron 3/13 Wac ENSMUSG00000024283 chr18:7869196-7929028 ENSMUST00000167020 2.594 2.597 0.360 0.315 1.001 0.9900 WW domain containing adaptor with coiled-coil [Source:MGI Symbol;Acc:MGI:2387357]
chr18 7,879,278 + CpG 0.0014 0.0002 0.111 11.111 0.471 47.059 0.077 7.683 1.537 0.257 25.699 5.140 0.359 35.948 CG nearby Open Sea Intron 3/12 Wac ENSMUSG00000024283 chr18:7869492-7927519 ENSMUST00000092112 5.312 4.628 0.823 0.802 -1.148 0.2202 WW domain containing adaptor with coiled-coil [Source:MGI Symbol;Acc:MGI:2387357]
chr18 7,879,278 + CpG 0.0014 0.0002 0.111 11.111 0.471 47.059 0.077 7.683 1.537 0.257 25.699 5.140 0.359 35.948 CG nearby Open Sea Intron 3/13 Wac ENSMUSG00000024283 chr18:7868849-7927067 ENSMUST00000074919 17.522 15.731 0.906 0.606 -1.114 0.0080 WW domain containing adaptor with coiled-coil [Source:MGI Symbol;Acc:MGI:2387357]
chr18 7,910,843 + CpG 0.0344 0.1607 0.214 21.429 0.500 50.000 0.132 13.170 2.634 0.312 31.180 6.236 0.286 28.571 CG nearby Open Sea Intron 7/13 Wac ENSMUSG00000024283 chr18:7869500-7926139 ENSMUST00000172018 1.052 0.508 0.376 0.332 -2.070 0.0420 WW domain containing adaptor with coiled-coil [Source:MGI Symbol;Acc:MGI:2387357]
chr18 7,910,843 + CpG 0.0344 0.1607 0.214 21.429 0.500 50.000 0.132 13.170 2.634 0.312 31.180 6.236 0.286 28.571 CG nearby Open Sea Intron 7/7 Wac ENSMUSG00000024283 chr18:7869715-7916284 ENSMUST00000166062 1.994 1.389 0.565 0.927 -1.436 0.2548 WW domain containing adaptor with coiled-coil [Source:MGI Symbol;Acc:MGI:2387357]
chr18 7,910,843 + CpG 0.0344 0.1607 0.214 21.429 0.500 50.000 0.132 13.170 2.634 0.312 31.180 6.236 0.286 28.571 CG nearby Open Sea Intron 7/13 Wac ENSMUSG00000024283 chr18:7869196-7929028 ENSMUST00000167020 2.594 2.597 0.360 0.315 1.001 0.9900 WW domain containing adaptor with coiled-coil [Source:MGI Symbol;Acc:MGI:2387357]
chr18 7,910,843 + CpG 0.0344 0.1607 0.214 21.429 0.500 50.000 0.132 13.170 2.634 0.312 31.180 6.236 0.286 28.571 CG nearby Open Sea Intron 6/12 Wac ENSMUSG00000024283 chr18:7869492-7927519 ENSMUST00000092112 5.312 4.628 0.823 0.802 -1.148 0.2202 WW domain containing adaptor with coiled-coil [Source:MGI Symbol;Acc:MGI:2387357]
chr18 7,910,843 + CpG 0.0344 0.1607 0.214 21.429 0.500 50.000 0.132 13.170 2.634 0.312 31.180 6.236 0.286 28.571 CG nearby Open Sea Intron 7/13 Wac ENSMUSG00000024283 chr18:7868849-7927067 ENSMUST00000074919 17.522 15.731 0.906 0.606 -1.114 0.0080 WW domain containing adaptor with coiled-coil [Source:MGI Symbol;Acc:MGI:2387357]
chr18 11,404,594 + CpG 0.0345 0.0671 0.660 66.000 0.839 83.871 0.203 20.308 4.062 0.404 40.389 8.078 0.179 17.871 CG nearby Open Sea intergenic
chr18 13,589,738 + CpG 0.0104 0.0501 0.559 55.882 0.844 84.375 0.174 17.416 3.483 0.123 12.258 2.452 0.285 28.493 CG Open Sea intergenic
chr18 13,694,240 + CpG 0.0291 0.4204 0.526 52.632 0.806 80.645 0.311 31.126 6.225 0.180 17.983 3.597 0.280 28.014 CG nearby Open Sea intergenic
chr18 16,276,710 + CpG 0.0420 0.0329 0.697 69.697 0.880 88.000 0.200 20.030 4.006 0.105 10.547 2.109 0.183 18.303 CG nearby Open Sea false intergenic Gm7665 ENSMUSG00000063628 chr18:16274647-16274944 ENSMUST00000076710 0.447 1.136 0.385 0.733 2.541 0.1116 predicted pseudogene 7665 [Source:MGI Symbol;Acc:MGI:3645651]
chr18 16,714,805 + CpG 0.0212 0.0051 0.831 83.133 0.642 64.211 0.090 8.965 1.793 0.209 20.871 4.174 -0.189 -18.922 CG nearby Open Sea Intron 2/15 Cdh2 ENSMUSG00000024304 chr18:16588876-16809246 ENSMUST00000025166 14.678 12.336 1.641 1.864 -1.190 0.0685 cadherin 2 [Source:MGI Symbol;Acc:MGI:88355]
chr18 18,020,642 + CpG 0.0264 0.0019 0.364 36.364 0.581 58.108 0.237 23.716 4.743 0.120 11.979 2.396 0.217 21.744 CG nearby Open Sea intergenic
chr18 18,225,414 + CpG 0.0455 0.2191 0.600 60.000 0.747 74.713 0.193 19.303 3.861 0.088 8.812 1.762 0.147 14.713 CG nearby Open Sea intergenic
chr18 19,071,887 + CpG 0.0303 0.2233 0.530 53.012 0.714 71.429 0.273 27.285 5.457 0.178 17.805 3.561 0.184 18.417 CG nearby Open Sea intergenic
chr18 19,603,805 + CpG 0.0251 0.0251 0.800 80.000 0.568 56.818 0.146 14.577 2.915 0.244 24.358 4.872 -0.232 -23.182 CG nearby Open Sea intergenic
chr18 21,654,743 + CpG 0.0138 0.2197 0.750 75.000 0.472 47.222 0.354 35.379 7.076 0.075 7.454 1.491 -0.278 -27.778 CG S Shore intergenic
chr18 23,026,396 + CpG 0.0228 0.0023 0.611 61.111 0.343 34.286 0.233 23.277 4.655 0.147 14.651 2.930 -0.268 -26.825 CG nearby Open Sea Intron 1/4 Nol4 ENSMUSG00000041923 chr18:22912685-23038939 ENSMUST00000165323 0.240 2.244 0.536 0.839 9.347 0.0030 nucleolar protein 4 [Source:MGI Symbol;Acc:MGI:2441684]
chr18 23,026,396 + CpG 0.0228 0.0023 0.611 61.111 0.343 34.286 0.233 23.277 4.655 0.147 14.651 2.930 -0.268 -26.825 CG nearby Open Sea Intron 1/10 Nol4 ENSMUSG00000041923 chr18:22693380-23038656 ENSMUST00000081423 1.242 0.634 1.027 0.358 -1.958 0.2671 nucleolar protein 4 [Source:MGI Symbol;Acc:MGI:2441684]
chr18 23,026,396 + CpG 0.0228 0.0023 0.611 61.111 0.343 34.286 0.233 23.277 4.655 0.147 14.651 2.930 -0.268 -26.825 CG nearby Open Sea Intron 1/9 Nol4 ENSMUSG00000041923 chr18:22694523-23040078 ENSMUST00000164893 5.773 2.674 0.503 1.430 -2.159 0.0061 nucleolar protein 4 [Source:MGI Symbol;Acc:MGI:2441684]
chr18 23,026,396 + CpG 0.0228 0.0023 0.611 61.111 0.343 34.286 0.233 23.277 4.655 0.147 14.651 2.930 -0.268 -26.825 CG nearby Open Sea Intron 1/9 Nol4 ENSMUSG00000041923 chr18:22693633-23041653 ENSMUST00000097651 8.740 6.010 0.341 1.859 -1.454 0.0291 nucleolar protein 4 [Source:MGI Symbol;Acc:MGI:2441684]
chr18 25,791,995 + CpG 0.0366 0.9111 0.853 85.294 0.609 60.870 0.091 9.129 1.826 0.364 36.444 7.289 -0.244 -24.425 CG Open Sea intergenic
chr18 26,890,568 + CpG 0.0460 0.0165 0.294 29.412 0.528 52.778 0.189 18.910 3.782 0.325 32.489 6.498 0.234 23.366 CG Open Sea intergenic
chr18 26,980,013 + CpG 0.0111 0.0111 0.553 55.319 0.816 81.579 0.283 28.310 5.662 0.149 14.907 2.981 0.263 26.260 CG nearby Open Sea intergenic
chr18 28,369,790 + CpG 0.0476 0.1050 0.667 66.667 0.429 42.857 0.137 13.665 2.733 0.184 18.407 3.681 -0.238 -23.810 CG nearby Open Sea intergenic
chr18 30,194,596 + CpG 0.0038 0.0132 0.180 18.000 0.491 49.057 0.192 19.190 3.838 0.097 9.730 1.946 0.311 31.057 CG Open Sea intergenic
chr18 31,338,494 + CpG 0.0358 0.0358 0.556 55.556 0.850 85.000 0.274 27.431 5.486 0.167 16.733 3.347 0.294 29.444 CG nearby Open Sea intergenic
chr18 33,100,798 + CpG 0.0108 0.3735 0.811 81.081 0.516 51.613 0.162 16.234 3.247 0.292 29.193 5.839 -0.295 -29.468 CG nearby Open Sea intergenic
chr18 36,288,815 + CpG 0.0305 0.0859 0.531 53.125 0.793 79.310 0.276 27.576 5.515 0.137 13.693 2.739 0.262 26.185 CG S Shore 3'UTR Pura ENSMUSG00000043991 chr18:36281096-36289723 ENSMUST00000051301 14.241 13.664 1.659 0.949 -1.042 0.5232 purine rich element binding protein A [Source:MGI Symbol;Acc:MGI:103079]
chr18 42,530,117 + CpG 0.0461 0.0097 0.407 40.741 0.622 62.162 0.089 8.875 1.775 0.320 32.035 6.407 0.214 21.421 CG nearby Open Sea Intron 4/21 Tcerg1 ENSMUSG00000024498 chr18:42511509-42575551 ENSMUST00000025375 7.115 7.516 0.492 0.487 1.056 0.2309 transcription elongation regulator 1 (CA150) [Source:MGI Symbol;Acc:MGI:1926421]
chr18 42,710,577 + CpG 0.0149 0.1026 0.909 90.909 0.720 72.000 0.077 7.730 1.546 0.120 11.970 2.394 -0.189 -18.909 CG nearby Open Sea Intron 4/8 Ppp2r2b ENSMUSG00000024500 chr18:42645268-42899294 ENSMUST00000117687 2.059 2.644 0.508 1.508 1.284 0.4490 protein phosphatase 2, regulatory subunit B, beta [Source:MGI Symbol;Acc:MGI:1920180]
chr18 46,890,882 + CpG 0.0438 0.0438 0.643 64.286 0.350 35.000 0.364 36.428 7.286 0.213 21.266 4.253 -0.293 -29.286 CG Open Sea intergenic
chr18 49,894,644 + CpG 0.0325 0.1784 0.809 80.851 0.581 58.140 0.109 10.912 2.182 0.384 38.436 7.687 -0.227 -22.712 CG nearby Open Sea Intron 24/42 Dmxl1 ENSMUSG00000037416 chr18:49832669-49964254 ENSMUST00000180611 5.338 5.255 0.819 0.360 -1.016 0.8433 Dmx-like 1 [Source:MGI Symbol;Acc:MGI:2443926]
chr18 54,721,602 + CpG 0.0485 0.0291 0.156 15.625 0.400 40.000 0.091 9.059 1.812 0.235 23.483 4.697 0.244 24.375 CG Open Sea intergenic
chr18 55,522,130 + CpG 0.0137 0.3967 0.179 17.857 0.485 48.485 0.181 18.141 3.628 0.249 24.921 4.984 0.306 30.628 CG nearby Open Sea intergenic
chr18 57,421,304 + CpG 0.0358 0.6885 0.788 78.788 0.536 53.571 0.188 18.801 3.760 0.103 10.274 2.055 -0.252 -25.216 CG Open Sea intergenic
chr18 59,817,725 + CpG 0.0178 0.0094 0.274 27.397 0.493 49.296 0.074 7.433 1.487 0.187 18.713 3.743 0.219 21.899 CG nearby Open Sea intergenic
chr18 65,387,989 + CpG 0.0386 0.4128 0.600 60.000 0.852 85.185 0.303 30.315 6.063 0.402 40.235 8.047 0.252 25.185 CG nearby Open Sea intergenic
chr18 66,854,097 + CpG 0.0043 0.4398 0.281 28.125 0.654 65.385 0.138 13.815 2.763 0.222 22.175 4.435 0.373 37.260 CG Open Sea intergenic
chr18 68,666,643 + CpG 0.0278 0.1243 0.528 52.778 0.767 76.744 0.254 25.367 5.073 0.204 20.424 4.085 0.240 23.966 CG nearby Open Sea intergenic
chr18 69,660,439 + CpG 0.0223 0.0209 0.881 88.095 0.643 64.286 0.398 39.832 7.966 0.206 20.592 4.118 -0.238 -23.810 CG nearby Open Sea Intron 15/19 Tcf4 ENSMUSG00000053477 chr18:69344488-69689079 ENSMUST00000114985 1.093 1.206 0.235 0.367 1.103 0.5807 transcription factor 4 [Source:MGI Symbol;Acc:MGI:98506]
chr18 69,660,439 + CpG 0.0223 0.0209 0.881 88.095 0.643 64.286 0.398 39.832 7.966 0.206 20.592 4.118 -0.238 -23.810 CG nearby Open Sea Intron 8/12 Tcf4 ENSMUSG00000053477 chr18:69593425-69684528 ENSMUST00000114977 1.095 2.256 0.358 2.165 2.061 0.2991 transcription factor 4 [Source:MGI Symbol;Acc:MGI:98506]
chr18 69,660,439 + CpG 0.0223 0.0209 0.881 88.095 0.643 64.286 0.398 39.832 7.966 0.206 20.592 4.118 -0.238 -23.810 CG nearby Open Sea Intron 8/12 Tcf4 ENSMUSG00000053477 chr18:69592987-69683445 ENSMUST00000114978 1.363 1.130 0.413 0.264 -1.206 0.3247 transcription factor 4 [Source:MGI Symbol;Acc:MGI:98506]
chr18 69,660,439 + CpG 0.0223 0.0209 0.881 88.095 0.643 64.286 0.398 39.832 7.966 0.206 20.592 4.118 -0.238 -23.810 CG nearby Open Sea Intron 10/14 Tcf4 ENSMUSG00000053477 chr18:69521860-69683260 ENSMUST00000202057 1.382 0.955 1.311 0.544 -1.447 0.5293 transcription factor 4 [Source:MGI Symbol;Acc:MGI:98506]
chr18 69,660,439 + CpG 0.0223 0.0209 0.881 88.095 0.643 64.286 0.398 39.832 7.966 0.206 20.592 4.118 -0.238 -23.810 CG nearby Open Sea Intron 11/15 Tcf4 ENSMUSG00000053477 chr18:69519765-69683198 ENSMUST00000201410 2.024 0.682 1.406 0.541 -2.969 0.1012 transcription factor 4 [Source:MGI Symbol;Acc:MGI:98506]
chr18 69,660,439 + CpG 0.0223 0.0209 0.881 88.095 0.643 64.286 0.398 39.832 7.966 0.206 20.592 4.118 -0.238 -23.810 CG nearby Open Sea Intron 15/19 Tcf4 ENSMUSG00000053477 chr18:69345720-69687967 ENSMUST00000078486 7.177 7.956 0.891 1.833 1.109 0.4266 transcription factor 4 [Source:MGI Symbol;Acc:MGI:98506]
chr18 71,698,579 + CpG 0.0365 0.0981 0.761 76.119 0.594 59.420 0.111 11.105 2.221 0.107 10.692 2.138 -0.167 -16.699 CG Open Sea intergenic
chr18 77,564,436 + CpG 0.0180 0.0589 0.700 70.000 0.431 43.137 0.270 26.969 5.394 0.056 5.626 1.125 -0.269 -26.863 CG N Shore intergenic
chr18 78,724,001 + CpG 0.0429 0.3944 0.493 49.315 0.649 64.894 0.052 5.162 1.032 0.163 16.268 3.254 0.156 15.579 CG nearby Open Sea intergenic
chr18 81,242,493 + CpG 0.0343 0.2567 0.868 86.842 0.656 65.625 0.111 11.051 2.210 0.200 19.967 3.993 -0.212 -21.217 CG nearby Open Sea intergenic
chr18 83,635,735 + CpG 0.0286 0.0089 0.244 24.359 0.400 40.000 0.131 13.144 2.629 0.197 19.706 3.941 0.156 15.641 CG Open Sea intergenic
chr18 86,804,241 + CpG 0.0294 0.0629 0.500 50.000 0.759 75.862 0.244 24.437 4.887 0.248 24.786 4.957 0.259 25.862 CG nearby Open Sea intergenic
chr19 3,179,078 + CpG 0.0377 0.0168 0.548 54.762 0.815 81.481 0.316 31.625 6.325 0.229 22.858 4.572 0.267 26.720 CG nearby Open Sea intergenic
chr19 4,442,128 + CpG 0.0189 0.0053 0.556 55.556 0.263 26.316 0.255 25.505 5.101 0.182 18.184 3.637 -0.292 -29.240 CG nearby S Shelf intergenic
chr19 5,122,613 + CpG 0.0112 0.0606 0.273 27.273 0.633 63.333 0.390 38.987 7.797 0.192 19.196 3.839 0.361 36.061 CG Open Sea intergenic
chr19 6,044,446 + CpG 0.0085 0.0542 0.528 52.778 0.244 24.444 0.234 23.401 4.680 0.165 16.466 3.293 -0.283 -28.333 CG nearby N Shelf intergenic
chr19 6,463,905 + CpG 0.0212 0.0010 0.168 16.814 0.299 29.915 0.107 10.720 2.144 0.083 8.349 1.670 0.131 13.100 CG Open Sea intergenic
chr19 6,463,924 + CpG 0.0129 0.0010 0.211 21.053 0.441 44.094 0.087 8.691 1.738 0.105 10.548 2.110 0.230 23.042 CG Open Sea intergenic
chr19 12,784,369 + CpG 0.0133 0.0133 0.425 42.500 0.725 72.500 0.204 20.358 4.072 0.142 14.226 2.845 0.300 30.000 cg Open Sea Intron 2/10 Zfp91 ENSMUSG00000024695 chr19:12767019-12796126 ENSMUST00000038627 21.358 19.541 0.542 0.959 -1.093 0.0093 zinc finger protein 91 [Source:MGI Symbol;Acc:MGI:104854]
chr19 13,767,854 + CpG 0.0227 0.0415 0.217 21.739 0.429 42.857 0.147 14.745 2.949 0.102 10.201 2.040 0.211 21.118 cg Open Sea intergenic
chr19 14,512,879 + CpG 0.0393 0.0451 0.426 42.553 0.621 62.121 0.210 20.981 4.196 0.036 3.567 0.713 0.196 19.568 CG nearby Open Sea Intron 8/19 Tle4 ENSMUSG00000024642 chr19:14448071-14597983 ENSMUST00000052011 1.430 1.742 0.391 0.458 1.218 0.2809 transducin-like enhancer of split 4 [Source:MGI Symbol;Acc:MGI:104633]
chr19 15,593,966 + CpG 0.0222 0.1173 0.833 83.333 0.533 53.333 0.189 18.888 3.778 0.268 26.757 5.351 -0.300 -30.000 CG nearby Open Sea intergenic
chr19 15,640,027 + CpG 0.0034 0.2545 0.767 76.667 0.422 42.222 0.163 16.327 3.265 0.098 9.750 1.950 -0.344 -34.444 CG Open Sea intergenic
chr19 17,905,061 + CpG 0.0455 0.6562 0.775 77.528 0.587 58.730 0.105 10.526 2.105 0.194 19.435 3.887 -0.188 -18.798 CG Open Sea intergenic
chr19 18,371,585 + CpG 0.0458 0.0400 0.825 82.500 0.586 58.621 0.205 20.524 4.105 0.305 30.540 6.108 -0.239 -23.879 CG Open Sea intergenic
chr19 19,623,840 + CpG 0.0392 0.2361 0.617 61.702 0.814 81.395 0.203 20.343 4.069 0.131 13.126 2.625 0.197 19.693 CG Open Sea intergenic
chr19 21,158,621 + CpG 0.0439 0.1339 0.176 17.647 0.441 44.118 0.152 15.233 3.047 0.359 35.931 7.186 0.265 26.471 CG nearby Open Sea intergenic
chr19 23,652,619 + CpG 0.0161 0.2713 0.704 70.370 0.394 39.394 0.242 24.158 4.832 0.211 21.118 4.224 -0.310 -30.976 CG CpG Island intergenic
chr19 31,158,632 + CpG 0.0173 0.1150 0.826 82.609 0.476 47.619 0.185 18.499 3.700 0.272 27.245 5.449 -0.350 -34.990 CG Open Sea intergenic
chr19 31,159,436 + CpG 0.0252 0.0252 0.218 21.818 0.444 44.444 0.115 11.502 2.300 0.238 23.793 4.759 0.226 22.626 CG nearby Open Sea intergenic
chr19 32,808,760 + CpG 0.0223 0.0013 0.148 14.815 0.462 46.154 0.404 40.406 8.081 0.168 16.849 3.370 0.313 31.339 CG Open Sea Intron 5/8 Pten ENSMUSG00000013663 chr19:32757496-32826160 ENSMUST00000013807 18.846 18.810 0.798 1.278 -1.002 0.9590 phosphatase and tensin homolog [Source:MGI Symbol;Acc:MGI:109583]
chr19 33,265,226 + CpG 0.0355 0.3782 0.357 35.714 0.590 58.974 0.199 19.863 3.973 0.120 11.979 2.396 0.233 23.260 CG nearby Open Sea Intron 2/4 Rnls ENSMUSG00000071573 chr19:33137746-33392295 ENSMUST00000163093 2.133 1.716 0.857 0.648 -1.243 0.4124 renalase, FAD-dependent amine oxidase [Source:MGI Symbol;Acc:MGI:1915045]
chr19 33,265,226 + CpG 0.0355 0.3782 0.357 35.714 0.590 58.974 0.199 19.863 3.973 0.120 11.979 2.396 0.233 23.260 CG nearby Open Sea Intron 4/6 Rnls ENSMUSG00000071573 chr19:33137746-33392265 ENSMUST00000096114 2.634 2.181 0.735 0.484 -1.208 0.2877 renalase, FAD-dependent amine oxidase [Source:MGI Symbol;Acc:MGI:1915045]
chr19 33,960,986 + CpG 0.0500 0.0468 0.833 83.333 0.600 60.000 0.151 15.074 3.015 0.224 22.410 4.482 -0.233 -23.333 CG nearby Open Sea intergenic
chr19 34,959,544 + CpG 0.0327 0.1883 0.750 75.000 0.462 46.154 0.162 16.234 3.247 0.293 29.277 5.855 -0.288 -28.846 CG Open Sea intergenic
chr19 35,241,126 + CpG 0.0422 0.0422 0.606 60.606 0.846 84.615 0.367 36.703 7.341 0.212 21.189 4.238 0.240 24.009 CG nearby Open Sea intergenic
chr19 36,595,212 + CpG 0.0455 0.0455 0.348 34.783 0.630 62.963 0.221 22.079 4.416 0.171 17.063 3.413 0.282 28.180 CG Open Sea intergenic
chr19 40,327,295 + CpG 0.0239 0.0330 0.698 69.767 0.912 91.176 0.136 13.563 2.713 0.137 13.682 2.736 0.214 21.409 CG S Shore Intron 13/21 Sorbs1 ENSMUSG00000025006 chr19:40295048-40402267 ENSMUST00000099466 3.516 4.143 0.416 0.490 1.178 0.0616 sorbin and SH3 domain containing 1 [Source:MGI Symbol;Acc:MGI:700014]
chr19 40,526,026 + CpG 0.0235 0.0443 0.690 68.966 0.357 35.714 0.171 17.135 3.427 0.289 28.860 5.772 -0.333 -33.251 CG nearby Open Sea intergenic
chr19 46,055,733 + CpG 0.0166 0.3670 0.645 64.474 0.433 43.284 0.142 14.189 2.838 0.119 11.950 2.390 -0.212 -21.190 CG nearby N Shore TSS 1500 Pprc1 ENSMUSG00000055491 chr19:46056583-46072909 ENSMUST00000062322 1.904 2.162 0.476 0.591 1.136 0.4692 peroxisome proliferative activated receptor, gamma, coactivator-related 1 [Source:MGI Symbol;Acc:MGI:2385096]
chr19 46,055,733 + CpG 0.0166 0.3670 0.645 64.474 0.433 43.284 0.142 14.189 2.838 0.119 11.950 2.390 -0.212 -21.190 CG nearby N Shore TSS 1500 Pprc1 ENSMUSG00000055491 chr19:46056538-46072911 ENSMUST00000111899 3.238 3.400 0.253 0.571 1.050 0.5851 peroxisome proliferative activated receptor, gamma, coactivator-related 1 [Source:MGI Symbol;Acc:MGI:2385096]
chr19 50,191,577 + CpG 0.0382 0.5408 0.548 54.839 0.784 78.378 0.253 25.329 5.066 0.142 14.230 2.846 0.235 23.540 CG Open Sea intergenic
chr19 53,159,728 + CpG 0.0322 0.1781 0.682 68.182 0.450 45.000 0.221 22.143 4.429 0.121 12.145 2.429 -0.232 -23.182 CG Open Sea Intron 1/15 Add3 ENSMUSG00000025026 chr19:53143996-53247399 ENSMUST00000025999 3.548 2.968 0.761 0.976 -1.195 0.3268 adducin 3 (gamma) [Source:MGI Symbol;Acc:MGI:1351615]
chr19 53,159,728 + CpG 0.0322 0.1781 0.682 68.182 0.450 45.000 0.221 22.143 4.429 0.121 12.145 2.429 -0.232 -23.182 CG Open Sea Intron 1/14 Add3 ENSMUSG00000025026 chr19:53140444-53247399 ENSMUST00000111741 4.394 5.206 1.308 1.220 1.185 0.3401 adducin 3 (gamma) [Source:MGI Symbol;Acc:MGI:1351615]
chr19 53,159,728 + CpG 0.0322 0.1781 0.682 68.182 0.450 45.000 0.221 22.143 4.429 0.121 12.145 2.429 -0.232 -23.182 CG Open Sea Intron 1/13 Add3 ENSMUSG00000025026 chr19:53142755-53247399 ENSMUST00000050096 4.691 5.865 0.840 1.900 1.250 0.2573 adducin 3 (gamma) [Source:MGI Symbol;Acc:MGI:1351615]
chr19 53,751,441 + CpG 0.0267 0.0672 0.500 50.000 0.222 22.222 0.321 32.123 6.425 0.124 12.423 2.485 -0.278 -27.778 CG nearby Open Sea intergenic
chr19 56,336,584 + CpG 0.0121 0.0022 0.154 15.385 0.643 64.286 0.426 42.601 8.520 0.368 36.764 7.353 0.489 48.901 CG Open Sea intergenic
chr19 56,336,653 + CpG 0.0079 0.0006 0.308 30.769 0.620 62.000 0.142 14.200 2.840 0.178 17.837 3.567 0.312 31.231 CG nearby Open Sea intergenic
chr19 60,015,901 + CpG 0.0319 0.2306 0.727 72.727 0.417 41.667 0.153 15.290 3.058 0.306 30.561 6.112 -0.311 -31.061 CG Open Sea intergenic
chr2 3,712,885 + CpG 0.0358 0.0358 0.455 45.455 0.284 28.358 0.077 7.705 1.541 0.158 15.765 3.153 -0.171 -17.096 CG nearby N Shore TSS 1500 Fam107b ENSMUSG00000026655 chr2:3713457-3782142 ENSMUST00000027965 4.230 10.443 0.842 6.524 2.468 0.1001 family with sequence similarity 107, member B [Source:MGI Symbol;Acc:MGI:1913790]
chr2 4,101,276 + CpG 0.0161 0.1637 0.800 80.000 0.517 51.724 0.151 15.062 3.012 0.118 11.795 2.359 -0.283 -28.276 CG nearby Open Sea intergenic
chr2 4,819,539 + CpG 0.0476 0.3398 0.550 55.000 0.826 82.609 0.356 35.571 7.114 0.125 12.525 2.505 0.276 27.609 CG nearby Open Sea intergenic
chr2 4,833,887 + CpG 0.0434 0.0354 0.846 84.615 0.650 65.000 0.122 12.245 2.449 0.372 37.231 7.446 -0.196 -19.615 CG Open Sea intergenic
chr2 6,884,970 + CpG 0.0024 0.1465 0.286 28.571 0.833 83.333 0.209 20.917 4.183 0.258 25.760 5.152 0.548 54.762 CG Open Sea 5'UTR Celf2 ENSMUSG00000002107 chr2:6541868-6884996 ENSMUST00000114934 3.840 4.670 0.506 1.539 1.216 0.3052 CUGBP, Elav-like family member 2 [Source:MGI Symbol;Acc:MGI:1338822]
chr2 7,262,363 + CpG 0.0320 0.4743 0.550 55.000 0.824 82.353 0.264 26.438 5.288 0.187 18.735 3.747 0.274 27.353 CG nearby Open Sea intergenic
chr2 8,773,114 + CpG 0.0430 0.0430 0.412 41.176 0.781 78.125 0.313 31.335 6.267 0.383 38.299 7.660 0.369 36.949 CG nearby Open Sea intergenic
chr2 9,480,662 + CpG 0.0259 0.0259 0.711 71.111 0.894 89.362 0.202 20.209 4.042 0.060 6.030 1.206 0.183 18.251 CG nearby Open Sea intergenic
chr2 10,522,129 + CpG 0.0409 0.4107 0.333 33.333 0.642 64.151 0.090 8.964 1.793 0.305 30.459 6.092 0.308 30.818 CG nearby Open Sea intergenic
chr2 11,134,274 + CpG 0.0284 0.0096 0.167 16.667 0.600 60.000 0.425 42.492 8.498 0.253 25.276 5.055 0.433 43.333 CG nearby Open Sea intergenic
chr2 11,254,173 + CpG 0.0167 0.5103 0.676 67.647 0.400 40.000 0.170 16.981 3.396 0.219 21.933 4.387 -0.276 -27.647 CG Open Sea intergenic
chr2 12,064,394 + CpG 0.0488 0.0488 0.630 62.963 0.880 88.000 0.283 28.284 5.657 0.116 11.643 2.329 0.250 25.037 CG nearby Open Sea intergenic
chr2 16,373,754 + CpG 0.0354 0.0773 0.600 60.000 0.880 88.000 0.412 41.206 8.241 0.090 8.980 1.796 0.280 28.000 CG nearby Open Sea Intron 1/13 Plxdc2 ENSMUSG00000026748 chr2:16356303-16755839 ENSMUST00000028081 0.780 1.512 0.110 0.819 1.939 0.1162 plexin domain containing 2 [Source:MGI Symbol;Acc:MGI:1914698]
chr2 16,373,754 + CpG 0.0354 0.0773 0.600 60.000 0.880 88.000 0.412 41.206 8.241 0.090 8.980 1.796 0.280 28.000 CG nearby Open Sea Intron 1/13 Plxdc2 ENSMUSG00000026748 chr2:16357116-16751857 ENSMUST00000114702 1.488 2.651 0.505 1.690 1.782 0.2037 plexin domain containing 2 [Source:MGI Symbol;Acc:MGI:1914698]
chr2 16,608,673 + CpG 0.0136 0.1464 0.136 13.571 0.270 27.027 0.067 6.707 1.341 0.087 8.722 1.744 0.135 13.456 CG Open Sea Intron 4/13 Plxdc2 ENSMUSG00000026748 chr2:16356303-16755839 ENSMUST00000028081 0.780 1.512 0.110 0.819 1.939 0.1162 plexin domain containing 2 [Source:MGI Symbol;Acc:MGI:1914698]
chr2 16,608,673 + CpG 0.0136 0.1464 0.136 13.571 0.270 27.027 0.067 6.707 1.341 0.087 8.722 1.744 0.135 13.456 CG Open Sea Intron 4/13 Plxdc2 ENSMUSG00000026748 chr2:16357116-16751857 ENSMUST00000114702 1.488 2.651 0.505 1.690 1.782 0.2037 plexin domain containing 2 [Source:MGI Symbol;Acc:MGI:1914698]
chr2 18,566,637 + CpG 0.0112 0.2330 0.808 80.822 0.587 58.696 0.099 9.944 1.989 0.140 13.982 2.796 -0.221 -22.126 CG nearby Open Sea intergenic
chr2 21,806,030 + CpG 0.0348 0.1906 0.894 89.362 0.732 73.214 0.060 5.951 1.190 0.142 14.176 2.835 -0.161 -16.147 CG Open Sea Intron 7/10 Gpr158 ENSMUSG00000045967 chr2:21367541-21830547 ENSMUST00000055946 21.902 16.499 1.831 5.270 -1.327 0.0831 G protein-coupled receptor 158 [Source:MGI Symbol;Acc:MGI:2441697]
chr2 28,273,934 + CpG 0.0454 0.2725 0.500 50.000 0.708 70.833 0.246 24.575 4.915 0.181 18.066 3.613 0.208 20.833 CG nearby Open Sea intergenic
chr2 31,495,497 + CpG 0.0253 0.5775 0.351 35.088 0.585 58.537 0.169 16.911 3.382 0.099 9.924 1.985 0.234 23.449 CG Open Sea Intron 9/15 Ass1 ENSMUSG00000076441 chr2:31470206-31520672 ENSMUST00000102840 15.593 11.181 9.840 2.802 -1.395 0.3824 argininosuccinate synthetase 1 [Source:MGI Symbol;Acc:MGI:88090]
chr2 34,535,048 + CpG 0.0303 0.9875 0.464 46.429 0.732 73.171 0.184 18.355 3.671 0.074 7.380 1.476 0.267 26.742 CG Open Sea Intron 6/10 Mapkap1 ENSMUSG00000038696 chr2:34406885-34623564 ENSMUST00000113123 1.405 0.538 0.900 0.689 -2.609 0.1285 mitogen-activated protein kinase associated protein 1 [Source:MGI Symbol;Acc:MGI:2444554]
chr2 34,535,048 + CpG 0.0303 0.9875 0.464 46.429 0.732 73.171 0.184 18.355 3.671 0.074 7.380 1.476 0.267 26.742 CG Open Sea Intron 6/10 Mapkap1 ENSMUSG00000038696 chr2:34406861-34623475 ENSMUST00000124443 1.438 2.461 0.838 0.769 1.711 0.0794 mitogen-activated protein kinase associated protein 1 [Source:MGI Symbol;Acc:MGI:2444554]
chr2 34,535,048 + CpG 0.0303 0.9875 0.464 46.429 0.732 73.171 0.184 18.355 3.671 0.074 7.380 1.476 0.267 26.742 CG Open Sea Intron 7/11 Mapkap1 ENSMUSG00000038696 chr2:34407182-34624949 ENSMUST00000147337 4.283 4.480 0.622 0.311 1.046 0.5490 mitogen-activated protein kinase associated protein 1 [Source:MGI Symbol;Acc:MGI:2444554]
chr2 35,576,322 + CpG 0.0483 0.0589 0.766 76.596 0.921 92.105 0.155 15.520 3.104 0.136 13.637 2.727 0.155 15.510 CG Open Sea intergenic
chr2 38,369,681 + CpG 0.0283 0.0280 0.643 64.286 0.839 83.929 0.093 9.325 1.865 0.153 15.278 3.056 0.196 19.643 CG S Shore intergenic
chr2 40,209,646 + CpG 0.0483 0.0575 0.542 54.167 0.800 80.000 0.250 25.007 5.001 0.135 13.532 2.706 0.258 25.833 CG nearby Open Sea intergenic
chr2 41,626,991 + CpG 0.0255 0.0638 0.768 76.786 0.570 56.962 0.365 36.495 7.299 0.209 20.945 4.189 -0.198 -19.824 CG Open Sea intergenic
chr2 41,945,340 + CpG 0.0270 0.6405 0.469 46.875 0.783 78.261 0.317 31.698 6.340 0.178 17.776 3.555 0.314 31.386 CG nearby Open Sea intergenic
chr2 42,022,366 + CpG 0.0232 0.0232 0.348 34.783 0.714 71.429 0.361 36.109 7.222 0.252 25.177 5.035 0.366 36.646 CG nearby Open Sea intergenic
chr2 44,198,855 + CpG 0.0220 0.0801 0.538 53.846 0.769 76.923 0.269 26.929 5.386 0.146 14.571 2.914 0.231 23.077 CG nearby Open Sea Intron 11/13 Arhgap15 ENSMUSG00000049744 chr2:43748869-44387623 ENSMUST00000055776 0.453 1.440 0.393 1.604 3.180 0.2452 Rho GTPase activating protein 15 [Source:MGI Symbol;Acc:MGI:1923367]
chr2 44,988,646 + CpG 0.0332 0.0001 0.220 21.951 0.452 45.161 0.370 37.007 7.401 0.169 16.867 3.373 0.232 23.210 CG Open Sea Exon 10/10 Zeb2 ENSMUSG00000026872 chr2:44987122-45113279 ENSMUST00000068415 0.798 1.557 0.583 0.858 1.951 0.1456 zinc finger E-box binding homeobox 2 [Source:MGI Symbol;Acc:MGI:1344407]
chr2 44,988,646 + CpG 0.0332 0.0001 0.220 21.951 0.452 45.161 0.370 37.007 7.401 0.169 16.867 3.373 0.232 23.210 CG Open Sea Exon 10/10 Zeb2 ENSMUSG00000026872 chr2:44987122-45110515 ENSMUST00000028229 0.966 1.787 0.573 0.876 1.850 0.1236 zinc finger E-box binding homeobox 2 [Source:MGI Symbol;Acc:MGI:1344407]
chr2 44,988,646 + CpG 0.0332 0.0001 0.220 21.951 0.452 45.161 0.370 37.007 7.401 0.169 16.867 3.373 0.232 23.210 CG Open Sea Exon 11/11 Zeb2 ENSMUSG00000026872 chr2:44983631-45117395 ENSMUST00000176438 1.065 1.985 0.346 1.045 1.864 0.1224 zinc finger E-box binding homeobox 2 [Source:MGI Symbol;Acc:MGI:1344407]
chr2 45,001,406 + CpG 0.0088 0.0122 0.525 52.542 0.750 75.000 0.063 6.305 1.261 0.102 10.245 2.049 0.225 22.458 CG Open Sea Intron 6/9 Zeb2 ENSMUSG00000026872 chr2:44987122-45113279 ENSMUST00000068415 0.798 1.557 0.583 0.858 1.951 0.1456 zinc finger E-box binding homeobox 2 [Source:MGI Symbol;Acc:MGI:1344407]
chr2 45,001,406 + CpG 0.0088 0.0122 0.525 52.542 0.750 75.000 0.063 6.305 1.261 0.102 10.245 2.049 0.225 22.458 CG Open Sea Intron 6/9 Zeb2 ENSMUSG00000026872 chr2:44987122-45110515 ENSMUST00000028229 0.966 1.787 0.573 0.876 1.850 0.1236 zinc finger E-box binding homeobox 2 [Source:MGI Symbol;Acc:MGI:1344407]
chr2 45,001,406 + CpG 0.0088 0.0122 0.525 52.542 0.750 75.000 0.063 6.305 1.261 0.102 10.245 2.049 0.225 22.458 CG Open Sea Intron 7/10 Zeb2 ENSMUSG00000026872 chr2:44983631-45117395 ENSMUST00000176438 1.065 1.985 0.346 1.045 1.864 0.1224 zinc finger E-box binding homeobox 2 [Source:MGI Symbol;Acc:MGI:1344407]
chr2 45,024,379 + CpG 0.0422 0.1670 0.450 45.000 0.735 73.529 0.314 31.402 6.280 0.361 36.058 7.212 0.285 28.529 CG Open Sea Intron 2/9 Zeb2 ENSMUSG00000026872 chr2:44987122-45113279 ENSMUST00000068415 0.798 1.557 0.583 0.858 1.951 0.1456 zinc finger E-box binding homeobox 2 [Source:MGI Symbol;Acc:MGI:1344407]
chr2 45,024,379 + CpG 0.0422 0.1670 0.450 45.000 0.735 73.529 0.314 31.402 6.280 0.361 36.058 7.212 0.285 28.529 CG Open Sea Intron 2/9 Zeb2 ENSMUSG00000026872 chr2:44987122-45110515 ENSMUST00000028229 0.966 1.787 0.573 0.876 1.850 0.1236 zinc finger E-box binding homeobox 2 [Source:MGI Symbol;Acc:MGI:1344407]
chr2 45,024,379 + CpG 0.0422 0.1670 0.450 45.000 0.735 73.529 0.314 31.402 6.280 0.361 36.058 7.212 0.285 28.529 CG Open Sea Intron 3/10 Zeb2 ENSMUSG00000026872 chr2:44983631-45117395 ENSMUST00000176438 1.065 1.985 0.346 1.045 1.864 0.1224 zinc finger E-box binding homeobox 2 [Source:MGI Symbol;Acc:MGI:1344407]
chr2 45,668,120 + CpG 0.0217 0.9143 0.576 57.576 0.846 84.615 0.237 23.692 4.738 0.138 13.833 2.767 0.270 27.040 CG nearby Open Sea intergenic
chr2 45,924,802 + CpG 0.0275 0.6990 0.333 33.333 0.652 65.217 0.166 16.583 3.317 0.409 40.889 8.178 0.319 31.884 CG nearby Open Sea intergenic
chr2 46,072,637 + CpG 0.0095 0.0729 0.852 85.185 0.500 50.000 0.121 12.138 2.428 0.139 13.944 2.789 -0.352 -35.185 CG Open Sea intergenic
chr2 46,183,848 + CpG 0.0458 0.5722 0.517 51.724 0.783 78.261 0.256 25.570 5.114 0.255 25.455 5.091 0.265 26.537 CG nearby Open Sea intergenic
chr2 47,107,795 + CpG 0.0065 0.1524 0.783 78.261 0.520 52.000 0.138 13.763 2.753 0.065 6.505 1.301 -0.263 -26.261 CG nearby Open Sea intergenic
chr2 47,351,522 + CpG 0.0183 0.9905 0.650 65.000 0.286 28.571 0.320 32.032 6.406 0.199 19.876 3.975 -0.364 -36.429 CG Open Sea intergenic
chr2 48,844,979 + CpG 0.0492 0.0359 0.585 58.537 0.789 78.947 0.266 26.600 5.320 0.126 12.638 2.528 0.204 20.411 CG nearby Open Sea Intron 1/10 Acvr2a ENSMUSG00000052155 chr2:48814108-48903269 ENSMUST00000063886 6.560 5.731 0.476 0.511 -1.145 0.0292 activin receptor IIA [Source:MGI Symbol;Acc:MGI:102806]
chr2 48,948,255 + CpG 0.0184 0.1303 0.500 50.000 0.182 18.182 0.236 23.570 4.714 0.185 18.450 3.690 -0.318 -31.818 CG nearby N Shore Intron 1/6 Orc4 ENSMUSG00000026761 chr2:48931957-48949234 ENSMUST00000090976 0.637 1.114 0.210 0.212 1.748 0.0073 origin recognition complex, subunit 4 [Source:MGI Symbol;Acc:MGI:1347043]
chr2 48,948,255 + CpG 0.0184 0.1303 0.500 50.000 0.182 18.182 0.236 23.570 4.714 0.185 18.450 3.690 -0.318 -31.818 CG nearby N Shore Intron 1/3 Orc4 ENSMUSG00000026761 chr2:48936476-48949232 ENSMUST00000123809 0.986 1.258 0.637 0.697 1.276 0.5381 origin recognition complex, subunit 4 [Source:MGI Symbol;Acc:MGI:1347043]
chr2 48,948,255 + CpG 0.0184 0.1303 0.500 50.000 0.182 18.182 0.236 23.570 4.714 0.185 18.450 3.690 -0.318 -31.818 CG nearby N Shore Intron 1/8 Orc4 ENSMUSG00000026761 chr2:48917204-48950039 ENSMUST00000142851 1.107 0.604 0.324 0.478 -1.832 0.0925 origin recognition complex, subunit 4 [Source:MGI Symbol;Acc:MGI:1347043]
chr2 48,948,255 + CpG 0.0184 0.1303 0.500 50.000 0.182 18.182 0.236 23.570 4.714 0.185 18.450 3.690 -0.318 -31.818 CG nearby N Shore TSS 1500 Mbd5 ENSMUSG00000036792 chr2:48949507-49260558 ENSMUST00000112745 1.290 1.137 0.186 0.124 -1.135 0.1695 methyl-CpG binding domain protein 5 [Source:MGI Symbol;Acc:MGI:2138934]
chr2 48,948,255 + CpG 0.0184 0.1303 0.500 50.000 0.182 18.182 0.236 23.570 4.714 0.185 18.450 3.690 -0.318 -31.818 CG nearby N Shore Intron 1/3 Orc4 ENSMUSG00000026761 chr2:48936772-48949241 ENSMUST00000149679 1.316 1.282 0.955 0.925 -1.026 0.9559 origin recognition complex, subunit 4 [Source:MGI Symbol;Acc:MGI:1347043]
chr2 48,948,255 + CpG 0.0184 0.1303 0.500 50.000 0.182 18.182 0.236 23.570 4.714 0.185 18.450 3.690 -0.318 -31.818 CG nearby N Shore Intron 1/9 Orc4 ENSMUSG00000026761 chr2:48911403-48949234 ENSMUST00000141441 1.724 1.540 0.416 0.414 -1.119 0.5042 origin recognition complex, subunit 4 [Source:MGI Symbol;Acc:MGI:1347043]
chr2 48,948,255 + CpG 0.0184 0.1303 0.500 50.000 0.182 18.182 0.236 23.570 4.714 0.185 18.450 3.690 -0.318 -31.818 CG nearby N Shore TSS 1500 Mbd5 ENSMUSG00000036792 chr2:48949522-49316972 ENSMUST00000112754 2.009 1.623 0.184 0.135 -1.237 0.0063 methyl-CpG binding domain protein 5 [Source:MGI Symbol;Acc:MGI:2138934]
chr2 48,948,255 + CpG 0.0184 0.1303 0.500 50.000 0.182 18.182 0.236 23.570 4.714 0.185 18.450 3.690 -0.318 -31.818 CG nearby N Shore Intron 1/13 Orc4 ENSMUSG00000026761 chr2:48905315-48949231 ENSMUST00000154784 2.137 3.499 0.314 0.674 1.637 0.0072 origin recognition complex, subunit 4 [Source:MGI Symbol;Acc:MGI:1347043]
chr2 48,948,255 + CpG 0.0184 0.1303 0.500 50.000 0.182 18.182 0.236 23.570 4.714 0.185 18.450 3.690 -0.318 -31.818 CG nearby N Shore Intron 1/13 Orc4 ENSMUSG00000026761 chr2:48902823-48949276 ENSMUST00000028098 4.667 4.441 0.373 0.532 -1.051 0.4626 origin recognition complex, subunit 4 [Source:MGI Symbol;Acc:MGI:1347043]
chr2 48,948,255 + CpG 0.0184 0.1303 0.500 50.000 0.182 18.182 0.236 23.570 4.714 0.185 18.450 3.690 -0.318 -31.818 CG nearby N Shore TSS 2000 Mbd5 ENSMUSG00000036792 chr2:48950142-49245557 ENSMUST00000147055 6.162 3.850 2.163 1.416 -1.600 0.0863 methyl-CpG binding domain protein 5 [Source:MGI Symbol;Acc:MGI:2138934]
chr2 49,545,871 + CpG 0.0407 0.2869 0.565 56.522 0.828 82.759 0.141 14.083 2.817 0.389 38.909 7.782 0.262 26.237 CG Open Sea Intron 11/13 Epc2 ENSMUSG00000069495 chr2:49451485-49551948 ENSMUST00000092123 7.625 7.194 0.459 0.395 -1.060 0.1512 enhancer of polycomb homolog 2 [Source:MGI Symbol;Acc:MGI:1278321]
chr2 52,719,723 + CpG 0.0093 0.0784 0.231 23.077 0.576 57.576 0.089 8.944 1.789 0.254 25.422 5.084 0.345 34.499 CG nearby Open Sea Intron 3/11 Stam2 ENSMUSG00000055371 chr2:52699501-52742281 ENSMUST00000127316 0.608 1.192 0.365 0.560 1.962 0.0923 signal transducing adaptor molecule (SH3 domain and ITAM motif) 2 [Source:MGI Symbol;Acc:MGI:1929100]
chr2 52,719,723 + CpG 0.0093 0.0784 0.231 23.077 0.576 57.576 0.089 8.944 1.789 0.254 25.422 5.084 0.345 34.499 CG nearby Open Sea Exon 4/8 Stam2 ENSMUSG00000055371 chr2:52709396-52742180 ENSMUST00000150582 1.053 1.068 0.565 0.942 1.014 0.9766 signal transducing adaptor molecule (SH3 domain and ITAM motif) 2 [Source:MGI Symbol;Acc:MGI:1929100]
chr2 52,719,723 + CpG 0.0093 0.0784 0.231 23.077 0.576 57.576 0.089 8.944 1.789 0.254 25.422 5.084 0.345 34.499 CG nearby Open Sea Exon 4/14 Stam2 ENSMUSG00000055371 chr2:52691663-52742200 ENSMUST00000102759 14.114 12.531 0.693 1.662 -1.126 0.1027 signal transducing adaptor molecule (SH3 domain and ITAM motif) 2 [Source:MGI Symbol;Acc:MGI:1929100]
chr2 52,719,736 + CpG 0.0150 0.0784 0.148 14.815 0.483 48.276 0.138 13.833 2.767 0.172 17.211 3.442 0.335 33.461 CG Open Sea Intron 3/11 Stam2 ENSMUSG00000055371 chr2:52699501-52742281 ENSMUST00000127316 0.608 1.192 0.365 0.560 1.962 0.0923 signal transducing adaptor molecule (SH3 domain and ITAM motif) 2 [Source:MGI Symbol;Acc:MGI:1929100]
chr2 52,719,736 + CpG 0.0150 0.0784 0.148 14.815 0.483 48.276 0.138 13.833 2.767 0.172 17.211 3.442 0.335 33.461 CG Open Sea Exon 4/8 Stam2 ENSMUSG00000055371 chr2:52709396-52742180 ENSMUST00000150582 1.053 1.068 0.565 0.942 1.014 0.9766 signal transducing adaptor molecule (SH3 domain and ITAM motif) 2 [Source:MGI Symbol;Acc:MGI:1929100]
chr2 52,719,736 + CpG 0.0150 0.0784 0.148 14.815 0.483 48.276 0.138 13.833 2.767 0.172 17.211 3.442 0.335 33.461 CG Open Sea Exon 4/14 Stam2 ENSMUSG00000055371 chr2:52691663-52742200 ENSMUST00000102759 14.114 12.531 0.693 1.662 -1.126 0.1027 signal transducing adaptor molecule (SH3 domain and ITAM motif) 2 [Source:MGI Symbol;Acc:MGI:1929100]
chr2 53,911,191 + CpG 0.0495 0.0540 0.129 12.903 0.345 34.483 0.158 15.759 3.152 0.229 22.898 4.580 0.216 21.580 CG nearby Open Sea intergenic
chr2 56,399,374 + CpG 0.0196 0.8604 0.227 22.727 0.571 57.143 0.125 12.506 2.501 0.247 24.721 4.944 0.344 34.416 CG Open Sea intergenic
chr2 57,745,728 + CpG 0.0200 0.0246 0.227 22.727 0.636 63.636 0.215 21.472 4.294 0.253 25.276 5.055 0.409 40.909 CG nearby Open Sea intergenic
chr2 61,197,633 + CpG 0.0043 0.0238 0.868 86.842 0.500 50.000 0.091 9.143 1.829 0.307 30.678 6.136 -0.368 -36.842 CG nearby Open Sea intergenic
chr2 63,820,319 + CpG 0.0363 0.0143 0.107 10.714 0.464 46.429 0.107 10.714 2.143 0.358 35.795 7.159 0.357 35.714 CG Open Sea intergenic
chr2 65,044,601 + CpG 0.0049 0.0089 0.905 90.476 0.667 66.667 0.072 7.174 1.435 0.169 16.923 3.385 -0.238 -23.810 CG Open Sea intergenic
chr2 65,943,295 + CpG 0.0404 0.5620 0.727 72.727 0.875 87.500 0.159 15.868 3.174 0.093 9.322 1.864 0.148 14.773 CG Open Sea intergenic
chr2 66,325,959 + CpG 0.0099 0.3985 0.750 75.000 0.419 41.860 0.152 15.186 3.037 0.217 21.669 4.334 -0.331 -33.140 CG Open Sea intergenic
chr2 66,494,228 + CpG 0.0050 0.0637 0.244 24.390 0.588 58.824 0.197 19.675 3.935 0.148 14.767 2.953 0.344 34.433 CG nearby Open Sea Intron 22/26 Scn9a ENSMUSG00000075316 chr2:66480079-66634952 ENSMUST00000100064 2.171 2.857 0.250 0.669 1.316 0.0833 sodium channel, voltage-gated, type IX, alpha [Source:MGI Symbol;Acc:MGI:107636]
chr2 67,013,501 + CpG 0.0304 0.0145 0.758 75.758 0.480 48.000 0.129 12.934 2.587 0.314 31.407 6.281 -0.278 -27.758 CG nearby Open Sea intergenic
chr2 67,028,414 + CpG 0.0308 0.1161 0.895 89.474 0.688 68.750 0.191 19.097 3.819 0.185 18.516 3.703 -0.207 -20.724 CG nearby Open Sea intergenic
chr2 69,563,277 + CpG 0.0380 0.0097 0.850 85.000 0.550 55.000 0.138 13.842 2.768 0.253 25.276 5.055 -0.300 -30.000 CG nearby Open Sea intergenic
chr2 69,576,300 + CpG 0.0454 0.8131 0.510 50.980 0.313 31.250 0.241 24.066 4.813 0.156 15.630 3.126 -0.197 -19.730 CG nearby Open Sea intergenic
chr2 74,618,040 + CpG 0.0254 0.2578 0.754 75.439 0.523 52.273 0.156 15.575 3.115 0.199 19.905 3.981 -0.232 -23.166 CG Open Sea intergenic
chr2 74,748,140 + CpG 0.0030 0.4727 0.545 54.545 0.115 11.538 0.325 32.519 6.504 0.105 10.542 2.108 -0.430 -43.007 CG nearby S Shore intergenic
chr2 77,939,354 + CpG 0.0427 0.0392 0.625 62.500 0.871 87.097 0.395 39.469 7.894 0.092 9.243 1.849 0.246 24.597 CG Open Sea Intron 2/5 Cwc22 ENSMUSG00000027014 chr2:77929372-77946189 ENSMUST00000128963 1.393 2.337 1.038 0.794 1.678 0.1473 CWC22 spliceosome-associated protein [Source:MGI Symbol;Acc:MGI:2136773]
chr2 77,939,354 + CpG 0.0427 0.0392 0.625 62.500 0.871 87.097 0.395 39.469 7.894 0.092 9.243 1.849 0.246 24.597 CG Open Sea Intron 1/19 Cwc22 ENSMUSG00000027014 chr2:77895652-77946353 ENSMUST00000111821 2.710 2.786 0.611 1.151 1.028 0.9005 CWC22 spliceosome-associated protein [Source:MGI Symbol;Acc:MGI:2136773]
chr2 77,939,354 + CpG 0.0427 0.0392 0.625 62.500 0.871 87.097 0.395 39.469 7.894 0.092 9.243 1.849 0.246 24.597 CG Open Sea Intron 1/19 Cwc22 ENSMUSG00000027014 chr2:77895765-77946183 ENSMUST00000111819 3.737 3.509 1.067 0.485 -1.065 0.6792 CWC22 spliceosome-associated protein [Source:MGI Symbol;Acc:MGI:2136773]
chr2 81,373,867 + CpG 0.0368 0.0368 0.360 36.000 0.667 66.667 0.221 22.141 4.428 0.227 22.688 4.538 0.307 30.667 CG nearby Open Sea intergenic
chr2 82,372,966 + CpG 0.0206 0.0206 0.485 48.485 0.690 69.014 0.255 25.526 5.105 0.185 18.483 3.697 0.205 20.529 CG Open Sea intergenic
chr2 83,083,032 + CpG 0.0402 0.0377 0.647 64.706 0.370 37.037 0.364 36.428 7.286 0.183 18.320 3.664 -0.277 -27.669 CG nearby Open Sea intergenic
chr2 83,252,324 + CpG 0.0431 0.3279 0.596 59.615 0.778 77.778 0.092 9.250 1.850 0.121 12.112 2.422 0.182 18.162 CG nearby Open Sea intergenic
chr2 84,042,594 + CpG 0.0373 0.0373 0.596 59.649 0.771 77.143 0.187 18.653 3.731 0.151 15.063 3.013 0.175 17.494 CG nearby Open Sea intergenic
chr2 88,415,791 + CpG 0.0494 0.0494 0.484 48.438 0.319 31.944 0.244 24.367 4.873 0.101 10.137 2.027 -0.165 -16.493 CG nearby Open Sea intergenic
chr2 98,684,660 + CpG 0.0212 0.1766 0.545 54.545 0.846 84.615 0.285 28.504 5.701 0.130 12.990 2.598 0.301 30.070 CG nearby Open Sea intergenic
chr2 98,924,536 + CpG 0.0495 0.0495 0.543 54.310 0.720 71.963 0.127 12.696 2.539 0.172 17.194 3.439 0.177 17.652 CG nearby Open Sea intergenic
chr2 102,661,030 + CpG 0.0100 0.0005 0.594 59.375 0.857 85.714 0.069 6.859 1.372 0.099 9.918 1.984 0.263 26.339 CG nearby S Shore intergenic
chr2 104,029,337 + CpG 0.0135 0.0152 0.208 20.833 0.720 72.000 0.217 21.654 4.331 0.289 28.912 5.782 0.512 51.167 CG nearby S Shore Intron 1/9 Fbxo3 ENSMUSG00000027180 chr2:104027859-104057504 ENSMUST00000102565 4.006 3.478 0.506 0.130 -1.152 0.0788 F-box protein 3 [Source:MGI Symbol;Acc:MGI:1929084]
chr2 104,029,337 + CpG 0.0135 0.0152 0.208 20.833 0.720 72.000 0.217 21.654 4.331 0.289 28.912 5.782 0.512 51.167 CG nearby S Shore Intron 1/9 Fbxo3 ENSMUSG00000027180 chr2:104027847-104057490 ENSMUST00000143799 5.317 5.489 0.845 0.698 1.032 0.7353 F-box protein 3 [Source:MGI Symbol;Acc:MGI:1929084]
chr2 104,029,337 + CpG 0.0135 0.0152 0.208 20.833 0.720 72.000 0.217 21.654 4.331 0.289 28.912 5.782 0.512 51.167 CG nearby S Shore Intron 1/10 Fbxo3 ENSMUSG00000027180 chr2:104027720-104063240 ENSMUST00000028603 16.617 13.451 0.662 2.197 -1.235 0.0295 F-box protein 3 [Source:MGI Symbol;Acc:MGI:1929084]
chr2 105,494,914 + CpG 0.0174 0.0119 0.897 89.655 0.625 62.500 0.079 7.929 1.586 0.259 25.863 5.173 -0.272 -27.155 CG nearby Open Sea intergenic
chr2 106,015,681 + CpG 0.0327 0.3721 0.625 62.500 0.304 30.435 0.139 13.864 2.773 0.418 41.833 8.367 -0.321 -32.065 CG nearby Open Sea false intergenic Gm13992 ENSMUSG00000083425 chr2:106015199-106015355 ENSMUST00000120558 0.000 1.608 0.000 3.595 #ZAHL! 0.3739 predicted gene 13992 [Source:MGI Symbol;Acc:MGI:3651472]
chr2 106,015,681 + CpG 0.0327 0.3721 0.625 62.500 0.304 30.435 0.139 13.864 2.773 0.418 41.833 8.367 -0.321 -32.065 CG nearby Open Sea Intron 1/2 Dcdc5 ENSMUSG00000074981 chr2:106003335-106040626 ENSMUST00000126340 2.848 2.078 1.069 0.783 -1.371 0.2330 doublecortin domain containing 5 [Source:MGI Symbol;Acc:MGI:3045363]
chr2 108,234,866 + CpG 0.0443 0.0443 0.429 42.857 0.714 71.429 0.271 27.096 5.419 0.395 39.487 7.897 0.286 28.571 CG nearby Open Sea intergenic
chr2 113,015,581 + CpG 0.0166 0.1988 0.143 14.286 0.440 44.000 0.094 9.426 1.885 0.242 24.224 4.845 0.297 29.714 CG nearby Open Sea intergenic
chr2 113,630,790 + CpG 0.0372 0.1581 0.577 57.692 0.840 84.000 0.263 26.297 5.259 0.235 23.452 4.690 0.263 26.308 CG nearby Open Sea intergenic



chr2 115,910,386 + CpG 0.0295 0.2423 0.857 85.714 0.636 63.636 0.092 9.211 1.842 0.236 23.605 4.721 -0.221 -22.078 CG nearby Open Sea Intron 9/11 Meis2 ENSMUSG00000027210 chr2:115863063-116065047 ENSMUST00000028639 3.236 2.292 0.901 1.237 -1.412 0.2083 Meis homeobox 2 [Source:MGI Symbol;Acc:MGI:108564]
chr2 115,910,386 + CpG 0.0295 0.2423 0.857 85.714 0.636 63.636 0.092 9.211 1.842 0.236 23.605 4.721 -0.221 -22.078 CG nearby Open Sea Intron 9/12 Meis2 ENSMUSG00000027210 chr2:115863299-116064512 ENSMUST00000074285 3.549 1.983 0.571 0.365 -1.789 0.0014 Meis homeobox 2 [Source:MGI Symbol;Acc:MGI:108564]
chr2 115,910,386 + CpG 0.0295 0.2423 0.857 85.714 0.636 63.636 0.092 9.211 1.842 0.236 23.605 4.721 -0.221 -22.078 CG nearby Open Sea Intron 9/12 Meis2 ENSMUSG00000027210 chr2:115863063-116065839 ENSMUST00000110908 4.674 4.660 0.463 0.606 -1.003 0.9667 Meis homeobox 2 [Source:MGI Symbol;Acc:MGI:108564]
chr2 115,910,386 + CpG 0.0295 0.2423 0.857 85.714 0.636 63.636 0.092 9.211 1.842 0.236 23.605 4.721 -0.221 -22.078 CG nearby Open Sea Intron 3/6 Meis2 ENSMUSG00000027210 chr2:115864272-116042046 ENSMUST00000151279 8.004 3.672 1.974 1.304 -2.180 0.0047 Meis homeobox 2 [Source:MGI Symbol;Acc:MGI:108564]
chr2 115,910,386 + CpG 0.0295 0.2423 0.857 85.714 0.636 63.636 0.092 9.211 1.842 0.236 23.605 4.721 -0.221 -22.078 CG nearby Open Sea Intron 9/11 Meis2 ENSMUSG00000027210 chr2:115863063-116065047 ENSMUST00000102538 16.862 11.393 1.208 1.575 -1.480 0.0004 Meis homeobox 2 [Source:MGI Symbol;Acc:MGI:108564]
chr2 123,735,111 + CpG 0.0060 0.0073 0.595 59.459 0.864 86.364 0.222 22.174 4.435 0.090 8.970 1.794 0.269 26.904 CG Open Sea intergenic
chr2 124,096,963 + CpG 0.0151 0.6820 0.667 66.667 0.892 89.189 0.182 18.234 3.647 0.124 12.408 2.482 0.225 22.523 CG nearby Open Sea intergenic
chr2 127,633,123 + CpG 0.0493 0.1439 0.758 75.833 0.871 87.069 0.145 14.529 2.906 0.077 7.700 1.540 0.112 11.236 CG nearby Open Sea false intergenic Mal ENSMUSG00000027375 chr2:127633225-127656695 ENSMUST00000028854 0.833 3.014 0.392 3.086 3.616 0.1899 myelin and lymphocyte protein, T cell differentiation protein [Source:MGI Symbol;Acc:MGI:892970]
chr2 134,988,655 + CpG 0.0299 0.1018 0.844 84.375 0.600 60.000 0.124 12.404 2.481 0.171 17.123 3.425 -0.244 -24.375 CG Open Sea Intron 3/31 Plcb1 ENSMUSG00000051177 chr2:134786158-135475258 ENSMUST00000110116 2.176 2.235 0.491 0.296 1.027 0.8259 phospholipase C, beta 1 [Source:MGI Symbol;Acc:MGI:97613]
chr2 134,988,655 + CpG 0.0299 0.1018 0.844 84.375 0.600 60.000 0.124 12.404 2.481 0.171 17.123 3.425 -0.244 -24.375 CG Open Sea Intron 3/32 Plcb1 ENSMUSG00000051177 chr2:134786066-135475247 ENSMUST00000131552 3.017 2.386 0.585 0.365 -1.264 0.0822 phospholipase C, beta 1 [Source:MGI Symbol;Acc:MGI:97613]
chr2 136,121,229 + CpG 0.0461 0.4502 0.176 17.647 0.410 41.026 0.236 23.634 4.727 0.148 14.812 2.962 0.234 23.379 CG nearby Open Sea intergenic
chr2 146,224,879 + CpG 0.0355 0.0269 0.244 24.390 0.472 47.222 0.135 13.525 2.705 0.235 23.460 4.692 0.228 22.832 CG S Shore 3'UTR Insm1 ENSMUSG00000068154 chr2:146221920-146225020 ENSMUST00000089257 81.349 74.367 9.298 21.742 -1.094 0.5361 insulinoma-associated 1 [Source:MGI Symbol;Acc:MGI:1859980]
chr2 147,352,397 + CpG 0.0279 0.0279 0.904 90.385 0.714 71.429 0.057 5.678 1.136 0.210 20.978 4.196 -0.190 -18.956 CG nearby Open Sea intergenic
chr2 149,732,065 + CpG 0.0136 0.0136 0.818 81.818 0.583 58.333 0.115 11.503 2.301 0.247 24.656 4.931 -0.235 -23.485 CG nearby Open Sea intergenic
chr2 150,379,139 + CpG 0.0354 0.0497 0.528 52.778 0.703 70.313 0.257 25.691 5.138 0.162 16.199 3.240 0.175 17.535 CG nearby Open Sea intergenic
chr2 161,018,360 + CpG 0.0496 0.1797 0.690 68.966 0.851 85.106 0.152 15.216 3.043 0.111 11.091 2.218 0.161 16.141 CG Open Sea Intron 12/36 Chd6 ENSMUSG00000057133 chr2:160946977-161109022 ENSMUST00000039782 6.447 5.859 0.393 0.330 -1.100 0.0344 chromodomain helicase DNA binding protein 6 [Source:MGI Symbol;Acc:MGI:1918639]
chr2 162,661,780 + CpG 0.0328 0.7129 0.564 56.410 0.326 32.558 0.293 29.286 5.857 0.110 10.982 2.196 -0.239 -23.852 CG nearby S Shore TSS 1500 Ptprt ENSMUSG00000053141 chr2:161521989-162661147 ENSMUST00000109445 4.408 3.336 0.690 1.013 -1.321 0.0910 protein tyrosine phosphatase, receptor type, T [Source:MGI Symbol;Acc:MGI:1321152]
chr2 167,563,129 + CpG 0.0308 0.0054 0.806 80.645 0.524 52.381 0.130 12.959 2.592 0.273 27.343 5.469 -0.283 -28.264 CG nearby Open Sea intergenic
chr2 174,583,741 + CpG 0.0291 0.0363 0.929 92.857 0.765 76.471 0.067 6.651 1.330 0.132 13.200 2.640 -0.164 -16.387 CG nearby Open Sea intergenic
chr3 3,387,814 + CpG 0.0459 0.0392 0.656 65.625 0.871 87.097 0.179 17.911 3.582 0.147 14.690 2.938 0.215 21.472 CG nearby Open Sea intergenic
chr3 4,108,659 + CpG 0.0313 0.0313 0.607 60.656 0.791 79.104 0.320 31.980 6.396 0.123 12.325 2.465 0.184 18.449 Cg Open Sea intergenic
chr3 4,363,977 + CpG 0.0045 0.1065 0.200 20.000 0.800 80.000 0.167 16.667 3.333 0.418 41.833 8.367 0.600 60.000 CG nearby Open Sea intergenic
chr3 4,797,715 + CpG 0.0115 0.0162 0.500 50.000 0.821 82.143 0.262 26.229 5.246 0.144 14.419 2.884 0.321 32.143 CG nearby Open Sea intergenic
chr3 6,030,689 + CpG 0.0064 0.0092 0.554 55.435 0.782 78.205 0.156 15.564 3.113 0.153 15.274 3.055 0.228 22.770 CG nearby Open Sea intergenic
chr3 6,104,813 + CpG 0.0488 0.7765 0.217 21.739 0.500 50.000 0.111 11.074 2.215 0.404 40.373 8.075 0.283 28.261 CG Open Sea intergenic
chr3 7,267,648 + CpG 0.0251 0.0044 0.828 82.759 0.642 64.151 0.078 7.817 1.563 0.090 9.008 1.802 -0.186 -18.608 CG nearby Open Sea intergenic
chr3 9,196,143 + CpG 0.0367 0.3300 0.895 89.474 0.723 72.308 0.104 10.393 2.079 0.195 19.464 3.893 -0.172 -17.166 CG Open Sea intergenic
chr3 9,584,802 + CpG 0.0398 0.0510 0.875 87.500 0.588 58.824 0.423 42.335 8.467 0.243 24.336 4.867 -0.287 -28.676 CG nearby Open Sea Intron 1/8 Zfp704 ENSMUSG00000040209 chr3:9427019-9610085 ENSMUST00000041124 5.279 4.741 0.222 0.420 -1.113 0.0440 zinc finger protein 704 [Source:MGI Symbol;Acc:MGI:2180715]
chr3 14,917,251 + CpG 0.0060 0.0511 0.521 52.113 0.732 73.196 0.143 14.330 2.866 0.070 7.009 1.402 0.211 21.083 CG nearby Open Sea intergenic
chr3 17,214,797 + CpG 0.0485 0.0485 0.784 78.378 0.563 56.250 0.085 8.494 1.699 0.210 21.009 4.202 -0.221 -22.128 CG nearby Open Sea intergenic
chr3 19,991,651 + CpG 0.0052 0.1303 0.571 57.143 0.857 85.714 0.210 20.991 4.198 0.105 10.515 2.103 0.286 28.571 CG nearby Open Sea Intron 18/19 Cp ENSMUSG00000003617 chr3:19957110-20007609 ENSMUST00000108328 0.431 1.294 0.195 1.678 3.002 0.3155 ceruloplasmin [Source:MGI Symbol;Acc:MGI:88476]
chr3 19,991,651 + CpG 0.0052 0.1303 0.571 57.143 0.857 85.714 0.210 20.991 4.198 0.105 10.515 2.103 0.286 28.571 CG nearby Open Sea Intron 4/4 Cp ENSMUSG00000003617 chr3:19985611-19992582 ENSMUST00000172860 0.552 1.015 0.927 1.397 1.838 0.5568 ceruloplasmin [Source:MGI Symbol;Acc:MGI:88476]
chr3 19,991,651 + CpG 0.0052 0.1303 0.571 57.143 0.857 85.714 0.210 20.991 4.198 0.105 10.515 2.103 0.286 28.571 CG nearby Open Sea Intron 18/18 Cp ENSMUSG00000003617 chr3:19957283-19992525 ENSMUST00000108325 1.153 4.240 1.133 3.839 3.677 0.1491 ceruloplasmin [Source:MGI Symbol;Acc:MGI:88476]
chr3 19,991,651 + CpG 0.0052 0.1303 0.571 57.143 0.857 85.714 0.210 20.991 4.198 0.105 10.515 2.103 0.286 28.571 CG nearby Open Sea Intron 18/19 Cp ENSMUSG00000003617 chr3:19957068-20009145 ENSMUST00000003714 1.542 5.055 0.604 6.182 3.279 0.2735 ceruloplasmin [Source:MGI Symbol;Acc:MGI:88476]
chr3 19,991,651 + CpG 0.0052 0.1303 0.571 57.143 0.857 85.714 0.210 20.991 4.198 0.105 10.515 2.103 0.286 28.571 CG nearby Open Sea Intron 18/18 Cp ENSMUSG00000003617 chr3:19957053-19993138 ENSMUST00000091309 1.948 8.890 1.190 8.872 4.563 0.1554 ceruloplasmin [Source:MGI Symbol;Acc:MGI:88476]
chr3 20,514,648 + CpG 0.0358 0.0518 0.857 85.714 0.640 64.000 0.077 7.744 1.549 0.126 12.614 2.523 -0.217 -21.714 CG nearby Open Sea intergenic
chr3 24,417,615 + CpG 0.0314 0.0076 0.580 58.000 0.778 77.778 0.282 28.209 5.642 0.142 14.198 2.840 0.198 19.778 CG nearby Open Sea intergenic
chr3 33,819,972 + CpG 0.0438 0.0129 0.697 69.697 0.417 41.667 0.234 23.365 4.673 0.292 29.240 5.848 -0.280 -28.030 CG Open Sea Exon 13/20 Ccdc39 ENSMUSG00000027676 chr3:33812361-33844301 ENSMUST00000029222 1.134 1.059 0.100 0.236 -1.072 0.5351 coiled-coil domain containing 39 [Source:MGI Symbol;Acc:MGI:1289263]
chr3 33,823,737 + CpG 0.0069 0.0069 0.528 52.830 0.772 77.193 0.254 25.354 5.071 0.036 3.595 0.719 0.244 24.363 CG nearby Open Sea Intron 11/19 Ccdc39 ENSMUSG00000027676 chr3:33812361-33844301 ENSMUST00000029222 1.134 1.059 0.100 0.236 -1.072 0.5351 coiled-coil domain containing 39 [Source:MGI Symbol;Acc:MGI:1289263]
chr3 41,962,371 + CpG 0.0306 0.3538 0.893 89.286 0.667 66.667 0.104 10.368 2.074 0.209 20.943 4.189 -0.226 -22.619 CG nearby Open Sea intergenic
chr3 43,506,384 + CpG 0.0424 0.0424 0.800 80.000 0.632 63.235 0.174 17.418 3.484 0.121 12.091 2.418 -0.168 -16.765 CG Open Sea intergenic
chr3 47,458,408 + CpG 0.0334 0.1054 0.638 63.750 0.803 80.282 0.309 30.853 6.171 0.142 14.224 2.845 0.165 16.532 CG nearby Open Sea intergenic
chr3 48,667,961 + CpG 0.0098 0.0273 0.111 11.111 0.417 41.667 0.420 41.989 8.398 0.159 15.899 3.180 0.306 30.556 CG nearby Open Sea intergenic
chr3 49,493,359 + CpG 0.0269 0.2632 0.513 51.282 0.786 78.571 0.383 38.266 7.653 0.118 11.775 2.355 0.273 27.289 CG nearby Open Sea intergenic
chr3 51,202,072 + CpG 0.0164 0.1156 0.708 70.833 0.346 34.615 0.256 25.579 5.116 0.217 21.711 4.342 -0.362 -36.218 CG Open Sea intergenic
chr3 54,080,093 + CpG 0.0365 0.0365 0.900 90.000 0.688 68.750 0.079 7.929 1.586 0.246 24.644 4.929 -0.213 -21.250 CG nearby Open Sea intergenic
chr3 54,513,881 + CpG 0.0043 0.3101 0.333 33.333 0.731 73.077 0.182 18.150 3.630 0.176 17.614 3.523 0.397 39.744 CG nearby Open Sea intergenic
chr3 54,895,330 + CpG 0.0400 0.0733 0.732 73.171 0.512 51.220 0.162 16.191 3.238 0.162 16.193 3.239 -0.220 -21.951 CG nearby Open Sea intergenic
chr3 55,012,759 + CpG 0.0050 0.2880 0.667 66.667 0.323 32.258 0.324 32.447 6.489 0.180 18.049 3.610 -0.344 -34.409 CG nearby Open Sea intergenic
chr3 55,483,489 + CpG 0.0252 0.1846 0.576 57.576 0.303 30.303 0.236 23.570 4.714 0.210 20.957 4.191 -0.273 -27.273 CG nearby Open Sea intergenic
chr3 58,785,491 + CpG 0.0034 0.0612 0.738 73.770 0.505 50.526 0.121 12.079 2.416 0.051 5.061 1.012 -0.232 -23.244 CG nearby Open Sea intergenic
chr3 61,805,489 + CpG 0.0413 0.0826 0.900 90.000 0.704 70.370 0.076 7.633 1.527 0.259 25.927 5.185 -0.196 -19.630 CG nearby Open Sea intergenic
chr3 63,092,755 + CpG 0.0449 0.0085 0.563 56.250 0.818 81.818 0.230 22.987 4.597 0.156 15.590 3.118 0.256 25.568 CG nearby Open Sea intergenic
chr3 65,458,655 + CpG 0.0417 0.2835 0.703 70.270 0.900 90.000 0.176 17.559 3.512 0.108 10.830 2.166 0.197 19.730 CG nearby Open Sea intergenic
chr3 65,684,020 + CpG 0.0474 0.3001 0.842 84.211 0.660 66.038 0.121 12.099 2.420 0.180 18.034 3.607 -0.182 -18.173 CG Open Sea Exon 3/3 Lekr1 ENSMUSG00000074579 chr3:65666227-65686179 ENSMUST00000099075 1.181 1.139 0.192 0.130 -1.037 0.6956 leucine, glutamate and lysine rich 1 [Source:MGI Symbol;Acc:MGI:3645902]
chr3 70,883,416 + CpG 0.0481 0.2564 0.667 66.667 0.875 87.500 0.202 20.170 4.034 0.066 6.602 1.320 0.208 20.833 CG nearby Open Sea intergenic
chr3 74,243,276 + CpG 0.0236 0.0236 0.318 31.818 0.485 48.515 0.191 19.101 3.820 0.098 9.826 1.965 0.167 16.697 CG nearby Open Sea intergenic
chr3 79,986,402 + CpG 0.0421 0.0421 0.701 70.149 0.855 85.455 0.158 15.753 3.151 0.077 7.675 1.535 0.153 15.305 CG nearby Open Sea intergenic
chr3 81,676,850 + CpG 0.0094 0.0094 0.125 12.500 0.414 41.379 0.117 11.697 2.339 0.289 28.920 5.784 0.289 28.879 CG nearby Open Sea intergenic
chr3 87,757,595 + CpG 0.0395 0.0507 0.828 82.759 0.565 56.522 0.158 15.761 3.152 0.295 29.496 5.899 -0.262 -26.237 CG nearby Open Sea false intergenic Pear1 ENSMUSG00000028073 chr3:87758357-87768966 ENSMUST00000174776 0.957 1.424 0.448 0.689 1.488 0.2450 platelet endothelial aggregation receptor 1 [Source:MGI Symbol;Acc:MGI:1920432]
chr3 87,757,595 + CpG 0.0395 0.0507 0.828 82.759 0.565 56.522 0.158 15.761 3.152 0.295 29.496 5.899 -0.262 -26.237 CG nearby Open Sea Intron 7/23 Pear1 ENSMUSG00000028073 chr3:87749899-87768943 ENSMUST00000174759 1.694 2.378 0.520 0.954 1.404 0.2076 platelet endothelial aggregation receptor 1 [Source:MGI Symbol;Acc:MGI:1920432]
chr3 88,539,202 + CpG 0.0214 0.0687 0.649 64.948 0.790 79.032 0.082 8.154 1.631 0.085 8.484 1.697 0.141 14.084 CG nearby S Shelf check manually Mex3a ENSMUSG00000074480 chr3:88532394-88541396 ENSMUST00000172699 0.778 1.144 0.029 0.163 1.471 0.0067 mex3 RNA binding family member A [Source:MGI Symbol;Acc:MGI:1919890]
chr3 95,113,933 + CpG 0.0337 0.1716 0.738 73.810 0.486 48.649 0.176 17.557 3.511 0.296 29.602 5.920 -0.252 -25.161 CG nearby S Shelf Intron 1/5 Vps72 ENSMUSG00000008958 chr3:95111072-95122721 ENSMUST00000125548 5.598 5.187 1.694 1.236 -1.079 0.6736 vacuolar protein sorting 72 [Source:MGI Symbol;Acc:MGI:1202305]
chr3 95,113,933 + CpG 0.0337 0.1716 0.738 73.810 0.486 48.649 0.176 17.557 3.511 0.296 29.602 5.920 -0.252 -25.161 CG nearby S Shelf Intron 1/5 Vps72 ENSMUSG00000008958 chr3:95111021-95123051 ENSMUST00000009102 12.314 11.784 1.624 2.214 -1.045 0.6783 vacuolar protein sorting 72 [Source:MGI Symbol;Acc:MGI:1202305]
chr3 95,113,945 + CpG 0.0257 0.1716 0.865 86.486 0.651 65.116 0.111 11.062 2.212 0.251 25.105 5.021 -0.214 -21.370 CG nearby S Shelf Intron 1/5 Vps72 ENSMUSG00000008958 chr3:95111072-95122721 ENSMUST00000125548 5.598 5.187 1.694 1.236 -1.079 0.6736 vacuolar protein sorting 72 [Source:MGI Symbol;Acc:MGI:1202305]
chr3 95,113,945 + CpG 0.0257 0.1716 0.865 86.486 0.651 65.116 0.111 11.062 2.212 0.251 25.105 5.021 -0.214 -21.370 CG nearby S Shelf Intron 1/5 Vps72 ENSMUSG00000008958 chr3:95111021-95123051 ENSMUST00000009102 12.314 11.784 1.624 2.214 -1.045 0.6783 vacuolar protein sorting 72 [Source:MGI Symbol;Acc:MGI:1202305]
chr3 95,578,198 + CpG 0.0266 0.0266 0.327 32.692 0.531 53.125 0.125 12.481 2.496 0.230 22.990 4.598 0.204 20.433 CG Open Sea intergenic
chr3 95,780,746 + CpG 0.0498 0.2565 0.815 81.481 0.524 52.381 0.167 16.733 3.347 0.241 24.141 4.828 -0.291 -29.101 CG Open Sea Intron 6/10 Rprd2 ENSMUSG00000028106 chr3:95760340-95818758 ENSMUST00000090791 1.203 0.801 0.838 0.563 -1.501 0.4034 regulation of nuclear pre-mRNA domain containing 2 [Source:MGI Symbol;Acc:MGI:1922387]
chr3 95,780,746 + CpG 0.0498 0.2565 0.815 81.481 0.524 52.381 0.167 16.733 3.347 0.241 24.141 4.828 -0.291 -29.101 CG Open Sea Intron 6/8 Rprd2 ENSMUSG00000028106 chr3:95772254-95818778 ENSMUST00000197449 2.201 2.180 0.248 0.344 -1.010 0.9120 regulation of nuclear pre-mRNA domain containing 2 [Source:MGI Symbol;Acc:MGI:1922387]
chr3 95,780,746 + CpG 0.0498 0.2565 0.815 81.481 0.524 52.381 0.167 16.733 3.347 0.241 24.141 4.828 -0.291 -29.101 CG Open Sea Intron 5/9 Rprd2 ENSMUSG00000028106 chr3:95760340-95818632 ENSMUST00000200164 4.499 3.904 0.780 0.242 -1.152 0.1671 regulation of nuclear pre-mRNA domain containing 2 [Source:MGI Symbol;Acc:MGI:1922387]
chr3 95,780,746 + CpG 0.0498 0.2565 0.815 81.481 0.524 52.381 0.167 16.733 3.347 0.241 24.141 4.828 -0.291 -29.101 CG Open Sea check manually Gm43436 ENSMUSG00000104967 chr3:95780723-95780870 ENSMUST00000199308 59.558 0.000 133.176 0.000 #ZAHL! 0.3739 predicted gene 43436 [Source:MGI Symbol;Acc:MGI:5663573]
chr3 97,233,238 + CpG 0.0159 0.0159 0.828 82.759 0.484 48.387 0.135 13.458 2.692 0.239 23.883 4.777 -0.344 -34.372 CG nearby Open Sea Intron 1/3 Bcl9 ENSMUSG00000038256 chr3:97216552-97297917 ENSMUST00000196586 1.309 1.753 0.770 1.225 1.339 0.5154 B cell CLL/lymphoma 9 [Source:MGI Symbol;Acc:MGI:1924828]
chr3 99,378,377 + CpG 0.0142 0.0142 0.758 75.758 0.472 47.222 0.142 14.171 2.834 0.140 13.997 2.799 -0.285 -28.535 CG Open Sea intergenic
chr3 102,014,654 + CpG 0.0084 0.3239 0.660 66.000 0.886 88.636 0.195 19.503 3.901 0.080 7.987 1.597 0.226 22.636 CG S Shore intergenic
chr3 105,998,878 + CpG 0.0186 0.2021 0.286 28.571 0.526 52.632 0.187 18.655 3.731 0.170 16.951 3.390 0.241 24.060 CG nearby Open Sea intergenic
chr3 106,822,504 + CpG 0.0089 0.0442 0.828 82.759 0.500 50.000 0.153 15.348 3.070 0.266 26.612 5.322 -0.328 -32.759 CG nearby Open Sea intergenic
chr3 113,155,528 + CpG 0.0058 0.3000 0.655 65.455 0.875 87.500 0.185 18.514 3.703 0.082 8.207 1.641 0.220 22.045 CG nearby Open Sea Intron 2/9 Amy2b ENSMUSG00000083079 chr3:113147655-113156727 ENSMUST00000120184 78.420 85.805 75.467 112.575 1.094 0.9065 amylase 2b [Source:MGI Symbol;Acc:MGI:104547]
chr3 114,157,750 + CpG 0.0070 0.0400 0.887 88.732 0.700 70.000 0.065 6.548 1.310 0.142 14.208 2.842 -0.187 -18.732 CG nearby Open Sea intergenic
chr3 115,991,944 + CpG 0.0385 0.0330 0.560 56.000 0.813 81.250 0.371 37.132 7.426 0.153 15.348 3.070 0.253 25.250 CG nearby Open Sea Intron 1/3 Slc30a7 ENSMUSG00000054414 chr3:115984856-115992731 ENSMUST00000197847 3.783 5.870 2.193 4.170 1.552 0.3597 solute carrier family 30 (zinc transporter), member 7 [Source:MGI Symbol;Acc:MGI:1913750]
chr3 115,991,944 + CpG 0.0385 0.0330 0.560 56.000 0.813 81.250 0.371 37.132 7.426 0.153 15.348 3.070 0.253 25.250 CG nearby Open Sea Intron 3/10 Slc30a7 ENSMUSG00000054414 chr3:115938972-116007406 ENSMUST00000067485 8.715 11.511 0.624 2.820 1.321 0.0903 solute carrier family 30 (zinc transporter), member 7 [Source:MGI Symbol;Acc:MGI:1913750]
chr3 117,928,495 + CpG 0.0241 0.0241 0.525 52.500 0.762 76.190 0.234 23.438 4.688 0.101 10.074 2.015 0.237 23.690 CG Open Sea intergenic
chr3 118,364,376 + CpG 0.0042 0.0914 0.533 53.333 0.160 16.000 0.275 27.524 5.505 0.145 14.487 2.897 -0.373 -37.333 CG Open Sea intergenic
chr3 119,546,367 + CpG 0.0434 0.0434 0.667 66.667 0.350 35.000 0.111 11.059 2.212 0.250 25.011 5.002 -0.317 -31.667 CG nearby Open Sea intergenic
chr3 122,983,127 + CpG 0.0109 0.0015 0.351 35.135 0.656 65.625 0.119 11.870 2.374 0.114 11.402 2.280 0.305 30.490 CG N Shore Intron 1/15 Usp53 ENSMUSG00000039701 chr3:122931492-122984510 ENSMUST00000090379 3.304 2.849 0.101 0.178 -1.160 0.0022 ubiquitin specific peptidase 53 [Source:MGI Symbol;Acc:MGI:2139607]
chr3 124,894,098 + CpG 0.0273 0.0273 0.568 56.757 0.806 80.556 0.211 21.068 4.214 0.131 13.123 2.625 0.238 23.799 CG nearby Open Sea intergenic
chr3 126,770,273 + CpG 0.0086 0.0963 0.857 85.714 0.528 52.778 0.205 20.524 4.105 0.294 29.428 5.886 -0.329 -32.937 CG nearby Open Sea Intron 5/16 Camk2d ENSMUSG00000053819 chr3:126597009-126840462 ENSMUST00000169051 1.196 1.988 0.470 1.421 1.663 0.2911 calcium/calmodulin-dependent protein kinase II, delta [Source:MGI Symbol;Acc:MGI:1341265]
chr3 126,770,273 + CpG 0.0086 0.0963 0.857 85.714 0.528 52.778 0.205 20.524 4.105 0.294 29.428 5.886 -0.329 -32.937 CG nearby Open Sea Intron 5/19 Camk2d ENSMUSG00000053819 chr3:126596950-126844913 ENSMUST00000106402 1.312 1.556 0.687 0.309 1.186 0.4975 calcium/calmodulin-dependent protein kinase II, delta [Source:MGI Symbol;Acc:MGI:1341265]
chr3 126,770,273 + CpG 0.0086 0.0963 0.857 85.714 0.528 52.778 0.205 20.524 4.105 0.294 29.428 5.886 -0.329 -32.937 CG nearby Open Sea Intron 5/18 Camk2d ENSMUSG00000053819 chr3:126596997-126844915 ENSMUST00000066466 1.554 2.985 0.757 0.671 1.920 0.0136 calcium/calmodulin-dependent protein kinase II, delta [Source:MGI Symbol;Acc:MGI:1341265]
chr3 126,770,273 + CpG 0.0086 0.0963 0.857 85.714 0.528 52.778 0.205 20.524 4.105 0.294 29.428 5.886 -0.329 -32.937 CG nearby Open Sea Intron 5/18 Camk2d ENSMUSG00000053819 chr3:126597006-126846326 ENSMUST00000199300 1.842 2.165 0.533 0.554 1.176 0.3748 calcium/calmodulin-dependent protein kinase II, delta [Source:MGI Symbol;Acc:MGI:1341265]
chr3 128,595,724 + CpG 0.0156 0.0927 0.719 71.875 0.484 48.438 0.158 15.816 3.163 0.357 35.744 7.149 -0.234 -23.438 CG nearby Open Sea intergenic
chr3 130,559,411 + CpG 0.0176 0.2274 0.853 85.294 0.560 56.000 0.120 12.044 2.409 0.365 36.469 7.294 -0.293 -29.294 CG nearby Open Sea intergenic
chr3 134,017,945 + CpG 0.0278 0.0145 0.640 64.000 0.862 86.207 0.182 18.244 3.649 0.138 13.773 2.755 0.222 22.207 CG nearby Open Sea intergenic
chr3 136,526,499 + CpG 0.0057 0.0000 0.292 29.167 0.545 54.455 0.214 21.416 4.283 0.105 10.548 2.110 0.253 25.289 CG nearby Open Sea intergenic
chr3 138,581,302 + CpG 0.0322 0.1196 0.760 76.000 0.450 45.000 0.159 15.857 3.171 0.103 10.274 2.055 -0.310 -31.000 CG nearby Open Sea intergenic
chr3 140,165,165 + CpG 0.0385 0.0419 0.394 39.394 0.647 64.706 0.191 19.113 3.823 0.309 30.905 6.181 0.253 25.312 CG Open Sea intergenic
chr3 143,271,785 + CpG 0.0424 0.1545 0.227 22.727 0.524 52.381 0.217 21.731 4.346 0.250 25.000 5.000 0.297 29.654 CG Open Sea intergenic
chr3 143,452,010 + CpG 0.0457 0.4615 0.194 19.355 0.440 44.000 0.148 14.791 2.958 0.138 13.776 2.755 0.246 24.645 CG Open Sea intergenic
chr3 143,460,416 + CpG 0.0177 0.0827 0.273 27.273 0.577 57.692 0.115 11.451 2.290 0.224 22.379 4.476 0.304 30.420 CG nearby Open Sea intergenic
chr3 143,496,913 + CpG 0.0179 0.1511 0.645 64.516 0.826 82.609 0.168 16.787 3.357 0.105 10.479 2.096 0.181 18.093 CG nearby Open Sea intergenic
chr3 150,433,347 + CpG 0.0109 0.1558 0.419 41.935 0.760 76.000 0.264 26.418 5.284 0.186 18.573 3.715 0.341 34.065 CG nearby Open Sea intergenic
chr3 150,835,044 + CpG 0.0307 0.0307 0.219 21.875 0.389 38.889 0.167 16.739 3.348 0.077 7.683 1.537 0.170 17.014 CG Open Sea intergenic
chr3 158,012,192 + CpG 0.0307 0.5726 0.308 30.769 0.561 56.098 0.371 37.072 7.414 0.279 27.894 5.579 0.253 25.328 CG Open Sea check manually Srsf11 ENSMUSG00000055436 chr3:158011893-158012520 ENSMUST00000145267 0.345 1.636 0.375 1.342 4.740 0.0977 serine/arginine-rich splicing factor 11 [Source:MGI Symbol;Acc:MGI:1916457]
chr3 158,012,192 + CpG 0.0307 0.5726 0.308 30.769 0.561 56.098 0.371 37.072 7.414 0.279 27.894 5.579 0.253 25.328 CG Open Sea check manually Srsf11 ENSMUSG00000055436 chr3:158011502-158023140 ENSMUST00000127778 2.410 2.486 0.948 0.926 1.032 0.9005 serine/arginine-rich splicing factor 11 [Source:MGI Symbol;Acc:MGI:1916457]
chr3 158,012,192 + CpG 0.0307 0.5726 0.308 30.769 0.561 56.098 0.371 37.072 7.414 0.279 27.894 5.579 0.253 25.328 CG Open Sea check manually Srsf11 ENSMUSG00000055436 chr3:158011868-158036551 ENSMUST00000069025 2.579 2.770 0.368 0.654 1.074 0.5899 serine/arginine-rich splicing factor 11 [Source:MGI Symbol;Acc:MGI:1916457]
chr3 158,012,192 + CpG 0.0307 0.5726 0.308 30.769 0.561 56.098 0.371 37.072 7.414 0.279 27.894 5.579 0.253 25.328 CG Open Sea Exon 13/13 Srsf11 ENSMUSG00000055436 chr3:158010472-158036639 ENSMUST00000121326 4.224 3.448 0.974 0.606 -1.225 0.1763 serine/arginine-rich splicing factor 11 [Source:MGI Symbol;Acc:MGI:1916457]
chr3 158,012,192 + CpG 0.0307 0.5726 0.308 30.769 0.561 56.098 0.371 37.072 7.414 0.279 27.894 5.579 0.253 25.328 CG Open Sea false intergenic Srsf11 ENSMUSG00000055436 chr3:158013989-158023669 ENSMUST00000199520 7.539 7.899 0.530 1.120 1.048 0.5412 serine/arginine-rich splicing factor 11 [Source:MGI Symbol;Acc:MGI:1916457]
chr3 158,012,192 + CpG 0.0307 0.5726 0.308 30.769 0.561 56.098 0.371 37.072 7.414 0.279 27.894 5.579 0.253 25.328 CG Open Sea check manually Srsf11 ENSMUSG00000055436 chr3:158010643-158023422 ENSMUST00000152274 8.783 8.853 1.263 2.071 1.008 0.9507 serine/arginine-rich splicing factor 11 [Source:MGI Symbol;Acc:MGI:1916457]
chr3 158,012,192 + CpG 0.0307 0.5726 0.308 30.769 0.561 56.098 0.371 37.072 7.414 0.279 27.894 5.579 0.253 25.328 CG Open Sea Exon 12/12 Srsf11 ENSMUSG00000055436 chr3:158010918-158031766 ENSMUST00000072875 25.281 28.969 1.437 2.585 1.146 0.0303 serine/arginine-rich splicing factor 11 [Source:MGI Symbol;Acc:MGI:1916457]
chr3 158,643,587 + CpG 0.0402 0.1084 0.473 47.273 0.667 66.667 0.220 21.955 4.391 0.135 13.547 2.709 0.194 19.394 CG nearby Open Sea intergenic
chr3 158,689,338 + CpG 0.0406 0.0308 0.292 29.167 0.577 57.692 0.162 16.163 3.233 0.295 29.542 5.908 0.285 28.526 CG nearby Open Sea intergenic
chr4 3,554,382 + CpG 0.0267 0.0283 0.579 57.895 0.778 77.778 0.212 21.167 4.233 0.174 17.442 3.488 0.199 19.883 CG Open Sea Exon 6/8 Tmem68 ENSMUSG00000028232 chr4:3549040-3574853 ENSMUST00000029891 10.705 9.364 0.613 1.080 -1.143 0.0502 transmembrane protein 68 [Source:MGI Symbol;Acc:MGI:1919348]
chr4 7,307,391 + CpG 0.0071 0.0006 0.725 72.500 0.389 38.889 0.349 34.883 6.977 0.081 8.092 1.618 -0.336 -33.611 CG Open Sea intergenic
chr4 13,565,637 + CpG 0.0384 0.0919 0.667 66.667 0.364 36.364 0.320 32.039 6.408 0.325 32.513 6.503 -0.303 -30.303 CG Open Sea intergenic
chr4 14,108,095 + CpG 0.0021 0.0011 0.642 64.151 0.923 92.308 0.095 9.501 1.900 0.136 13.622 2.724 0.282 28.157 CG nearby Open Sea intergenic
chr4 16,160,066 + CpG 0.0145 0.3764 0.833 83.333 0.595 59.524 0.128 12.830 2.566 0.210 21.007 4.201 -0.238 -23.810 cg N Shelf Intron 1/10 Ripk2 ENSMUSG00000041135 chr4:16122732-16163647 ENSMUST00000037035 4.011 3.695 0.171 0.509 -1.086 0.2461 receptor (TNFRSF)-interacting serine-threonine kinase 2 [Source:MGI Symbol;Acc:MGI:1891456]
chr4 17,200,264 + CpG 0.0251 0.0312 0.190 19.048 0.500 50.000 0.211 21.095 4.219 0.141 14.110 2.822 0.310 30.952 CG nearby Open Sea intergenic
chr4 19,118,895 + CpG 0.0270 0.0658 0.870 87.013 0.733 73.256 0.079 7.878 1.576 0.079 7.941 1.588 -0.138 -13.757 CG nearby Open Sea intergenic
chr4 19,853,600 + CpG 0.0270 0.0364 0.833 83.333 0.542 54.167 0.136 13.630 2.726 0.199 19.875 3.975 -0.292 -29.167 CG nearby Open Sea intergenic
chr4 23,161,175 + CpG 0.0132 0.0082 0.527 52.747 0.726 72.566 0.225 22.535 4.507 0.141 14.136 2.827 0.198 19.819 CG nearby Open Sea intergenic
chr4 24,363,851 + CpG 0.0442 0.0236 0.681 68.132 0.852 85.185 0.125 12.494 2.499 0.085 8.466 1.693 0.171 17.053 CG nearby Open Sea intergenic
chr4 25,636,411 + CpG 0.0198 0.1543 0.366 36.585 0.630 63.043 0.106 10.589 2.118 0.178 17.832 3.566 0.265 26.458 CG nearby Open Sea intergenic
chr4 28,330,315 + CpG 0.0179 0.3014 0.437 43.662 0.641 64.063 0.230 23.013 4.603 0.095 9.527 1.905 0.204 20.401 CG nearby Open Sea intergenic
chr4 28,789,927 + CpG 0.0374 0.0782 0.156 15.625 0.393 39.286 0.082 8.249 1.650 0.382 38.195 7.639 0.237 23.661 CG nearby Open Sea intergenic
chr4 29,589,751 + CpG 0.0036 0.0163 0.529 52.941 0.800 80.000 0.144 14.351 2.870 0.070 7.037 1.407 0.271 27.059 CG nearby Open Sea intergenic
chr4 30,308,791 + CpG 0.0459 0.2744 0.880 88.000 0.729 72.881 0.061 6.105 1.221 0.149 14.879 2.976 -0.151 -15.119 CG nearby Open Sea intergenic
chr4 30,540,593 + CpG 0.0075 0.0075 0.800 80.000 0.261 26.087 0.105 10.504 2.101 0.362 36.202 7.240 -0.539 -53.913 CG nearby Open Sea intergenic
chr4 32,248,562 + CpG 0.0220 0.0039 0.774 77.419 0.481 48.148 0.135 13.467 2.693 0.180 17.964 3.593 -0.293 -29.271 CG nearby Open Sea intergenic
chr4 32,704,664 + CpG 0.0495 0.1469 0.600 60.000 0.864 86.364 0.385 38.459 7.692 0.095 9.521 1.904 0.264 26.364 CG Open Sea Exon 33/102 Mdn1 ENSMUSG00000058006 chr4:32657118-32775207 ENSMUST00000071642 2.232 2.328 0.425 0.472 1.043 0.7433 midasin AAA ATPase 1 [Source:MGI Symbol;Acc:MGI:1926159]
chr4 35,941,314 + CpG 0.0209 0.0209 0.653 65.306 0.875 87.500 0.131 13.102 2.620 0.109 10.865 2.173 0.222 22.194 CG nearby Open Sea intergenic
chr4 36,471,163 + CpG 0.0436 0.6899 0.543 54.348 0.740 74.000 0.084 8.368 1.674 0.088 8.795 1.759 0.197 19.652 CG nearby Open Sea intergenic
chr4 38,304,048 + CpG 0.0369 0.1596 0.511 51.064 0.731 73.077 0.256 25.643 5.129 0.198 19.768 3.954 0.220 22.013 CG Open Sea intergenic
chr4 46,273,841 + CpG 0.0190 0.6052 0.875 87.500 0.583 58.333 0.117 11.697 2.339 0.268 26.777 5.355 -0.292 -29.167 CG Open Sea intergenic
chr4 49,076,493 + CpG 0.0347 0.0347 0.916 91.589 0.814 81.373 0.190 19.014 3.803 0.058 5.798 1.160 -0.102 -10.216 CG nearby Open Sea Intron 1/7 Plppr1 ENSMUSG00000063446 chr4:49059281-49340259 ENSMUST00000076670 1.115 1.129 0.221 0.134 1.013 0.9034 phospholipid phosphatase related 1 [Source:MGI Symbol;Acc:MGI:2445015]
chr4 49,775,153 + CpG 0.0026 0.0590 0.451 45.070 0.736 73.585 0.219 21.931 4.386 0.153 15.252 3.050 0.285 28.514 CG nearby Open Sea intergenic
chr4 50,205,154 + CpG 0.0477 0.0477 0.700 70.000 0.455 45.455 0.171 17.113 3.423 0.189 18.944 3.789 -0.245 -24.545 CG nearby Open Sea intergenic
chr4 51,767,953 + CpG 0.0387 0.7928 0.385 38.462 0.609 60.870 0.295 29.520 5.904 0.126 12.619 2.524 0.224 22.408 cg Open Sea intergenic
chr4 54,435,073 + CpG 0.0331 0.4183 0.581 58.065 0.810 80.952 0.169 16.925 3.385 0.034 3.416 0.683 0.229 22.888 CG nearby Open Sea intergenic
chr4 58,510,129 + CpG 0.0490 0.0305 0.828 82.813 0.660 66.038 0.106 10.557 2.111 0.213 21.277 4.255 -0.168 -16.775 CG nearby Open Sea Intron 1/3 Lpar1 ENSMUSG00000038668 chr4:58435254-58553357 ENSMUST00000055018 2.010 2.876 0.505 0.815 1.431 0.0850 lysophosphatidic acid receptor 1 [Source:MGI Symbol;Acc:MGI:108429]
chr4 63,785,250 + CpG 0.0193 0.1011 0.214 21.429 0.571 57.143 0.165 16.504 3.301 0.374 37.378 7.476 0.357 35.714 CG nearby Open Sea intergenic
chr4 63,810,532 + CpG 0.0033 0.0452 0.446 44.615 0.736 73.611 0.225 22.471 4.494 0.215 21.464 4.293 0.290 28.996 CG nearby Open Sea intergenic
chr4 66,997,348 + CpG 0.0371 0.0045 0.571 57.143 0.857 85.714 0.245 24.549 4.910 0.112 11.180 2.236 0.286 28.571 CG Open Sea intergenic
chr4 69,920,774 + CpG 0.0479 0.0448 0.863 86.275 0.714 71.429 0.093 9.323 1.865 0.216 21.585 4.317 -0.148 -14.846 CG nearby Open Sea intergenic
chr4 70,479,915 + CpG 0.0232 0.1102 0.679 67.857 0.912 91.176 0.273 27.310 5.462 0.075 7.454 1.491 0.233 23.319 CG nearby Open Sea Intron 2/3 Megf9 ENSMUSG00000039270 chr4:70461825-70534995 ENSMUST00000037881 0.788 1.358 0.531 1.066 1.724 0.3264 multiple EGF-like-domains 9 [Source:MGI Symbol;Acc:MGI:1918264]
chr4 70,479,915 + CpG 0.0232 0.1102 0.679 67.857 0.912 91.176 0.273 27.310 5.462 0.075 7.454 1.491 0.233 23.319 CG nearby Open Sea Intron 2/5 Megf9 ENSMUSG00000039270 chr4:70427064-70534928 ENSMUST00000107359 23.709 20.939 1.296 5.988 -1.132 0.3647 multiple EGF-like-domains 9 [Source:MGI Symbol;Acc:MGI:1918264]
chr4 72,774,573 + CpG 0.0351 0.0396 0.765 76.471 0.535 53.488 0.103 10.322 2.064 0.163 16.341 3.268 -0.230 -22.982 CG nearby Open Sea intergenic
chr4 73,044,649 + CpG 0.0233 0.0414 0.630 62.963 0.261 26.087 0.215 21.498 4.300 0.423 42.326 8.465 -0.369 -36.876 CG Open Sea intergenic
chr4 78,827,110 + CpG 0.0108 0.0826 0.779 77.907 0.913 91.346 0.113 11.251 2.250 0.041 4.149 0.830 0.134 13.439 CG nearby Open Sea intergenic
chr4 80,982,737 + CpG 0.0500 0.0500 0.756 75.556 0.563 56.250 0.204 20.425 4.085 0.108 10.751 2.150 -0.193 -19.306 CG nearby Open Sea intergenic
chr4 83,397,894 + CpG 0.0211 0.0277 0.440 44.000 0.667 66.667 0.266 26.592 5.318 0.209 20.874 4.175 0.227 22.667 cg Open Sea intergenic
chr4 84,307,281 + CpG 0.0077 0.3518 0.462 46.154 0.850 85.000 0.250 24.972 4.994 0.149 14.879 2.976 0.388 38.846 CG Open Sea intergenic
chr4 84,649,509 + CpG 0.0271 0.0001 0.581 58.065 0.821 82.051 0.212 21.241 4.248 0.141 14.092 2.818 0.240 23.987 CG nearby Open Sea intergenic
chr4 88,971,211 + CpG 0.0472 0.1513 0.486 48.649 0.738 73.810 0.336 33.564 6.713 0.189 18.851 3.770 0.252 25.161 CG nearby Open Sea intergenic
chr4 92,596,251 + CpG 0.0369 0.1273 0.513 51.282 0.750 75.000 0.290 29.043 5.809 0.148 14.757 2.951 0.237 23.718 CG Open Sea intergenic
chr4 97,523,265 + CpG 0.0329 0.1198 0.371 37.143 0.625 62.500 0.262 26.195 5.239 0.197 19.692 3.938 0.254 25.357 CG Open Sea false intergenic Gm12696 ENSMUSG00000084159 chr4:97521427-97522332 ENSMUST00000122361 1.837 3.002 0.308 0.649 1.634 0.0119 predicted gene 12696 [Source:MGI Symbol;Acc:MGI:3649288]
chr4 99,497,825 + CpG 0.0388 0.6767 0.591 59.091 0.864 86.364 0.230 23.022 4.604 0.090 8.980 1.796 0.273 27.273 CG nearby Open Sea intergenic
chr4 100,547,269 + CpG 0.0148 0.2222 0.429 42.857 0.783 78.261 0.268 26.816 5.363 0.123 12.338 2.468 0.354 35.404 CG nearby Open Sea intergenic
chr4 102,867,680 + CpG 0.0115 0.0412 0.500 50.000 0.833 83.333 0.262 26.187 5.237 0.164 16.432 3.286 0.333 33.333 CG nearby Open Sea Exon 6/9 Sgip1 ENSMUSG00000028524 chr4:102759221-102883347 ENSMUST00000142430 5.741 7.418 0.793 1.081 1.292 0.0254 SH3-domain GRB2-like (endophilin) interacting protein 1 [Source:MGI Symbol;Acc:MGI:1920344]
chr4 109,336,076 + CpG 0.0097 0.1784 0.524 52.381 0.800 80.000 0.279 27.906 5.581 0.117 11.719 2.344 0.276 27.619 CG nearby Open Sea Intron 12/24 Eps15 ENSMUSG00000028552 chr4:109280267-109387817 ENSMUST00000102729 6.352 8.005 0.646 2.427 1.260 0.2064 epidermal growth factor receptor pathway substrate 15 [Source:MGI Symbol;Acc:MGI:104583]
chr4 109,656,759 + CpG 0.0390 0.0103 0.692 69.231 0.458 45.763 0.244 24.360 4.872 0.128 12.817 2.563 -0.235 -23.468 CG Open Sea intergenic
chr4 110,285,087 + CpG 0.0392 0.0392 0.125 12.500 0.316 31.579 0.100 10.000 2.000 0.179 17.879 3.576 0.191 19.079 CG nearby Open Sea Intron 1/6 Elavl4 ENSMUSG00000028546 chr4:110203736-110292722 ENSMUST00000106601 0.772 1.012 1.087 0.775 1.310 0.6997 ELAV like RNA binding protein 4 [Source:MGI Symbol;Acc:MGI:107427]
chr4 110,285,087 + CpG 0.0392 0.0392 0.125 12.500 0.316 31.579 0.100 10.000 2.000 0.179 17.879 3.576 0.191 19.079 CG nearby Open Sea Intron 1/6 Elavl4 ENSMUSG00000028546 chr4:110203721-110287527 ENSMUST00000106598 1.169 0.807 1.164 0.980 -1.448 0.6102 ELAV like RNA binding protein 4 [Source:MGI Symbol;Acc:MGI:107427]
chr4 110,285,087 + CpG 0.0392 0.0392 0.125 12.500 0.316 31.579 0.100 10.000 2.000 0.179 17.879 3.576 0.191 19.079 CG nearby Open Sea Intron 1/6 Elavl4 ENSMUSG00000028546 chr4:110203736-110286889 ENSMUST00000102722 1.225 0.303 0.720 0.420 -4.047 0.0454 ELAV like RNA binding protein 4 [Source:MGI Symbol;Acc:MGI:107427]
chr4 110,285,087 + CpG 0.0392 0.0392 0.125 12.500 0.316 31.579 0.100 10.000 2.000 0.179 17.879 3.576 0.191 19.079 CG nearby Open Sea Intron 1/6 Elavl4 ENSMUSG00000028546 chr4:110203736-110286889 ENSMUST00000106597 1.226 1.248 1.034 0.573 1.018 0.9673 ELAV like RNA binding protein 4 [Source:MGI Symbol;Acc:MGI:107427]
chr4 110,285,087 + CpG 0.0392 0.0392 0.125 12.500 0.316 31.579 0.100 10.000 2.000 0.179 17.879 3.576 0.191 19.079 CG nearby Open Sea Intron 1/6 Elavl4 ENSMUSG00000028546 chr4:110203736-110290272 ENSMUST00000106600 2.879 1.978 1.974 1.257 -1.456 0.4185 ELAV like RNA binding protein 4 [Source:MGI Symbol;Acc:MGI:107427]
chr4 110,285,087 + CpG 0.0392 0.0392 0.125 12.500 0.316 31.579 0.100 10.000 2.000 0.179 17.879 3.576 0.191 19.079 CG nearby Open Sea Intron 1/1 Elavl4 ENSMUSG00000028546 chr4:110251293-110290893 ENSMUST00000142722 2.914 3.162 0.813 0.739 1.085 0.6271 ELAV like RNA binding protein 4 [Source:MGI Symbol;Acc:MGI:107427]
chr4 115,150,733 + CpG 0.0093 0.3100 0.522 52.174 0.870 86.957 0.289 28.868 5.774 0.139 13.944 2.789 0.348 34.783 CG Open Sea intergenic
chr4 117,297,892 + CpG 0.0164 0.3060 0.500 50.000 0.826 82.609 0.253 25.276 5.055 0.126 12.638 2.528 0.326 32.609 cg Open Sea intergenic
chr4 117,647,496 + CpG 0.0144 0.1965 0.323 32.258 0.643 64.286 0.214 21.429 4.286 0.209 20.852 4.170 0.320 32.028 CG Open Sea Intron 6/7 Eri3 ENSMUSG00000033423 chr4:117564757-117674297 ENSMUST00000146384 3.548 3.136 0.692 0.431 -1.131 0.2972 exoribonuclease 3 [Source:MGI Symbol;Acc:MGI:2153887]
chr4 117,647,496 + CpG 0.0144 0.1965 0.323 32.258 0.643 64.286 0.214 21.429 4.286 0.209 20.852 4.170 0.320 32.028 CG Open Sea Intron 7/8 Eri3 ENSMUSG00000033423 chr4:117550364-117674297 ENSMUST00000037127 24.565 29.450 1.437 2.583 1.199 0.0094 exoribonuclease 3 [Source:MGI Symbol;Acc:MGI:2153887]
chr4 119,040,111 + CpG 0.0361 0.0249 0.129 12.903 0.393 39.286 0.099 9.879 1.976 0.287 28.745 5.749 0.264 26.382 CG Open Sea intergenic
chr4 120,901,504 + CpG 0.0409 0.0033 0.667 66.667 0.350 35.000 0.256 25.617 5.123 0.128 12.780 2.556 -0.317 -31.667 CG Open Sea intergenic
chr4 121,065,910 + CpG 0.0051 0.0014 0.130 13.043 0.531 53.125 0.415 41.500 8.300 0.113 11.307 2.261 0.401 40.082 CG Open Sea Exon 9/10 Zmpste24 ENSMUSG00000043207 chr4:121059236-121098241 ENSMUST00000058754 32.566 34.065 1.802 4.965 1.046 0.5533 zinc metallopeptidase, STE24 [Source:MGI Symbol;Acc:MGI:1890508]
chr4 123,999,222 + CpG 0.0484 0.2936 0.526 52.632 0.738 73.810 0.241 24.079 4.816 0.087 8.724 1.745 0.212 21.178 CG nearby Open Sea intergenic
chr4 127,928,068 + CpG 0.0346 0.4825 0.806 80.556 0.533 53.333 0.188 18.790 3.758 0.192 19.174 3.835 -0.272 -27.222 CG Open Sea intergenic
chr4 128,141,233 + CpG 0.0294 0.0653 0.150 15.000 0.458 45.833 0.138 13.819 2.764 0.305 30.479 6.096 0.308 30.833 CG Open Sea Intron 3/70 Csmd2 ENSMUSG00000028804 chr4:127988043-128567656 ENSMUST00000184063 2.001 1.265 0.226 0.474 -1.583 0.0215 CUB and Sushi multiple domains 2 [Source:MGI Symbol;Acc:MGI:2386401]
chr4 129,839,011 + CpG 0.0239 0.3093 0.500 50.000 0.818 81.818 0.275 27.548 5.510 0.120 12.044 2.409 0.318 31.818 CG Open Sea TSS 200 Ptp4a2 ENSMUSG00000028788 chr4:129839150-129846501 ENSMUST00000141754 4.481 5.092 2.000 1.048 1.136 0.5671 protein tyrosine phosphatase 4a2 [Source:MGI Symbol;Acc:MGI:1277117]
chr4 129,839,011 + CpG 0.0239 0.3093 0.500 50.000 0.818 81.818 0.275 27.548 5.510 0.120 12.044 2.409 0.318 31.818 CG Open Sea Exon 2/6 Ptp4a2 ENSMUSG00000028788 chr4:129820707-129850003 ENSMUST00000165853 8.464 8.229 3.020 7.445 -1.028 0.9504 protein tyrosine phosphatase 4a2 [Source:MGI Symbol;Acc:MGI:1277117]
chr4 129,839,011 + CpG 0.0239 0.3093 0.500 50.000 0.818 81.818 0.275 27.548 5.510 0.120 12.044 2.409 0.318 31.818 CG Open Sea Exon 2/6 Ptp4a2 ENSMUSG00000028788 chr4:129820220-129849978 ENSMUST00000030578 15.134 23.417 2.711 2.528 1.547 0.0011 protein tyrosine phosphatase 4a2 [Source:MGI Symbol;Acc:MGI:1277117]
chr4 131,785,746 + CpG 0.0396 0.3264 0.167 16.667 0.405 40.541 0.416 41.570 8.314 0.162 16.245 3.249 0.239 23.874 CG Open Sea Intron 19/30 Ptpru ENSMUSG00000028909 chr4:131769497-131838231 ENSMUST00000030741 1.018 0.554 0.297 0.378 -1.839 0.0647 protein tyrosine phosphatase, receptor type, U [Source:MGI Symbol;Acc:MGI:1321151]
chr4 131,785,746 + CpG 0.0396 0.3264 0.167 16.667 0.405 40.541 0.416 41.570 8.314 0.162 16.245 3.249 0.239 23.874 CG Open Sea Intron 18/29 Ptpru ENSMUSG00000028909 chr4:131768456-131838288 ENSMUST00000105987 5.895 3.648 0.891 0.913 -1.616 0.0043 protein tyrosine phosphatase, receptor type, U [Source:MGI Symbol;Acc:MGI:1321151]
chr4 133,679,237 + CpG 0.0308 1.0000 0.788 78.846 0.554 55.357 0.147 14.728 2.946 0.199 19.938 3.988 -0.235 -23.489 CG Open Sea check manually Arid1a ENSMUSG00000007880 chr4:133679007-133753611 ENSMUST00000145664 14.332 12.733 0.748 0.854 -1.126 0.0139 AT rich interactive domain 1A (SWI-like) [Source:MGI Symbol;Acc:MGI:1935147]
chr4 135,858,383 + CpG 0.0475 0.0927 0.857 85.714 0.591 59.091 0.094 9.362 1.872 0.367 36.655 7.331 -0.266 -26.623 CG S Shore check manually Srsf10 ENSMUSG00000028676 chr4:135856111-135858801 ENSMUST00000154447 0.829 1.287 0.399 0.918 1.553 0.3493 serine/arginine-rich splicing factor 10 [Source:MGI Symbol;Acc:MGI:1333805]
chr4 135,858,383 + CpG 0.0475 0.0927 0.857 85.714 0.591 59.091 0.094 9.362 1.872 0.367 36.655 7.331 -0.266 -26.623 CG S Shore Exon 2/7 Srsf10 ENSMUSG00000028676 chr4:135855877-135868382 ENSMUST00000030438 1.462 0.364 0.578 0.233 -4.015 0.0099 serine/arginine-rich splicing factor 10 [Source:MGI Symbol;Acc:MGI:1333805]
chr4 135,858,383 + CpG 0.0475 0.0927 0.857 85.714 0.591 59.091 0.094 9.362 1.872 0.367 36.655 7.331 -0.266 -26.623 CG S Shore Exon 2/6 Srsf10 ENSMUSG00000028676 chr4:135855746-135868382 ENSMUST00000102544 1.946 2.347 0.315 0.295 1.206 0.0712 serine/arginine-rich splicing factor 10 [Source:MGI Symbol;Acc:MGI:1333805]
chr4 135,858,383 + CpG 0.0475 0.0927 0.857 85.714 0.591 59.091 0.094 9.362 1.872 0.367 36.655 7.331 -0.266 -26.623 CG S Shore Exon 2/6 Srsf10 ENSMUSG00000028676 chr4:135855746-135865815 ENSMUST00000097844 2.660 2.647 0.705 0.484 -1.005 0.9737 serine/arginine-rich splicing factor 10 [Source:MGI Symbol;Acc:MGI:1333805]
chr4 135,858,383 + CpG 0.0475 0.0927 0.857 85.714 0.591 59.091 0.094 9.362 1.872 0.367 36.655 7.331 -0.266 -26.623 CG S Shore Exon 2/3 Srsf10 ENSMUSG00000028676 chr4:135856131-135859231 ENSMUST00000129718 3.157 4.368 0.385 1.280 1.383 0.1022 serine/arginine-rich splicing factor 10 [Source:MGI Symbol;Acc:MGI:1333805]
chr4 135,858,383 + CpG 0.0475 0.0927 0.857 85.714 0.591 59.091 0.094 9.362 1.872 0.367 36.655 7.331 -0.266 -26.623 CG S Shore Exon 2/6 Srsf10 ENSMUSG00000028676 chr4:135855746-135869908 ENSMUST00000126641 6.390 6.448 0.277 0.730 1.009 0.8740 serine/arginine-rich splicing factor 10 [Source:MGI Symbol;Acc:MGI:1333805]
chr4 135,858,383 + CpG 0.0475 0.0927 0.857 85.714 0.591 59.091 0.094 9.362 1.872 0.367 36.655 7.331 -0.266 -26.623 CG S Shore Exon 2/6 Srsf10 ENSMUSG00000028676 chr4:135855746-135865815 ENSMUST00000105853 7.164 8.957 0.871 0.780 1.250 0.0091 serine/arginine-rich splicing factor 10 [Source:MGI Symbol;Acc:MGI:1333805]
chr4 139,829,296 + CpG 0.0450 0.0102 0.254 25.373 0.125 12.500 0.136 13.645 2.729 0.131 13.112 2.622 -0.129 -12.873 cG S Shore intergenic
chr4 142,089,160 + CpG 0.0112 0.0007 0.800 80.000 0.537 53.659 0.188 18.788 3.758 0.261 26.132 5.226 -0.263 -26.341 CG nearby Open Sea false intergenic Tmem51os1 ENSMUSG00000073728 chr4:142084855-142088077 ENSMUST00000139653 2.051 1.671 0.826 0.558 -1.228 0.4218 Tmem51 opposite strand 1 [Source:MGI Symbol;Acc:MGI:3642733]
chr4 142,756,764 + CpG 0.0047 0.3936 0.478 47.826 0.870 86.957 0.262 26.247 5.249 0.126 12.638 2.528 0.391 39.130 CG nearby Open Sea intergenic
chr4 145,448,460 + CpG 0.0447 0.0447 0.553 55.280 0.659 65.922 0.049 4.875 0.975 0.098 9.819 1.964 0.106 10.642 CG Open Sea intergenic
chr4 149,061,889 + CpG 0.0240 0.0004 0.273 27.273 0.652 65.217 0.200 20.026 4.005 0.370 36.987 7.397 0.379 37.945 CG Open Sea Intron 2/8 Pex14 ENSMUSG00000028975 chr4:148960534-149099876 ENSMUST00000103217 16.810 14.309 1.190 1.399 -1.175 0.0165 peroxisomal biogenesis factor 14 [Source:MGI Symbol;Acc:MGI:1927868]
chr4 149,868,017 + CpG 0.0375 0.3973 0.909 90.909 0.729 72.917 0.109 10.865 2.173 0.173 17.321 3.464 -0.180 -17.992 CG nearby Open Sea intergenic
chr4 151,422,795 + CpG 0.0252 0.0001 0.135 13.514 0.379 37.931 0.126 12.630 2.526 0.222 22.183 4.437 0.244 24.418 CG Open Sea intergenic
chr4 151,422,816 + CpG 0.0201 0.0001 0.133 13.333 0.417 41.667 0.126 12.566 2.513 0.233 23.286 4.657 0.283 28.333 CG nearby Open Sea intergenic
chr5 5,683,032 + CpG 0.0054 0.0264 0.458 45.833 0.811 81.081 0.278 27.827 5.565 0.115 11.503 2.301 0.352 35.248 CG nearby Open Sea Exon 3/6 Steap2 ENSMUSG00000015653 chr5:5673504-5694326 ENSMUST00000148333 0.679 1.243 0.764 1.154 1.832 0.3923 six transmembrane epithelial antigen of prostate 2 [Source:MGI Symbol;Acc:MGI:1921301]
chr5 5,683,032 + CpG 0.0054 0.0264 0.458 45.833 0.811 81.081 0.278 27.827 5.565 0.115 11.503 2.301 0.352 35.248 CG nearby Open Sea Exon 2/5 Steap2 ENSMUSG00000015653 chr5:5671729-5694060 ENSMUST00000115424 0.829 1.006 0.478 0.620 1.214 0.6265 six transmembrane epithelial antigen of prostate 2 [Source:MGI Symbol;Acc:MGI:1921301]
chr5 5,683,032 + CpG 0.0054 0.0264 0.458 45.833 0.811 81.081 0.278 27.827 5.565 0.115 11.503 2.301 0.352 35.248 CG nearby Open Sea Exon 3/6 Steap2 ENSMUSG00000015653 chr5:5664828-5694578 ENSMUST00000115426 0.998 1.108 0.573 0.441 1.111 0.7411 six transmembrane epithelial antigen of prostate 2 [Source:MGI Symbol;Acc:MGI:1921301]
chr5 5,683,032 + CpG 0.0054 0.0264 0.458 45.833 0.811 81.081 0.278 27.827 5.565 0.115 11.503 2.301 0.352 35.248 CG nearby Open Sea Exon 3/6 Steap2 ENSMUSG00000015653 chr5:5670937-5694052 ENSMUST00000115425 2.275 2.015 0.557 0.601 -1.129 0.4975 six transmembrane epithelial antigen of prostate 2 [Source:MGI Symbol;Acc:MGI:1921301]
chr5 5,683,032 + CpG 0.0054 0.0264 0.458 45.833 0.811 81.081 0.278 27.827 5.565 0.115 11.503 2.301 0.352 35.248 CG nearby Open Sea 5'UTR Steap2 ENSMUSG00000015653 chr5:5664830-5683063 ENSMUST00000164219 3.099 2.357 0.678 0.445 -1.315 0.0804 six transmembrane epithelial antigen of prostate 2 [Source:MGI Symbol;Acc:MGI:1921301]
chr5 5,683,032 + CpG 0.0054 0.0264 0.458 45.833 0.811 81.081 0.278 27.827 5.565 0.115 11.503 2.301 0.352 35.248 CG nearby Open Sea Exon 3/6 Steap2 ENSMUSG00000015653 chr5:5671490-5694067 ENSMUST00000015797 4.900 4.234 1.099 1.163 -1.157 0.3792 six transmembrane epithelial antigen of prostate 2 [Source:MGI Symbol;Acc:MGI:1921301]
chr5 6,438,645 + CpG 0.0060 0.0276 0.837 83.721 0.578 57.813 0.188 18.804 3.761 0.136 13.606 2.721 -0.259 -25.908 CG nearby Open Sea intergenic
chr5 6,626,288 + CpG 0.0146 0.6315 0.828 82.759 0.500 50.000 0.131 13.123 2.625 0.379 37.931 7.586 -0.328 -32.759 CG nearby Open Sea intergenic
chr5 7,424,432 + CpG 0.0320 0.1557 0.469 46.875 0.750 75.000 0.361 36.073 7.215 0.281 28.139 5.628 0.281 28.125 CG Open Sea intergenic
chr5 9,730,624 + CpG 0.0265 0.1335 0.333 33.333 0.682 68.182 0.325 32.489 6.498 0.202 20.178 4.036 0.348 34.848 cg Open Sea intergenic
chr5 12,407,385 + CpG 0.0232 0.2227 0.530 53.030 0.673 67.257 0.241 24.059 4.812 0.311 31.125 6.225 0.142 14.226 CG Open Sea intergenic
chr5 12,410,176 + CpG 0.0019 0.1421 0.338 33.846 0.655 65.517 0.182 18.215 3.643 0.091 9.083 1.817 0.317 31.671 CG nearby Open Sea intergenic
chr5 17,572,064 + CpG 0.0368 0.7643 0.433 43.333 0.720 72.000 0.275 27.547 5.509 0.384 38.370 7.674 0.287 28.667 CG N Shelf intergenic
chr5 21,905,680 + CpG 0.0331 0.0282 0.630 62.963 0.880 88.000 0.188 18.791 3.758 0.115 11.469 2.294 0.250 25.037 CG nearby Open Sea intergenic
chr5 24,597,871 + CpG 0.0486 0.0436 0.424 42.424 0.750 75.000 0.347 34.734 6.947 0.414 41.367 8.273 0.326 32.576 CG nearby N Shore Intron 2/11 Smarcd3 ENSMUSG00000028949 chr5:24590817-24601976 ENSMUST00000144995 6.336 8.257 0.701 1.465 1.303 0.0399 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily d, member 3 [Source:MGI Symbol;Acc:MGI:1914243]
chr5 28,467,395 + CpG 0.0394 0.0360 0.593 59.259 0.392 39.216 0.137 13.682 2.736 0.110 11.018 2.204 -0.200 -20.044 CG nearby S Shelf intergenic
chr5 29,435,583 + CpG 0.0270 0.0461 0.245 24.490 0.490 48.980 0.191 19.119 3.824 0.225 22.454 4.491 0.245 24.490 CG S Shore Exon 1/11 Nom1 ENSMUSG00000001569 chr5:29434663-29457843 ENSMUST00000001611 2.975 2.936 0.148 0.170 -1.014 0.7031 nucleolar protein with MIF4G domain 1 [Source:MGI Symbol;Acc:MGI:1861749]
chr5 39,693,282 + CpG 0.0192 0.0020 0.806 80.645 0.476 47.619 0.394 39.410 7.882 0.176 17.575 3.515 -0.330 -33.026 CG nearby Open Sea intergenic



chr5 41,760,659 + CpG 0.0150 0.1742 0.167 16.667 0.391 39.130 0.110 11.041 2.208 0.199 19.859 3.972 0.225 22.464 CG nearby N Shore intergenic
chr5 42,906,916 + CpG 0.0272 0.3215 0.483 48.276 0.744 74.359 0.195 19.494 3.899 0.140 14.012 2.802 0.261 26.083 CG nearby Open Sea intergenic
chr5 46,984,732 + CpG 0.0473 0.2328 0.870 86.957 0.726 72.581 0.114 11.363 2.273 0.181 18.060 3.612 -0.144 -14.376 CG nearby Open Sea intergenic
chr5 48,008,819 + CpG 0.0345 0.2408 0.242 24.242 0.500 50.000 0.190 19.043 3.809 0.143 14.294 2.859 0.258 25.758 CG nearby Open Sea intergenic
chr5 49,041,737 + CpG 0.0131 0.0000 0.444 44.444 0.800 80.000 0.300 29.992 5.998 0.156 15.590 3.118 0.356 35.556 CG nearby Open Sea intergenic
chr5 51,421,567 + CpG 0.0110 0.0788 0.833 83.333 0.571 57.143 0.089 8.900 1.780 0.116 11.647 2.329 -0.262 -26.190 CG nearby Open Sea intergenic
chr5 51,676,556 + CpG 0.0372 0.0478 0.841 84.091 0.709 70.930 0.114 11.354 2.271 0.057 5.742 1.148 -0.132 -13.161 CG nearby Open Sea intergenic
chr5 51,899,525 + CpG 0.0106 0.5862 0.349 34.921 0.603 60.345 0.369 36.923 7.385 0.208 20.754 4.151 0.254 25.424 CG nearby Open Sea intergenic
chr5 51,899,530 + CpG 0.0165 0.5862 0.323 32.258 0.638 63.793 0.383 38.295 7.659 0.307 30.747 6.149 0.315 31.535 CG nearby Open Sea intergenic
chr5 57,027,576 + CpG 0.0214 0.0214 0.543 54.286 0.806 80.645 0.200 19.973 3.995 0.149 14.879 2.976 0.264 26.359 CG nearby Open Sea intergenic
chr5 57,921,218 + CpG 0.0313 0.0984 0.640 64.000 0.879 87.879 0.214 21.403 4.281 0.150 15.027 3.005 0.239 23.879 CG Open Sea intergenic
chr5 59,860,526 + CpG 0.0236 0.0236 0.874 87.356 0.739 73.864 0.061 6.133 1.227 0.118 11.760 2.352 -0.135 -13.493 CG Open Sea intergenic
chr5 60,880,480 + CpG 0.0370 0.0159 0.833 83.333 0.636 63.636 0.096 9.615 1.923 0.246 24.580 4.916 -0.197 -19.697 CG nearby Open Sea intergenic
chr5 61,254,621 + CpG 0.0114 0.2731 0.273 27.273 0.613 61.290 0.370 37.004 7.401 0.191 19.077 3.815 0.340 34.018 CG Open Sea intergenic
chr5 61,481,184 + CpG 0.0471 0.0459 0.571 57.143 0.818 81.818 0.294 29.354 5.871 0.200 19.993 3.999 0.247 24.675 CG nearby Open Sea intergenic
chr5 61,887,164 + CpG 0.0466 0.0571 0.632 63.158 0.861 86.111 0.232 23.232 4.646 0.100 9.998 2.000 0.230 22.953 CG nearby Open Sea intergenic
chr5 63,651,414 + CpG 0.0312 0.0312 0.769 76.923 0.480 48.000 0.131 13.084 2.617 0.192 19.206 3.841 -0.289 -28.923 CG nearby S Shore intergenic
chr5 64,067,435 + CpG 0.0358 0.1206 0.407 40.741 0.692 69.231 0.304 30.423 6.085 0.196 19.597 3.919 0.285 28.490 CG nearby Open Sea intergenic
chr5 65,859,858 + CpG 0.0418 0.0418 0.567 56.667 0.833 83.333 0.241 24.141 4.828 0.151 15.074 3.015 0.267 26.667 CG nearby Open Sea intergenic
chr5 67,621,851 + CpG 0.0480 0.0678 0.884 88.372 0.703 70.270 0.084 8.367 1.673 0.217 21.731 4.346 -0.181 -18.102 CG nearby Open Sea 3'UTR Atp8a1 ENSMUSG00000037685 chr5:67619160-67847431 ENSMUST00000072971 2.432 1.854 0.429 1.095 -1.312 0.3201 ATPase, aminophospholipid transporter (APLT), class I, type 8A, member 1 [Source:MGI Symbol;Acc:MGI:1330848]
chr5 67,621,851 + CpG 0.0480 0.0678 0.884 88.372 0.703 70.270 0.084 8.367 1.673 0.217 21.731 4.346 -0.181 -18.102 CG nearby Open Sea 3'UTR Atp8a1 ENSMUSG00000037685 chr5:67618139-67847370 ENSMUST00000135930 4.562 2.989 0.525 0.613 -1.526 0.0026 ATPase, aminophospholipid transporter (APLT), class I, type 8A, member 1 [Source:MGI Symbol;Acc:MGI:1330848]
chr5 67,621,886 + CpG 0.0335 0.0476 0.833 83.333 0.618 61.765 0.117 11.682 2.336 0.139 13.916 2.783 -0.216 -21.569 CG nearby Open Sea 3'UTR Atp8a1 ENSMUSG00000037685 chr5:67619160-67847431 ENSMUST00000072971 2.432 1.854 0.429 1.095 -1.312 0.3201 ATPase, aminophospholipid transporter (APLT), class I, type 8A, member 1 [Source:MGI Symbol;Acc:MGI:1330848]
chr5 67,621,886 + CpG 0.0335 0.0476 0.833 83.333 0.618 61.765 0.117 11.682 2.336 0.139 13.916 2.783 -0.216 -21.569 CG nearby Open Sea 3'UTR Atp8a1 ENSMUSG00000037685 chr5:67618139-67847370 ENSMUST00000135930 4.562 2.989 0.525 0.613 -1.526 0.0026 ATPase, aminophospholipid transporter (APLT), class I, type 8A, member 1 [Source:MGI Symbol;Acc:MGI:1330848]
chr5 70,784,130 + CpG 0.0372 0.3023 0.255 25.490 0.483 48.276 0.096 9.570 1.914 0.283 28.278 5.656 0.228 22.786 CG nearby Open Sea intergenic
chr5 71,096,892 + CpG 0.0060 0.0056 0.792 79.167 0.360 36.000 0.156 15.590 3.118 0.299 29.918 5.984 -0.432 -43.167 CG S Shore intergenic
chr5 73,557,647 + CpG 0.0138 0.0201 0.300 30.000 0.667 66.667 0.371 37.081 7.416 0.179 17.948 3.590 0.367 36.667 CG Open Sea Exon 10/10 Dcun1d4 ENSMUSG00000051674 chr5:73491024-73560794 ENSMUST00000113558 1.374 0.807 0.227 0.531 -1.702 0.0758 DCN1, defective in cullin neddylation 1, domain containing 4 (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:2140972]
chr5 73,557,647 + CpG 0.0138 0.0201 0.300 30.000 0.667 66.667 0.371 37.081 7.416 0.179 17.948 3.590 0.367 36.667 CG Open Sea Exon 11/11 Dcun1d4 ENSMUSG00000051674 chr5:73491032-73560790 ENSMUST00000063882 7.741 5.869 0.461 0.919 -1.319 0.0068 DCN1, defective in cullin neddylation 1, domain containing 4 (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:2140972]
chr5 74,773,693 + CpG 0.0081 0.5092 0.846 84.615 0.553 55.263 0.094 9.407 1.881 0.153 15.261 3.052 -0.294 -29.352 CG nearby Open Sea intergenic
chr5 77,281,108 + CpG 0.0425 0.5354 0.692 69.231 0.848 84.848 0.163 16.337 3.267 0.097 9.651 1.930 0.156 15.618 CG nearby Open Sea intergenic
chr5 78,066,520 + CpG 0.0499 0.0442 0.861 86.111 0.622 62.162 0.392 39.222 7.844 0.274 27.362 5.472 -0.239 -23.949 CG nearby Open Sea intergenic
chr5 78,120,691 + CpG 0.0125 0.0141 0.810 80.952 0.500 50.000 0.148 14.838 2.968 0.375 37.546 7.509 -0.310 -30.952 CG nearby Open Sea intergenic
chr5 78,163,062 + CpG 0.0113 0.0113 0.789 78.947 0.514 51.351 0.138 13.798 2.760 0.246 24.637 4.927 -0.276 -27.596 CG nearby Open Sea intergenic
chr5 79,081,719 + CpG 0.0468 0.6249 0.688 68.750 0.855 85.455 0.188 18.808 3.762 0.085 8.499 1.700 0.167 16.705 CG nearby Open Sea intergenic
chr5 80,508,405 + CpG 0.0295 0.0295 0.457 45.652 0.706 70.588 0.253 25.278 5.056 0.185 18.492 3.698 0.249 24.936 CG nearby Open Sea intergenic
chr5 85,763,248 + CpG 0.0332 0.0915 0.500 50.000 0.279 27.907 0.264 26.415 5.283 0.183 18.324 3.665 -0.221 -22.093 CG nearby Open Sea intergenic
chr5 86,226,056 + CpG 0.0029 0.0029 0.304 30.435 0.793 79.310 0.333 33.300 6.660 0.181 18.102 3.620 0.489 48.876 CG nearby Open Sea intergenic
chr5 91,115,305 + CpG 0.0293 0.2561 0.655 65.517 0.360 36.000 0.115 11.521 2.304 0.166 16.600 3.320 -0.295 -29.517 CG nearby Open Sea intergenic
chr5 91,917,431 + CpG 0.0104 0.0698 0.308 30.769 0.680 68.000 0.340 33.988 6.798 0.275 27.514 5.503 0.372 37.231 CG nearby Open Sea intergenic
chr5 92,602,339 + CpG 0.0039 0.2785 0.459 45.946 0.147 14.706 0.212 21.188 4.238 0.114 11.369 2.274 -0.312 -31.240 CG nearby N Shore TSS 1500 Stbd1 ENSMUSG00000047963 chr5:92603050-92606579 ENSMUST00000050952 1.654 6.514 0.382 4.742 3.938 0.0836 starch binding domain 1 [Source:MGI Symbol;Acc:MGI:1261768]
chr5 92,842,313 + CpG 0.0041 0.0510 0.831 83.077 0.590 59.016 0.043 4.326 0.865 0.092 9.250 1.850 -0.241 -24.061 CG Open Sea Intron 1/9 Shroom3 ENSMUSG00000029381 chr5:92809377-92965318 ENSMUST00000113054 5.219 5.904 0.573 1.674 1.131 0.4266 shroom family member 3 [Source:MGI Symbol;Acc:MGI:1351655]
chr5 100,376,100 + CpG 0.0160 0.0452 0.366 36.559 0.553 55.263 0.319 31.931 6.386 0.123 12.330 2.466 0.187 18.704 CG Open Sea Intron 1/5 Sec31a ENSMUSG00000035325 chr5:100361648-100378913 ENSMUST00000182569 4.257 3.703 0.727 1.332 -1.150 0.4445 Sec31 homolog A (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1916412]
chr5 100,376,100 + CpG 0.0160 0.0452 0.366 36.559 0.553 55.263 0.319 31.931 6.386 0.123 12.330 2.466 0.187 18.704 CG Open Sea Intron 11/18 Sec31a ENSMUSG00000035325 chr5:100362007-100395901 ENSMUST00000182988 9.745 7.493 1.163 1.754 -1.301 0.0482 Sec31 homolog A (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1916412]
chr5 100,376,100 + CpG 0.0160 0.0452 0.366 36.559 0.553 55.263 0.319 31.931 6.386 0.123 12.330 2.466 0.187 18.704 CG Open Sea Intron 1/4 Sec31a ENSMUSG00000035325 chr5:100365753-100378999 ENSMUST00000182002 12.806 4.038 2.792 1.906 -3.172 0.0006 Sec31 homolog A (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1916412]
chr5 100,376,100 + CpG 0.0160 0.0452 0.366 36.559 0.553 55.263 0.319 31.931 6.386 0.123 12.330 2.466 0.187 18.704 CG Open Sea Intron 20/27 Sec31a ENSMUSG00000035325 chr5:100361648-100416234 ENSMUST00000094578 73.542 69.305 4.140 20.554 -1.061 0.6731 Sec31 homolog A (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1916412]
chr5 101,521,342 + CpG 0.0353 0.0077 0.871 87.097 0.619 61.905 0.106 10.595 2.119 0.268 26.774 5.355 -0.252 -25.192 CG Open Sea intergenic
chr5 101,695,105 + CpG 0.0459 0.2993 0.708 70.833 0.464 46.429 0.308 30.826 6.165 0.229 22.852 4.570 -0.244 -24.405 CG nearby Open Sea intergenic
chr5 102,609,563 + CpG 0.0292 0.3393 0.571 57.143 0.738 73.750 0.204 20.394 4.079 0.124 12.362 2.472 0.166 16.607 CG nearby Open Sea intergenic
chr5 103,514,453 + CpG 0.0298 0.4797 0.097 9.677 0.321 32.143 0.079 7.929 1.586 0.185 18.492 3.698 0.225 22.465 cg Open Sea Intron 7/47 Ptpn13 ENSMUSG00000034573 chr5:103425500-103598303 ENSMUST00000048957 3.803 4.247 0.302 0.545 1.117 0.1603 protein tyrosine phosphatase, non-receptor type 13 [Source:MGI Symbol;Acc:MGI:103293]
chr5 107,713,631 + CpG 0.0489 0.0229 0.559 55.882 0.800 80.000 0.272 27.172 5.434 0.400 40.008 8.002 0.241 24.118 CG nearby Open Sea intergenic
chr5 110,136,688 + CpG 0.0186 0.4330 0.176 17.647 0.340 34.043 0.159 15.919 3.184 0.106 10.639 2.128 0.164 16.395 CG S Shore Intron 2/17 Chfr ENSMUSG00000014668 chr5:110135859-110171972 ENSMUST00000014812 1.165 1.014 0.394 0.377 -1.148 0.5542 checkpoint with forkhead and ring finger domains [Source:MGI Symbol;Acc:MGI:2444898]
chr5 110,136,688 + CpG 0.0186 0.4330 0.176 17.647 0.340 34.043 0.159 15.919 3.184 0.106 10.639 2.128 0.164 16.395 CG S Shore Intron 2/17 Chfr ENSMUSG00000014668 chr5:110135848-110171971 ENSMUST00000112519 6.406 7.528 0.373 0.385 1.175 0.0016 checkpoint with forkhead and ring finger domains [Source:MGI Symbol;Acc:MGI:2444898]
chr5 117,133,371 + CpG 0.0262 0.6383 0.922 92.157 0.721 72.093 0.055 5.545 1.109 0.240 24.016 4.803 -0.201 -20.064 CG nearby Open Sea TSS 1500 Taok3 ENSMUSG00000061288 chr5:117133587-117275075 ENSMUST00000179276 3.014 2.852 1.261 0.710 -1.057 0.8106 TAO kinase 3 [Source:MGI Symbol;Acc:MGI:3041177]
chr5 117,133,371 + CpG 0.0262 0.6383 0.922 92.157 0.721 72.093 0.055 5.545 1.109 0.240 24.016 4.803 -0.201 -20.064 CG nearby Open Sea Intron 1/20 Taok3 ENSMUSG00000061288 chr5:117120128-117275217 ENSMUST00000111978 7.888 6.450 0.999 0.657 -1.223 0.0315 TAO kinase 3 [Source:MGI Symbol;Acc:MGI:3041177]
chr5 119,587,757 + CpG 0.0043 0.1200 0.589 58.889 0.845 84.536 0.235 23.530 4.706 0.103 10.289 2.058 0.256 25.647 CG nearby Open Sea intergenic
chr5 120,374,990 + CpG 0.0316 0.0624 0.442 44.156 0.613 61.250 0.275 27.493 5.499 0.064 6.416 1.283 0.171 17.094 cg Open Sea intergenic
chr5 121,924,896 + CpG 0.0253 0.2686 0.853 85.294 0.622 62.162 0.115 11.469 2.294 0.093 9.309 1.862 -0.231 -23.132 CG Open Sea Exon 3/23 Cux2 ENSMUSG00000042589 chr5:121856365-122049851 ENSMUST00000111752 2.116 1.274 0.425 0.217 -1.661 0.0077 cut-like homeobox 2 [Source:MGI Symbol;Acc:MGI:107321]
chr5 121,924,896 + CpG 0.0253 0.2686 0.853 85.294 0.622 62.162 0.115 11.469 2.294 0.093 9.309 1.862 -0.231 -23.132 CG Open Sea 5'UTR Cux2 ENSMUSG00000042589 chr5:121860307-121924921 ENSMUST00000168288 5.451 2.936 0.838 0.912 -1.857 0.0019 cut-like homeobox 2 [Source:MGI Symbol;Acc:MGI:107321]
chr5 123,461,752 + CpG 0.0018 0.0059 0.294 29.412 0.544 54.412 0.087 8.722 1.744 0.219 21.949 4.390 0.250 25.000 CG nearby Open Sea intergenic
chr5 128,667,210 + CpG 0.0495 0.0696 0.573 57.292 0.710 70.968 0.095 9.473 1.895 0.103 10.297 2.059 0.137 13.676 CG nearby Open Sea intergenic
chr5 137,915,945 + CpG 0.0202 0.2385 0.304 30.435 0.714 71.429 0.383 38.259 7.652 0.299 29.898 5.980 0.410 40.994 CG nearby Open Sea intergenic
chr5 140,827,647 + CpG 0.0329 0.0255 0.846 84.615 0.577 57.692 0.139 13.864 2.773 0.240 23.979 4.796 -0.269 -26.923 CG N Shelf Intron 1/3 Gna12 ENSMUSG00000000149 chr5:140758407-140830431 ENSMUST00000000153 17.292 21.346 1.592 1.002 1.234 0.0021 guanine nucleotide binding protein, alpha 12 [Source:MGI Symbol;Acc:MGI:95767]
chr5 149,015,412 + CpG 0.0187 0.0010 0.450 45.000 0.200 20.000 0.303 30.287 6.057 0.143 14.282 2.856 -0.250 -25.000 CG Open Sea intergenic
chr6 4,517,461 + CpG 0.0113 0.0287 0.483 48.276 0.808 80.769 0.241 24.141 4.828 0.272 27.244 5.449 0.325 32.493 CG nearby Open Sea Intron 12/51 Col1a2 ENSMUSG00000029661 chr6:4505492-4541544 ENSMUST00000031668 9.927 44.867 2.324 27.636 4.520 0.0472 collagen, type I, alpha 2 [Source:MGI Symbol;Acc:MGI:88468]
chr6 6,313,580 + CpG 0.0181 0.2832 0.563 56.250 0.774 77.419 0.258 25.786 5.157 0.151 15.138 3.028 0.212 21.169 CG Open Sea intergenic
chr6 7,846,793 + CpG 0.0027 0.0530 0.250 25.000 0.711 71.053 0.386 38.637 7.727 0.179 17.927 3.585 0.461 46.053 CG nearby S Shore Intron 1/3 C1galt1 ENSMUSG00000042460 chr6:7844841-7875687 ENSMUST00000040159 21.907 22.396 1.411 2.435 1.022 0.7102 core 1 synthase, glycoprotein-N-acetylgalactosamine 3-beta-galactosyltransferase, 1 [Source:MGI Symbol;Acc:MGI:2151071]
chr6 10,724,054 + CpG 0.0437 0.3999 0.760 76.000 0.480 48.000 0.181 18.089 3.618 0.321 32.115 6.423 -0.280 -28.000 CG nearby Open Sea intergenic
chr6 15,440,202 + CpG 0.0264 0.0995 0.434 43.396 0.643 64.286 0.093 9.257 1.851 0.154 15.404 3.081 0.209 20.889 CG Open Sea 3'UTR Foxp2 ENSMUSG00000029563 chr6:15185505-15441201 ENSMUST00000031545 1.053 1.312 0.251 0.100 1.246 0.0820 forkhead box P2 [Source:MGI Symbol;Acc:MGI:2148705]
chr6 16,507,124 + CpG 0.0085 0.0235 0.844 84.416 0.635 63.462 0.071 7.067 1.413 0.185 18.450 3.690 -0.210 -20.954 CG nearby Open Sea intergenic
chr6 16,530,815 + CpG 0.0287 0.0287 0.667 66.667 0.889 88.889 0.353 35.295 7.059 0.136 13.622 2.724 0.222 22.222 CG Open Sea intergenic
chr6 16,972,844 + CpG 0.0161 0.1644 0.560 56.000 0.870 86.957 0.269 26.947 5.389 0.139 13.944 2.789 0.310 30.957 CG Open Sea intergenic
chr6 17,747,417 + CpG 0.0445 0.3072 0.881 88.136 0.729 72.917 0.093 9.267 1.853 0.088 8.828 1.766 -0.152 -15.219 CG nearby Open Sea Intron 1/14 St7 ENSMUSG00000029534 chr6:17694031-17942966 ENSMUST00000052113 4.044 5.410 0.375 1.803 1.338 0.1669 suppression of tumorigenicity 7 [Source:MGI Symbol;Acc:MGI:1927450]
chr6 21,599,038 + CpG 0.0193 0.1423 0.591 59.091 0.889 88.889 0.319 31.862 6.372 0.145 14.453 2.891 0.298 29.798 CG nearby Open Sea intergenic
chr6 21,819,409 + CpG 0.0145 0.2136 0.652 65.152 0.833 83.333 0.170 16.981 3.396 0.084 8.413 1.683 0.182 18.182 cg Open Sea Intron 4/6 Tspan12 ENSMUSG00000029669 chr6:21795577-21851981 ENSMUST00000123116 1.065 1.236 0.995 0.704 1.161 0.7622 tetraspanin 12 [Source:MGI Symbol;Acc:MGI:1889818]
chr6 21,819,409 + CpG 0.0145 0.2136 0.652 65.152 0.833 83.333 0.170 16.981 3.396 0.084 8.413 1.683 0.182 18.182 cg Open Sea Intron 5/8 Tspan12 ENSMUSG00000029669 chr6:21771394-21852515 ENSMUST00000031678 7.543 7.507 0.597 1.166 -1.005 0.9526 tetraspanin 12 [Source:MGI Symbol;Acc:MGI:1889818]
chr6 23,007,958 + CpG 0.0318 0.0205 0.882 88.235 0.667 66.667 0.096 9.590 1.918 0.190 18.999 3.800 -0.216 -21.569 CG Open Sea Intron 13/29 Ptprz1 ENSMUSG00000068748 chr6:22875776-23052617 ENSMUST00000202102 1.150 1.036 0.160 0.137 -1.110 0.2607 protein tyrosine phosphatase, receptor type Z, polypeptide 1 [Source:MGI Symbol;Acc:MGI:97816]
chr6 24,526,258 + CpG 0.0332 0.0042 0.900 90.000 0.667 66.667 0.066 6.617 1.323 0.172 17.218 3.444 -0.233 -23.333 cg N Shore Intron 2/3 Ndufa5 ENSMUSG00000023089 chr6:24518665-24527570 ENSMUST00000118558 4.143 5.929 3.799 2.902 1.431 0.4292 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 5 [Source:MGI Symbol;Acc:MGI:1915452]
chr6 24,526,258 + CpG 0.0332 0.0042 0.900 90.000 0.667 66.667 0.066 6.617 1.323 0.172 17.218 3.444 -0.233 -23.333 cg N Shore Intron 2/4 Ndufa5 ENSMUSG00000023089 chr6:24518665-24528013 ENSMUST00000023851 11.926 14.993 1.662 3.068 1.257 0.0957 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 5 [Source:MGI Symbol;Acc:MGI:1915452]
chr6 24,526,258 + CpG 0.0332 0.0042 0.900 90.000 0.667 66.667 0.066 6.617 1.323 0.172 17.218 3.444 -0.233 -23.333 cg N Shore Intron 2/4 Ndufa5 ENSMUSG00000023089 chr6:24518666-24527526 ENSMUST00000141274 25.366 31.330 6.383 2.406 1.235 0.1067 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 5 [Source:MGI Symbol;Acc:MGI:1915452]
chr6 24,762,985 + CpG 0.0114 0.0706 0.348 34.783 0.783 78.261 0.314 31.427 6.285 0.217 21.731 4.346 0.435 43.478 CG nearby Open Sea intergenic
chr6 25,662,830 + CpG 0.0420 0.0221 0.843 84.286 0.677 67.742 0.101 10.081 2.016 0.152 15.242 3.048 -0.165 -16.544 CG nearby Open Sea intergenic
chr6 25,716,180 + CpG 0.0471 0.2868 0.465 46.512 0.616 61.628 0.129 12.914 2.583 0.116 11.650 2.330 0.151 15.116 CG nearby Open Sea intergenic
chr6 26,976,665 + CpG 0.0394 0.0058 0.850 85.000 0.545 54.545 0.208 20.825 4.165 0.318 31.833 6.367 -0.305 -30.455 CG nearby Open Sea intergenic
chr6 27,924,761 + CpG 0.0485 0.4599 0.856 85.567 0.745 74.528 0.074 7.401 1.480 0.082 8.204 1.641 -0.110 -11.039 CG nearby Open Sea intergenic
chr6 30,548,234 + CpG 0.0143 0.0259 0.862 86.207 0.585 58.537 0.416 41.650 8.330 0.182 18.242 3.648 -0.277 -27.670 CG Open Sea false intergenic Cpa2 ENSMUSG00000071553 chr6:30541669-30547110 ENSMUST00000131137 1.073 1.973 1.007 1.612 1.838 0.3264 carboxypeptidase A2, pancreatic [Source:MGI Symbol;Acc:MGI:3617840]
chr6 30,548,234 + CpG 0.0143 0.0259 0.862 86.207 0.585 58.537 0.416 41.650 8.330 0.182 18.242 3.648 -0.277 -27.670 CG Open Sea Intron 4/6 Cpa2 ENSMUSG00000071553 chr6:30543915-30552056 ENSMUST00000126426 1.985 2.948 0.360 1.776 1.485 0.2961 carboxypeptidase A2, pancreatic [Source:MGI Symbol;Acc:MGI:3617840]
chr6 30,548,234 + CpG 0.0143 0.0259 0.862 86.207 0.585 58.537 0.416 41.650 8.330 0.182 18.242 3.648 -0.277 -27.670 CG Open Sea Intron 5/10 Cpa2 ENSMUSG00000071553 chr6:30541581-30564476 ENSMUST00000096066 150.145 272.085 120.978 342.489 1.812 0.4868 carboxypeptidase A2, pancreatic [Source:MGI Symbol;Acc:MGI:3617840]
chr6 31,862,473 + CpG 0.0496 0.4123 0.485 48.485 0.781 78.125 0.279 27.948 5.590 0.249 24.900 4.980 0.296 29.640 CG Open Sea intergenic
chr6 41,631,154 + CpG 0.0381 0.0381 0.591 59.091 0.303 30.303 0.256 25.560 5.112 0.279 27.899 5.580 -0.288 -28.788 CG nearby Open Sea intergenic
chr6 46,602,724 + CpG 0.0277 0.4006 0.675 67.500 0.484 48.387 0.196 19.607 3.921 0.153 15.253 3.051 -0.191 -19.113 CG nearby Open Sea Intron 13/23 Cntnap2 ENSMUSG00000039419 chr6:45060060-47304213 ENSMUST00000114641 10.018 5.286 0.842 2.173 -1.895 0.0057 contactin associated protein-like 2 [Source:MGI Symbol;Acc:MGI:1914047]
chr6 46,838,522 + CpG 0.0447 0.0391 0.854 85.366 0.647 64.706 0.100 9.966 1.993 0.197 19.687 3.937 -0.207 -20.660 CG nearby Open Sea Intron 14/23 Cntnap2 ENSMUSG00000039419 chr6:45060060-47304213 ENSMUST00000114641 10.018 5.286 0.842 2.173 -1.895 0.0057 contactin associated protein-like 2 [Source:MGI Symbol;Acc:MGI:1914047]
chr6 47,277,822 + CpG 0.0427 0.0089 0.769 76.923 0.531 53.125 0.201 20.132 4.026 0.093 9.308 1.862 -0.238 -23.798 CG nearby Open Sea Intron 2/3 Cntnap2 ENSMUSG00000039419 chr6:47244452-47299570 ENSMUST00000060839 6.396 3.712 1.106 1.643 -1.723 0.0191 contactin associated protein-like 2 [Source:MGI Symbol;Acc:MGI:1914047]
chr6 47,277,822 + CpG 0.0427 0.0089 0.769 76.923 0.531 53.125 0.201 20.132 4.026 0.093 9.308 1.862 -0.238 -23.798 CG nearby Open Sea Intron 22/23 Cntnap2 ENSMUSG00000039419 chr6:45060060-47304213 ENSMUST00000114641 10.018 5.286 0.842 2.173 -1.895 0.0057 contactin associated protein-like 2 [Source:MGI Symbol;Acc:MGI:1914047]
chr6 50,458,238 + CpG 0.0477 0.2685 0.850 85.000 0.538 53.846 0.415 41.473 8.295 0.203 20.315 4.063 -0.312 -31.154 CG S Shelf intergenic
chr6 50,973,126 + CpG 0.0391 0.0497 0.838 83.784 0.600 60.000 0.153 15.276 3.055 0.325 32.489 6.498 -0.238 -23.784 CG Open Sea intergenic
chr6 59,210,161 + CpG 0.0266 0.0553 0.467 46.667 0.742 74.194 0.251 25.115 5.023 0.134 13.417 2.683 0.275 27.527 CG S Shore Exon 2/2 Tigd2 ENSMUSG00000049232 chr6:59208869-59212033 ENSMUST00000062626 5.020 4.378 0.421 0.640 -1.147 0.1033 tigger transposable element derived 2 [Source:MGI Symbol;Acc:MGI:1915390]
chr6 75,172,620 + CpG 0.0381 0.0246 0.850 85.000 0.565 56.522 0.206 20.585 4.117 0.272 27.244 5.449 -0.285 -28.478 CG nearby Open Sea intergenic
chr6 77,031,792 + CpG 0.0287 0.1156 0.450 45.000 0.786 78.571 0.361 36.132 7.226 0.130 12.996 2.599 0.336 33.571 CG nearby Open Sea Intron 10/18 Ctnna2 ENSMUSG00000063063 chr6:76881636-77979699 ENSMUST00000161846 1.086 1.017 0.325 0.204 -1.068 0.7001 catenin (cadherin associated protein), alpha 2 [Source:MGI Symbol;Acc:MGI:88275]
chr6 77,602,346 + CpG 0.0050 0.0144 0.440 44.000 0.833 83.333 0.310 30.957 6.191 0.124 12.360 2.472 0.393 39.333 CG nearby Open Sea Intron 8/18 Ctnna2 ENSMUSG00000063063 chr6:76881636-77979699 ENSMUST00000161846 1.086 1.017 0.325 0.204 -1.068 0.7001 catenin (cadherin associated protein), alpha 2 [Source:MGI Symbol;Acc:MGI:88275]
chr6 79,073,929 + CpG 0.0490 0.0490 0.541 54.054 0.800 80.000 0.125 12.515 2.503 0.274 27.433 5.487 0.259 25.946 CG nearby Open Sea intergenic
chr6 79,739,474 + CpG 0.0451 0.0840 0.673 67.273 0.480 48.000 0.160 15.987 3.197 0.101 10.066 2.013 -0.193 -19.273 CG nearby Open Sea intergenic
chr6 80,402,974 + CpG 0.0356 0.3687 0.458 45.833 0.762 76.190 0.264 26.415 5.283 0.409 40.880 8.176 0.304 30.357 CG Open Sea intergenic
chr6 83,077,503 + CpG 0.0324 0.0163 0.226 22.581 0.484 48.387 0.179 17.856 3.571 0.249 24.869 4.974 0.258 25.806 CG N Shore TSS 1500 Pcgf1 ENSMUSG00000069678 chr6:83077868-83078995 ENSMUST00000176100 1.353 1.087 0.807 0.294 -1.244 0.5196 polycomb group ring finger 1 [Source:MGI Symbol;Acc:MGI:1917087]
chr6 83,077,503 + CpG 0.0324 0.0163 0.226 22.581 0.484 48.387 0.179 17.856 3.571 0.249 24.869 4.974 0.258 25.806 CG N Shore TSS 1500 Pcgf1 ENSMUSG00000069678 chr6:83078345-83080855 ENSMUST00000165164 4.786 6.927 1.544 1.694 1.447 0.0705 polycomb group ring finger 1 [Source:MGI Symbol;Acc:MGI:1917087]
chr6 83,077,503 + CpG 0.0324 0.0163 0.226 22.581 0.484 48.387 0.179 17.856 3.571 0.249 24.869 4.974 0.258 25.806 CG N Shore TSS 1500 Pcgf1 ENSMUSG00000069678 chr6:83078389-83080847 ENSMUST00000092614 5.598 2.584 1.309 1.373 -2.167 0.0075 polycomb group ring finger 1 [Source:MGI Symbol;Acc:MGI:1917087]
chr6 84,366,682 + CpG 0.0416 0.2241 0.563 56.250 0.317 31.707 0.330 32.980 6.596 0.105 10.459 2.092 -0.245 -24.543 CG Open Sea intergenic
chr6 84,697,390 + CpG 0.0136 0.1940 0.870 86.957 0.511 51.064 0.093 9.283 1.857 0.312 31.201 6.240 -0.359 -35.893 CG Open Sea Intron 20/21 Exoc6b ENSMUSG00000033769 chr6:84618486-85069513 ENSMUST00000160197 13.935 13.267 1.090 2.626 -1.050 0.6204 exocyst complex component 6B [Source:MGI Symbol;Acc:MGI:1923164]
chr6 93,201,132 + CpG 0.0071 0.0111 0.868 86.842 0.579 57.895 0.097 9.651 1.930 0.235 23.466 4.693 -0.289 -28.947 CG nearby Open Sea intergenic
chr6 97,422,022 + CpG 0.0033 0.8084 0.558 55.814 0.886 88.571 0.292 29.238 5.848 0.125 12.488 2.498 0.328 32.757 CG nearby Open Sea Intron 2/4 Frmd4b ENSMUSG00000030064 chr6:97396256-97431429 ENSMUST00000124050 0.957 1.091 1.588 1.384 1.140 0.8905 FERM domain containing 4B [Source:MGI Symbol;Acc:MGI:2141794]
chr6 97,422,022 + CpG 0.0033 0.8084 0.558 55.814 0.886 88.571 0.292 29.238 5.848 0.125 12.488 2.498 0.328 32.757 CG nearby Open Sea Intron 3/23 Frmd4b ENSMUSG00000030064 chr6:97286866-97617541 ENSMUST00000113355 5.562 5.273 0.914 0.914 -1.055 0.6307 FERM domain containing 4B [Source:MGI Symbol;Acc:MGI:2141794]
chr6 98,156,408 + CpG 0.0486 0.3617 0.903 90.323 0.765 76.471 0.062 6.186 1.237 0.192 19.233 3.847 -0.139 -13.852 CG Open Sea intergenic
chr6 98,606,868 + CpG 0.0128 0.0345 0.738 73.810 0.468 46.809 0.100 9.967 1.993 0.260 25.981 5.196 -0.270 -27.001 CG nearby Open Sea intergenic
chr6 103,731,076 + CpG 0.0119 0.0324 0.429 42.857 0.786 78.571 0.305 30.479 6.096 0.227 22.703 4.541 0.357 35.714 CG nearby Open Sea intergenic
chr6 103,911,627 + CpG 0.0322 0.0429 0.550 55.000 0.240 24.000 0.305 30.454 6.091 0.137 13.693 2.739 -0.310 -31.000 CG nearby Open Sea intergenic
chr6 106,384,762 + CpG 0.0097 0.0132 0.808 80.769 0.569 56.863 0.119 11.941 2.388 0.145 14.505 2.901 -0.239 -23.906 CG nearby Open Sea intergenic
chr6 110,080,887 + CpG 0.0481 0.2476 0.611 61.111 0.882 88.235 0.350 35.049 7.010 0.173 17.321 3.464 0.271 27.124 CG nearby Open Sea intergenic
chr6 110,082,836 + CpG 0.0427 0.0427 0.781 78.125 0.545 54.545 0.122 12.206 2.441 0.159 15.851 3.170 -0.236 -23.580 CG nearby Open Sea intergenic
chr6 112,947,837 + CpG 0.0022 0.0102 0.871 87.097 0.500 50.000 0.102 10.182 2.036 0.145 14.487 2.897 -0.371 -37.097 CG nearby S Shore intergenic
chr6 118,865,158 + CpG 0.0311 0.0093 0.680 68.000 0.375 37.500 0.260 25.951 5.190 0.193 19.283 3.857 -0.305 -30.500 cg Open Sea Intron 3/47 Cacna1c ENSMUSG00000051331 chr6:118593646-119108573 ENSMUST00000188522 1.893 2.078 0.486 0.760 1.098 0.6610 calcium channel, voltage-dependent, L type, alpha 1C subunit [Source:MGI Symbol;Acc:MGI:103013]
chr6 118,865,158 + CpG 0.0311 0.0093 0.680 68.000 0.375 37.500 0.260 25.951 5.190 0.193 19.283 3.857 -0.305 -30.500 cg Open Sea Intron 3/46 Cacna1c ENSMUSG00000051331 chr6:118587239-119196231 ENSMUST00000186889 5.918 4.600 0.370 1.013 -1.287 0.0408 calcium channel, voltage-dependent, L type, alpha 1C subunit [Source:MGI Symbol;Acc:MGI:103013]
chr6 118,936,149 + CpG 0.0190 0.0000 0.159 15.909 0.381 38.095 0.403 40.326 8.065 0.101 10.095 2.019 0.222 22.186 CG Open Sea Intron 3/47 Cacna1c ENSMUSG00000051331 chr6:118593646-119108573 ENSMUST00000188522 1.893 2.078 0.486 0.760 1.098 0.6610 calcium channel, voltage-dependent, L type, alpha 1C subunit [Source:MGI Symbol;Acc:MGI:103013]
chr6 118,936,149 + CpG 0.0190 0.0000 0.159 15.909 0.381 38.095 0.403 40.326 8.065 0.101 10.095 2.019 0.222 22.186 CG Open Sea Intron 3/46 Cacna1c ENSMUSG00000051331 chr6:118587239-119196231 ENSMUST00000186889 5.918 4.600 0.370 1.013 -1.287 0.0408 calcium channel, voltage-dependent, L type, alpha 1C subunit [Source:MGI Symbol;Acc:MGI:103013]
chr6 124,907,934 + CpG 0.0478 0.2072 0.806 80.645 0.548 54.839 0.139 13.949 2.790 0.243 24.282 4.856 -0.258 -25.806 CG nearby N Shelf intergenic
chr6 125,037,583 + CpG 0.0215 0.3142 0.857 85.714 0.600 60.000 0.070 7.023 1.405 0.266 26.602 5.320 -0.257 -25.714 CG Open Sea 3'UTR Zfp384 ENSMUSG00000038346 chr6:125010391-125037637 ENSMUST00000112424 0.823 1.240 0.572 0.661 1.505 0.3189 zinc finger protein 384 [Source:MGI Symbol;Acc:MGI:2443203]
chr6 125,037,583 + CpG 0.0215 0.3142 0.857 85.714 0.600 60.000 0.070 7.023 1.405 0.266 26.602 5.320 -0.257 -25.714 CG Open Sea 3'UTR Zfp384 ENSMUSG00000038346 chr6:125009735-125037637 ENSMUST00000112425 1.041 0.690 1.143 0.518 -1.510 0.5559 zinc finger protein 384 [Source:MGI Symbol;Acc:MGI:2443203]
chr6 125,037,583 + CpG 0.0215 0.3142 0.857 85.714 0.600 60.000 0.070 7.023 1.405 0.266 26.602 5.320 -0.257 -25.714 CG Open Sea check manually Zfp384 ENSMUSG00000038346 chr6:125030403-125037817 ENSMUST00000137325 1.215 1.459 0.292 0.370 1.201 0.2815 zinc finger protein 384 [Source:MGI Symbol;Acc:MGI:2443203]
chr6 125,037,583 + CpG 0.0215 0.3142 0.857 85.714 0.600 60.000 0.070 7.023 1.405 0.266 26.602 5.320 -0.257 -25.714 CG Open Sea 3'UTR Zfp384 ENSMUSG00000038346 chr6:125009237-125037865 ENSMUST00000112428 1.787 1.726 0.670 0.607 -1.036 0.8827 zinc finger protein 384 [Source:MGI Symbol;Acc:MGI:2443203]
chr6 125,037,583 + CpG 0.0215 0.3142 0.857 85.714 0.600 60.000 0.070 7.023 1.405 0.266 26.602 5.320 -0.257 -25.714 CG Open Sea 3'UTR Zfp384 ENSMUSG00000038346 chr6:125009668-125037870 ENSMUST00000046064 2.151 2.386 0.252 0.499 1.109 0.3860 zinc finger protein 384 [Source:MGI Symbol;Acc:MGI:2443203]
chr6 125,037,583 + CpG 0.0215 0.3142 0.857 85.714 0.600 60.000 0.070 7.023 1.405 0.266 26.602 5.320 -0.257 -25.714 CG Open Sea 3'UTR Zfp384 ENSMUSG00000038346 chr6:125009804-125037637 ENSMUST00000084275 4.116 3.247 0.851 0.635 -1.268 0.1074 zinc finger protein 384 [Source:MGI Symbol;Acc:MGI:2443203]
chr6 126,841,401 + CpG 0.0026 0.0015 0.222 22.222 0.629 62.857 0.220 21.969 4.394 0.208 20.785 4.157 0.406 40.635 CG Open Sea Intron 4/10 Ndufa9 ENSMUSG00000000399 chr6:126821720-126849125 ENSMUST00000205002 43.837 48.574 2.316 3.203 1.108 0.0304 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 9 [Source:MGI Symbol;Acc:MGI:1913358]
chr6 127,101,834 + CpG 0.0087 0.0001 0.250 25.000 0.615 61.538 0.233 23.286 4.657 0.149 14.875 2.975 0.365 36.538 CG Open Sea Intron 2/5 Tigar ENSMUSG00000038028 chr6:127085115-127109550 ENSMUST00000039913 9.895 6.986 0.703 2.001 -1.416 0.0281 Trp53 induced glycolysis repulatory phosphatase [Source:MGI Symbol;Acc:MGI:2442752]
chr6 131,411,767 + CpG 0.0089 0.0002 0.226 22.581 0.552 55.172 0.360 35.956 7.191 0.098 9.806 1.961 0.326 32.592 CG nearby Open Sea intergenic
chr6 136,722,238 + CpG 0.0189 0.4431 0.286 28.571 0.619 61.905 0.159 15.916 3.183 0.206 20.629 4.126 0.333 33.333 CG Open Sea Intron 16/25 Gucy2c ENSMUSG00000042638 chr6:136697284-136781742 ENSMUST00000078095 1.301 0.774 0.698 0.667 -1.680 0.2576 guanylate cyclase 2c [Source:MGI Symbol;Acc:MGI:106903]
chr6 136,722,238 + CpG 0.0189 0.4431 0.286 28.571 0.619 61.905 0.159 15.916 3.183 0.206 20.629 4.126 0.333 33.333 CG Open Sea Intron 17/26 Gucy2c ENSMUSG00000042638 chr6:136697283-136781765 ENSMUST00000032338 21.557 30.729 2.984 10.498 1.425 0.1235 guanylate cyclase 2c [Source:MGI Symbol;Acc:MGI:106903]
chr6 136,951,101 + CpG 0.0054 0.0442 0.900 90.000 0.700 70.000 0.049 4.932 0.986 0.136 13.633 2.727 -0.200 -20.000 CG nearby Open Sea intergenic
chr6 137,169,998 + CpG 0.0045 0.0745 0.742 74.194 0.360 36.000 0.194 19.372 3.874 0.206 20.563 4.113 -0.382 -38.194 cg S Shore TSS 1500 Rerg ENSMUSG00000030222 chr6:137054830-137169732 ENSMUST00000117919 0.527 1.196 0.363 0.667 2.270 0.0948 RAS-like, estrogen-regulated, growth-inhibitor [Source:MGI Symbol;Acc:MGI:2665139]
chr6 142,388,134 + CpG 0.0324 0.0914 0.134 13.433 0.296 29.630 0.136 13.571 2.714 0.143 14.287 2.857 0.162 16.197 CG nearby S Shore Intron 1/2 Golt1b ENSMUSG00000030245 chr6:142387252-142401710 ENSMUST00000146508 0.879 1.116 0.495 0.780 1.270 0.5840 golgi transport 1B [Source:MGI Symbol;Acc:MGI:1914214]
chr6 142,388,134 + CpG 0.0324 0.0914 0.134 13.433 0.296 29.630 0.136 13.571 2.714 0.143 14.287 2.857 0.162 16.197 CG nearby S Shore TSS 1500 Recql ENSMUSG00000030243 chr6:142361375-142387087 ENSMUST00000111803 5.520 6.456 0.391 0.666 1.169 0.0328 RecQ protein-like [Source:MGI Symbol;Acc:MGI:103021]
chr6 142,388,134 + CpG 0.0324 0.0914 0.134 13.433 0.296 29.630 0.136 13.571 2.714 0.143 14.287 2.857 0.162 16.197 CG nearby S Shore Intron 1/4 Golt1b ENSMUSG00000030245 chr6:142387220-142403858 ENSMUST00000032372 28.561 35.685 1.275 6.748 1.249 0.0768 golgi transport 1B [Source:MGI Symbol;Acc:MGI:1914214]
chr6 144,208,148 + CpG 0.0481 0.8995 0.404 40.385 0.596 59.649 0.248 24.839 4.968 0.185 18.501 3.700 0.193 19.265 CG Open Sea intergenic
chr6 147,269,360 + CpG 0.0295 0.0799 0.611 61.111 0.838 83.784 0.070 6.994 1.399 0.164 16.356 3.271 0.227 22.673 CG nearby Open Sea intergenic
chr7 4,147,904 + CpG 0.0194 0.3094 0.354 35.366 0.549 54.878 0.083 8.323 1.665 0.140 14.019 2.804 0.195 19.512 CG N Shore 3'UTR Leng8 ENSMUSG00000035545 chr7:4137065-4148172 ENSMUST00000121270 3.584 2.999 0.577 0.525 -1.195 0.1321 leukocyte receptor cluster (LRC) member 8 [Source:MGI Symbol;Acc:MGI:2142195]
chr7 4,147,904 + CpG 0.0194 0.3094 0.354 35.366 0.549 54.878 0.083 8.323 1.665 0.140 14.019 2.804 0.195 19.512 CG N Shore TSS 200 Leng9 ENSMUSG00000043432 chr7:4147914-4150374 ENSMUST00000058358 5.225 5.674 0.530 0.902 1.086 0.3713 leukocyte receptor cluster (LRC) member 9 [Source:MGI Symbol;Acc:MGI:2444509]
chr7 4,147,904 + CpG 0.0194 0.3094 0.354 35.366 0.549 54.878 0.083 8.323 1.665 0.140 14.019 2.804 0.195 19.512 CG N Shore 3'UTR Leng8 ENSMUSG00000035545 chr7:4137048-4148177 ENSMUST00000037472 18.249 20.681 2.479 3.903 1.133 0.2793 leukocyte receptor cluster (LRC) member 8 [Source:MGI Symbol;Acc:MGI:2142195]
chr7 6,790,173 + CpG 0.0411 0.0052 0.261 26.087 0.563 56.250 0.229 22.898 4.580 0.293 29.307 5.861 0.302 30.163 CG nearby Open Sea Intron 2/7 Usp29 ENSMUSG00000051527 chr7:6730740-6961754 ENSMUST00000197117 1.026 0.569 0.415 0.387 -1.802 0.1100 ubiquitin specific peptidase 29 [Source:MGI Symbol;Acc:MGI:1888998]
chr7 6,790,180 + CpG 0.0206 0.0052 0.320 32.000 0.667 66.667 0.186 18.634 3.727 0.351 35.109 7.022 0.347 34.667 CG nearby Open Sea Intron 2/7 Usp29 ENSMUSG00000051527 chr7:6730740-6961754 ENSMUST00000197117 1.026 0.569 0.415 0.387 -1.802 0.1100 ubiquitin specific peptidase 29 [Source:MGI Symbol;Acc:MGI:1888998]
chr7 16,773,440 + CpG 0.0175 0.0437 0.621 62.069 0.878 87.805 0.181 18.110 3.622 0.117 11.736 2.347 0.257 25.736 CG S Shore intergenic
chr7 25,180,309 + CpG 0.0351 0.2497 0.394 39.394 0.221 22.105 0.368 36.846 7.369 0.039 3.892 0.778 -0.173 -17.289 CG nearby S Shore intergenic
chr7 26,810,753 + CpG 0.0452 0.0275 0.484 48.387 0.722 72.222 0.246 24.569 4.914 0.158 15.760 3.152 0.238 23.835 CG nearby Open Sea intergenic
chr7 29,045,257 + CpG 0.0486 0.6237 0.375 37.500 0.565 56.452 0.110 11.016 2.203 0.184 18.368 3.674 0.190 18.952 CG S Shelf intergenic
chr7 34,309,460 + CpG 0.0357 0.0880 0.806 80.556 0.600 60.000 0.133 13.299 2.660 0.141 14.087 2.817 -0.206 -20.556 CG nearby N Shelf Intron 1/13 4931406P16Rik ENSMUSG00000066571 chr7:34236706-34313551 ENSMUST00000108074 5.290 3.765 0.638 0.388 -1.405 0.0030 RIKEN cDNA 4931406P16 gene [Source:MGI Symbol;Acc:MGI:1924311]
chr7 36,732,030 + CpG 0.0045 0.0047 0.474 47.368 0.800 80.000 0.264 26.438 5.288 0.195 19.516 3.903 0.326 32.632 CG Open Sea Intron 1/1 Tshz3 ENSMUSG00000021217 chr7:36698117-36773553 ENSMUST00000021641 4.417 3.402 0.320 0.633 -1.299 0.0189 teashirt zinc finger family member 3 [Source:MGI Symbol;Acc:MGI:2442819]
chr7 37,232,832 + CpG 0.0303 0.0136 0.662 66.176 0.828 82.813 0.133 13.278 2.656 0.120 12.042 2.408 0.166 16.636 CG nearby Open Sea intergenic
chr7 37,735,314 + CpG 0.0234 0.1328 0.371 37.143 0.639 63.889 0.181 18.060 3.612 0.213 21.251 4.250 0.267 26.746 CG Open Sea intergenic
chr7 39,583,259 + CpG 0.0355 0.0150 0.440 44.000 0.705 70.455 0.104 10.393 2.079 0.168 16.752 3.350 0.265 26.455 CG nearby Open Sea intergenic
chr7 39,782,796 + CpG 0.0424 0.1767 0.667 66.667 0.830 83.019 0.165 16.545 3.309 0.162 16.211 3.242 0.164 16.352 CG nearby Open Sea intergenic
chr7 50,779,141 + CpG 0.0454 0.1667 0.571 57.143 0.273 27.273 0.288 28.810 5.762 0.247 24.721 4.944 -0.299 -29.870 CG nearby Open Sea Intron 15/19 Nell1 ENSMUSG00000055409 chr7:49974863-50866608 ENSMUST00000081872 6.554 5.874 0.463 1.711 -1.116 0.4337 NEL-like 1 [Source:MGI Symbol;Acc:MGI:2443902]
chr7 50,779,141 + CpG 0.0454 0.1667 0.571 57.143 0.273 27.273 0.288 28.810 5.762 0.247 24.721 4.944 -0.299 -29.870 CG nearby Open Sea Intron 15/18 Nell1 ENSMUSG00000055409 chr7:49975333-50863358 ENSMUST00000107603 51.670 46.370 3.095 13.436 -1.114 0.4342 NEL-like 1 [Source:MGI Symbol;Acc:MGI:2443902]
chr7 52,004,996 + CpG 0.0406 0.0406 0.167 16.667 0.417 41.667 0.423 42.298 8.460 0.153 15.290 3.058 0.250 25.000 CG nearby Open Sea Intron 1/3 Svip ENSMUSG00000074093 chr7:51997170-52006018 ENSMUST00000098414 26.886 17.662 3.026 3.447 -1.522 0.0021 small VCP/p97-interacting protein [Source:MGI Symbol;Acc:MGI:1922994]
chr7 58,368,029 + CpG 0.0073 0.2409 0.352 35.211 0.585 58.462 0.298 29.800 5.960 0.106 10.620 2.124 0.233 23.250 CG nearby Open Sea intergenic
chr7 68,120,183 + CpG 0.0180 0.0025 0.261 26.087 0.576 57.576 0.137 13.723 2.745 0.250 25.042 5.008 0.315 31.489 CG nearby Open Sea Intron 2/20 Igf1r ENSMUSG00000005533 chr7:67952826-68233668 ENSMUST00000005671 10.597 9.625 0.587 1.655 -1.101 0.2709 insulin-like growth factor I receptor [Source:MGI Symbol;Acc:MGI:96433]
chr7 68,977,860 + CpG 0.0364 0.1644 0.793 79.310 0.486 48.571 0.180 17.993 3.599 0.381 38.136 7.627 -0.307 -30.739 CG nearby Open Sea intergenic
chr7 69,808,590 + CpG 0.0237 0.8314 0.188 18.750 0.511 51.064 0.182 18.197 3.639 0.254 25.386 5.077 0.323 32.314 CG Open Sea intergenic
chr7 69,989,470 + CpG 0.0265 0.0717 0.486 48.649 0.750 75.000 0.282 28.170 5.634 0.165 16.492 3.298 0.264 26.351 CG nearby Open Sea intergenic
chr7 70,299,995 + CpG 0.0408 0.8251 0.400 40.000 0.679 67.857 0.312 31.153 6.231 0.204 20.375 4.075 0.279 27.857 CG nearby Open Sea intergenic
chr7 70,621,457 + CpG 0.0413 0.4273 0.821 82.143 0.536 53.571 0.130 12.999 2.600 0.312 31.205 6.241 -0.286 -28.571 CG nearby Open Sea intergenic
chr7 70,814,100 + CpG 0.0047 0.0460 0.878 87.755 0.612 61.224 0.150 14.965 2.993 0.097 9.746 1.949 -0.265 -26.531 CG nearby Open Sea intergenic
chr7 71,085,911 + CpG 0.0459 0.4266 0.890 89.041 0.767 76.712 0.182 18.207 3.641 0.071 7.104 1.421 -0.123 -12.329 CG nearby Open Sea intergenic
chr7 75,142,593 + CpG 0.0342 0.0041 0.491 49.057 0.230 22.951 0.321 32.050 6.410 0.098 9.833 1.967 -0.261 -26.106 CG nearby Open Sea intergenic
chr7 75,483,381 + CpG 0.0037 0.0309 0.865 86.486 0.528 52.778 0.073 7.311 1.462 0.239 23.939 4.788 -0.337 -33.709 CG Open Sea Intron 1/36 Akap13 ENSMUSG00000066406 chr7:75455533-75754609 ENSMUST00000166315 1.164 0.350 0.998 0.442 -3.326 0.1509 A kinase (PRKA) anchor protein 13 [Source:MGI Symbol;Acc:MGI:2676556]
chr7 75,483,381 + CpG 0.0037 0.0309 0.865 86.486 0.528 52.778 0.073 7.311 1.462 0.239 23.939 4.788 -0.337 -33.709 CG Open Sea Intron 1/37 Akap13 ENSMUSG00000066406 chr7:75455533-75754609 ENSMUST00000207750 20.214 16.083 0.828 2.750 -1.257 0.0256 A kinase (PRKA) anchor protein 13 [Source:MGI Symbol;Acc:MGI:2676556]
chr7 76,991,753 + CpG 0.0459 0.0459 0.761 76.087 0.565 56.522 0.174 17.413 3.483 0.069 6.891 1.378 -0.196 -19.565 CG nearby Open Sea intergenic
chr7 77,445,668 + CpG 0.0202 0.8832 0.258 25.806 0.586 58.621 0.177 17.721 3.544 0.244 24.450 4.890 0.328 32.814 CG Open Sea intergenic
chr7 77,919,672 + CpG 0.0444 0.0444 0.246 24.590 0.443 44.262 0.157 15.666 3.133 0.127 12.728 2.546 0.197 19.672 CG nearby Open Sea intergenic
chr7 81,215,521 + CpG 0.0295 0.6046 0.760 76.000 0.459 45.946 0.376 37.594 7.519 0.214 21.437 4.287 -0.301 -30.054 CG nearby S Shore Intron 1/21 Pde8a ENSMUSG00000025584 chr7:81213595-81334533 ENSMUST00000026672 17.190 11.124 0.412 2.334 -1.545 0.0038 phosphodiesterase 8A [Source:MGI Symbol;Acc:MGI:1277116]
chr7 81,347,772 + CpG 0.0161 0.0541 0.529 52.941 0.780 78.000 0.120 11.991 2.398 0.140 14.040 2.808 0.251 25.059 CG S Shelf false intergenic Cpeb1 ENSMUSG00000025586 chr7:81348279-81454675 ENSMUST00000178892 1.592 0.950 0.364 0.598 -1.676 0.0817 cytoplasmic polyadenylation element binding protein 1 [Source:MGI Symbol;Acc:MGI:108442]
chr7 81,347,772 + CpG 0.0161 0.0541 0.529 52.941 0.780 78.000 0.120 11.991 2.398 0.140 14.040 2.808 0.251 25.059 CG S Shelf 3'UTR Cpeb1 ENSMUSG00000025586 chr7:81347025-81454758 ENSMUST00000098331 1.810 1.738 0.386 0.452 -1.041 0.7939 cytoplasmic polyadenylation element binding protein 1 [Source:MGI Symbol;Acc:MGI:108442]
chr7 81,347,772 + CpG 0.0161 0.0541 0.529 52.941 0.780 78.000 0.120 11.991 2.398 0.140 14.040 2.808 0.251 25.059 CG S Shelf false intergenic Cpeb1 ENSMUSG00000025586 chr7:81349320-81350510 ENSMUST00000152319 7.281 4.521 1.084 1.450 -1.611 0.0104 cytoplasmic polyadenylation element binding protein 1 [Source:MGI Symbol;Acc:MGI:108442]
chr7 81,347,772 + CpG 0.0161 0.0541 0.529 52.941 0.780 78.000 0.120 11.991 2.398 0.140 14.040 2.808 0.251 25.059 CG S Shelf check manually Cpeb1 ENSMUSG00000025586 chr7:81347027-81436377 ENSMUST00000130310 34.904 21.136 1.395 7.780 -1.651 0.0156 cytoplasmic polyadenylation element binding protein 1 [Source:MGI Symbol;Acc:MGI:108442]
chr7 89,796,906 + CpG 0.0280 0.2871 0.800 80.000 0.517 51.724 0.273 27.348 5.470 0.111 11.112 2.222 -0.283 -28.276 CG nearby Open Sea Intron 5/10 Me3 ENSMUSG00000030621 chr7:89632885-89849152 ENSMUST00000159167 1.491 1.748 0.179 0.566 1.172 0.3800 malic enzyme 3, NADP(+)-dependent, mitochondrial [Source:MGI Symbol;Acc:MGI:1916679]
chr7 90,706,662 + CpG 0.0120 0.4530 0.464 46.429 0.800 80.000 0.152 15.190 3.038 0.393 39.318 7.864 0.336 33.571 CG Open Sea intergenic
chr7 91,430,847 + CpG 0.0274 0.0060 0.129 12.903 0.444 44.444 0.141 14.147 2.829 0.252 25.213 5.043 0.315 31.541 CG nearby Open Sea intergenic
chr7 94,081,769 + CpG 0.0066 0.0287 0.375 37.500 0.792 79.167 0.321 32.104 6.421 0.185 18.499 3.700 0.417 41.667 CG nearby Open Sea intergenic
chr7 96,755,997 + CpG 0.0473 0.6109 0.724 72.414 0.524 52.381 0.143 14.277 2.855 0.207 20.743 4.149 -0.200 -20.033 cg Open Sea intergenic
chr7 96,798,143 + CpG 0.0120 0.0034 0.313 31.250 0.625 62.500 0.190 18.963 3.793 0.286 28.616 5.723 0.313 31.250 CG nearby Open Sea intergenic
chr7 97,582,278 + CpG 0.0496 0.0018 0.161 16.129 0.400 40.000 0.116 11.638 2.328 0.223 22.325 4.465 0.239 23.871 CG nearby S Shore Intron 1/14 Rsf1 ENSMUSG00000035623 chr7:97579896-97686420 ENSMUST00000156060 0.377 1.125 0.301 0.241 2.983 0.0028 remodeling and spacing factor 1 [Source:MGI Symbol;Acc:MGI:2682305]
chr7 97,582,278 + CpG 0.0496 0.0018 0.161 16.129 0.400 40.000 0.116 11.638 2.328 0.223 22.325 4.465 0.239 23.871 CG nearby S Shore Intron 1/15 Rsf1 ENSMUSG00000035623 chr7:97579896-97692778 ENSMUST00000107153 4.393 3.676 0.311 0.248 -1.195 0.0042 remodeling and spacing factor 1 [Source:MGI Symbol;Acc:MGI:2682305]
chr7 99,269,696 + CpG 0.0330 0.8486 0.710 70.968 0.429 42.857 0.154 15.444 3.089 0.301 30.135 6.027 -0.281 -28.111 CG S Shore Intron 1/2 Map6 ENSMUSG00000055407 chr7:99267488-99320352 ENSMUST00000127492 1.353 1.756 0.182 0.533 1.298 0.1715 microtubule-associated protein 6 [Source:MGI Symbol;Acc:MGI:1201690]
chr7 99,269,696 + CpG 0.0330 0.8486 0.710 70.968 0.429 42.857 0.154 15.444 3.089 0.301 30.135 6.027 -0.281 -28.111 CG S Shore Intron 1/2 Map6 ENSMUSG00000055407 chr7:99268405-99337137 ENSMUST00000208605 1.777 0.364 1.311 0.773 -4.884 0.0797 microtubule-associated protein 6 [Source:MGI Symbol;Acc:MGI:1201690]
chr7 99,269,696 + CpG 0.0330 0.8486 0.710 70.968 0.429 42.857 0.154 15.444 3.089 0.301 30.135 6.027 -0.281 -28.111 CG S Shore Intron 1/2 Map6 ENSMUSG00000055407 chr7:99267446-99337136 ENSMUST00000122101 4.063 3.368 0.834 1.330 -1.206 0.3564 microtubule-associated protein 6 [Source:MGI Symbol;Acc:MGI:1201690]
chr7 99,269,696 + CpG 0.0330 0.8486 0.710 70.968 0.429 42.857 0.154 15.444 3.089 0.301 30.135 6.027 -0.281 -28.111 CG S Shore Intron 1/2 Map6 ENSMUSG00000055407 chr7:99268345-99337137 ENSMUST00000107100 4.377 3.783 2.798 1.322 -1.157 0.6837 microtubule-associated protein 6 [Source:MGI Symbol;Acc:MGI:1201690]
chr7 99,690,610 + CpG 0.0374 0.0705 0.681 68.085 0.857 85.714 0.183 18.287 3.657 0.195 19.514 3.903 0.176 17.629 CG Open Sea Intron 2/13 Slco2b1 ENSMUSG00000030737 chr7:99658388-99707161 ENSMUST00000107088 0.738 1.617 0.397 0.793 2.190 0.0694 solute carrier organic anion transporter family, member 2b1 [Source:MGI Symbol;Acc:MGI:1351872]
chr7 100,583,398 + CpG 0.0434 0.2324 0.135 13.514 0.405 40.541 0.131 13.110 2.622 0.257 25.669 5.134 0.270 27.027 CG nearby S Shore Intron 1/6 Mrpl48 ENSMUSG00000030706 chr7:100550582-100591426 ENSMUST00000137777 0.649 1.140 0.989 0.849 1.758 0.4243 mitochondrial ribosomal protein L48 [Source:MGI Symbol;Acc:MGI:1289321]
chr7 100,583,398 + CpG 0.0434 0.2324 0.135 13.514 0.405 40.541 0.131 13.110 2.622 0.257 25.669 5.134 0.270 27.027 CG nearby S Shore TSS 1500 Mrpl48 ENSMUSG00000030706 chr7:100552578-100583110 ENSMUST00000132888 2.075 1.991 0.866 0.487 -1.042 0.8555 mitochondrial ribosomal protein L48 [Source:MGI Symbol;Acc:MGI:1289321]
chr7 100,583,398 + CpG 0.0434 0.2324 0.135 13.514 0.405 40.541 0.131 13.110 2.622 0.257 25.669 5.134 0.270 27.027 CG nearby S Shore TSS 1500 Mrpl48 ENSMUSG00000030706 chr7:100545750-100583102 ENSMUST00000150042 2.669 2.850 0.166 0.351 1.068 0.3401 mitochondrial ribosomal protein L48 [Source:MGI Symbol;Acc:MGI:1289321]
chr7 100,583,398 + CpG 0.0434 0.2324 0.135 13.514 0.405 40.541 0.131 13.110 2.622 0.257 25.669 5.134 0.270 27.027 CG nearby S Shore Intron 1/7 Mrpl48 ENSMUSG00000030706 chr7:100548708-100608301 ENSMUST00000146003 7.655 5.744 0.551 1.505 -1.333 0.0441 mitochondrial ribosomal protein L48 [Source:MGI Symbol;Acc:MGI:1289321]
chr7 101,191,791 + CpG 0.0297 0.0027 0.116 11.628 0.333 33.333 0.105 10.451 2.090 0.256 25.560 5.112 0.217 21.705 CG Open Sea Exon 6/20 Fchsd2 ENSMUSG00000030691 chr7:101108774-101284382 ENSMUST00000098250 5.993 5.569 1.134 0.547 -1.076 0.4816 FCH and double SH3 domains 2 [Source:MGI Symbol;Acc:MGI:2448475]
chr7 104,881,614 + CpG 0.0334 0.5730 0.389 38.889 0.628 62.791 0.206 20.637 4.127 0.178 17.795 3.559 0.239 23.902 CG Open Sea intergenic
chr7 105,361,116 + CpG 0.0070 0.2675 0.552 55.224 0.810 81.034 0.137 13.675 2.735 0.127 12.727 2.545 0.258 25.811 CG nearby Open Sea intergenic
chr7 109,262,420 + CpG 0.0005 0.0047 0.858 85.811 0.655 65.493 0.090 8.978 1.796 0.047 4.673 0.935 -0.203 -20.318 CG Open Sea intergenic
chr7 110,908,936 + CpG 0.0250 0.0193 0.838 83.784 0.702 70.175 0.388 38.829 7.766 0.091 9.143 1.829 -0.136 -13.608 CG nearby Open Sea intergenic
chr7 119,086,590 + CpG 0.0272 0.0183 0.697 69.737 0.863 86.275 0.094 9.364 1.873 0.095 9.455 1.891 0.165 16.538 CG Open Sea intergenic
chr7 121,579,556 + CpG 0.0345 0.4232 0.745 74.510 0.559 55.882 0.356 35.596 7.119 0.103 10.293 2.059 -0.186 -18.627 CG nearby Open Sea intergenic
chr7 125,236,751 + CpG 0.0235 0.0235 0.549 54.930 0.754 75.385 0.289 28.906 5.781 0.128 12.838 2.568 0.205 20.455 CG nearby Open Sea intergenic
chr7 127,133,210 + CpG 0.0261 0.3574 0.473 47.297 0.667 66.667 0.112 11.223 2.245 0.091 9.137 1.827 0.194 19.369 CG Open Sea false intergenic Spn ENSMUSG00000051457 chr7:127133701-127137823 ENSMUST00000049931 0.342 1.779 0.219 1.985 5.198 0.1813 sialophorin [Source:MGI Symbol;Acc:MGI:98384]
chr7 129,224,662 + CpG 0.0324 0.1526 0.675 67.500 0.881 88.095 0.247 24.731 4.946 0.068 6.784 1.357 0.206 20.595 CG nearby Open Sea intergenic
chr7 130,009,342 + CpG 0.0117 0.5350 0.673 67.262 0.521 52.071 0.081 8.084 1.617 0.141 14.137 2.827 -0.152 -15.191 CG Open Sea intergenic
chr7 130,593,688 + CpG 0.0323 0.0003 0.111 11.111 0.343 34.286 0.141 14.051 2.810 0.368 36.820 7.364 0.232 23.175 CG Open Sea Intron 1/6 Tacc2 ENSMUSG00000030852 chr7:130577437-130716839 ENSMUST00000207918 7.831 8.380 0.457 1.999 1.070 0.5784 transforming, acidic coiled-coil containing protein 2 [Source:MGI Symbol;Acc:MGI:1928899]
chr7 130,593,704 + CpG 0.0061 0.0003 0.111 11.111 0.412 41.176 0.124 12.397 2.479 0.163 16.332 3.266 0.301 30.065 CG Open Sea Intron 1/6 Tacc2 ENSMUSG00000030852 chr7:130577437-130716839 ENSMUST00000207918 7.831 8.380 0.457 1.999 1.070 0.5784 transforming, acidic coiled-coil containing protein 2 [Source:MGI Symbol;Acc:MGI:1928899]
chr7 135,377,573 + CpG 0.0069 0.0107 0.450 45.000 0.850 85.000 0.117 11.690 2.338 0.167 16.701 3.340 0.400 40.000 CG nearby Open Sea intergenic
chr7 136,492,107 + CpG 0.0068 0.0046 0.093 9.259 0.388 38.776 0.114 11.386 2.277 0.266 26.648 5.330 0.295 29.516 CG Open Sea intergenic
chr7 136,492,178 + CpG 0.0050 0.0211 0.132 13.158 0.464 46.429 0.184 18.397 3.679 0.271 27.121 5.424 0.333 33.271 CG Open Sea intergenic
chr7 137,264,510 + CpG 0.0127 0.0059 0.344 34.375 0.676 67.647 0.383 38.291 7.658 0.226 22.593 4.519 0.333 33.272 CG Open Sea intergenic
chr7 143,356,285 + CpG 0.0297 0.4621 0.708 70.833 0.889 88.889 0.153 15.321 3.064 0.193 19.310 3.862 0.181 18.056 CG nearby Open Sea Intron 11/15 Kcnq1 ENSMUSG00000009545 chr7:143107253-143427042 ENSMUST00000009689 1.788 4.480 0.497 3.987 2.505 0.2064 potassium voltage-gated channel, subfamily Q, member 1 [Source:MGI Symbol;Acc:MGI:108083]
chr8 4,213,972 + CpG 0.0483 0.0049 0.313 31.250 0.107 10.714 0.228 22.804 4.561 0.070 7.010 1.402 -0.205 -20.536 CG nearby N Shore Exon 6/7 Prr36 ENSMUSG00000064125 chr8:4209542-4217312 ENSMUST00000168386 1.124 0.769 0.188 0.075 -1.462 0.0102 proline rich 36 [Source:MGI Symbol;Acc:MGI:3605626]



chr8 4,214,086 + CpG 0.0212 0.0986 0.378 37.838 0.143 14.286 0.183 18.257 3.651 0.098 9.806 1.961 -0.236 -23.552 CG CpG Island Exon 6/7 Prr36 ENSMUSG00000064125 chr8:4209542-4217312 ENSMUST00000168386 1.124 0.769 0.188 0.075 -1.462 0.0102 proline rich 36 [Source:MGI Symbol;Acc:MGI:3605626]
chr8 5,168,606 + CpG 0.0112 0.0099 0.681 68.132 0.845 84.536 0.170 17.039 3.408 0.038 3.815 0.763 0.164 16.404 CG Open Sea intergenic
chr8 5,239,606 + CpG 0.0082 0.0082 0.894 89.394 0.704 70.370 0.060 5.996 1.199 0.072 7.167 1.433 -0.190 -19.024 CG nearby Open Sea intergenic
chr8 5,630,689 + CpG 0.0099 0.0671 0.667 66.667 0.878 87.755 0.081 8.082 1.616 0.061 6.136 1.227 0.211 21.088 CG nearby Open Sea intergenic
chr8 5,826,957 + CpG 0.0397 0.3336 0.705 70.455 0.889 88.889 0.069 6.862 1.372 0.206 20.638 4.128 0.184 18.434 CG nearby Open Sea intergenic
chr8 5,896,837 + CpG 0.0200 0.0135 0.800 80.000 0.590 59.016 0.132 13.159 2.632 0.151 15.087 3.017 -0.210 -20.984 CG nearby Open Sea intergenic
chr8 7,987,626 + CpG 0.0007 0.0000 0.140 13.953 0.486 48.649 0.082 8.223 1.645 0.233 23.312 4.662 0.347 34.695 CG Open Sea intergenic
chr8 10,598,333 + CpG 0.0150 0.0000 0.231 23.077 0.560 56.000 0.396 39.572 7.914 0.081 8.122 1.624 0.329 32.923 CG nearby Open Sea intergenic
chr8 12,058,617 + CpG 0.0428 0.1020 0.822 82.222 0.619 61.905 0.122 12.194 2.439 0.241 24.109 4.822 -0.203 -20.317 CG Open Sea intergenic
chr8 13,953,181 + CpG 0.0348 0.9999 0.500 50.000 0.786 78.571 0.195 19.482 3.896 0.255 25.533 5.107 0.286 28.571 CG nearby Open Sea 3'UTR Tdrp ENSMUSG00000050052 chr8:13952007-13974777 ENSMUST00000062613 4.879 3.805 0.268 0.843 -1.282 0.0439 testis development related protein [Source:MGI Symbol;Acc:MGI:1919398]
chr8 15,989,292 + CpG 0.0048 0.0043 0.420 42.000 0.742 74.194 0.225 22.505 4.501 0.227 22.671 4.534 0.322 32.194 CG nearby Open Sea intergenic
chr8 24,950,956 + CpG 0.0424 0.5050 0.640 64.000 0.893 89.286 0.250 25.035 5.007 0.424 42.390 8.478 0.253 25.286 CG Open Sea Exon 22/22 Adam9 ENSMUSG00000031555 chr8:24949610-25016927 ENSMUST00000208247 3.798 4.497 0.303 1.342 1.184 0.3139 a disintegrin and metallopeptidase domain 9 (meltrin gamma) [Source:MGI Symbol;Acc:MGI:105376]
chr8 24,950,956 + CpG 0.0424 0.5050 0.640 64.000 0.893 89.286 0.250 25.035 5.007 0.424 42.390 8.478 0.253 25.286 CG Open Sea Exon 23/23 Adam9 ENSMUSG00000031555 chr8:24949652-25016812 ENSMUST00000084032 6.357 6.924 0.778 1.842 1.089 0.5518 a disintegrin and metallopeptidase domain 9 (meltrin gamma) [Source:MGI Symbol;Acc:MGI:105376]
chr8 24,950,956 + CpG 0.0424 0.5050 0.640 64.000 0.893 89.286 0.250 25.035 5.007 0.424 42.390 8.478 0.253 25.286 CG Open Sea Exon 22/22 Adam9 ENSMUSG00000031555 chr8:24949610-25016922 ENSMUST00000084035 8.576 9.295 0.867 1.060 1.084 0.2755 a disintegrin and metallopeptidase domain 9 (meltrin gamma) [Source:MGI Symbol;Acc:MGI:105376]
chr8 25,741,349 + CpG 0.0460 0.2036 0.625 62.500 0.875 87.500 0.231 23.054 4.611 0.138 13.819 2.764 0.250 25.000 CG Open Sea Intron 8/12 Ddhd2 ENSMUSG00000061313 chr8:25734272-25754413 ENSMUST00000211009 1.308 1.338 0.390 0.365 1.023 0.9029 DDHD domain containing 2 [Source:MGI Symbol;Acc:MGI:1919358]
chr8 25,741,349 + CpG 0.0460 0.2036 0.625 62.500 0.875 87.500 0.231 23.054 4.611 0.138 13.819 2.764 0.250 25.000 CG Open Sea Exon 9/18 Ddhd2 ENSMUSG00000061313 chr8:25725345-25754280 ENSMUST00000033975 10.351 8.195 0.694 0.266 -1.263 0.0012 DDHD domain containing 2 [Source:MGI Symbol;Acc:MGI:1919358]
chr8 26,381,492 + CpG 0.0378 0.5943 0.750 75.000 0.564 56.364 0.163 16.281 3.256 0.098 9.801 1.960 -0.186 -18.636 CG Open Sea intergenic
chr8 27,178,800 + CpG 0.0159 0.0543 0.911 91.111 0.667 66.667 0.417 41.671 8.334 0.206 20.647 4.129 -0.244 -24.444 CG nearby Open Sea intergenic
chr8 27,408,285 + CpG 0.0379 0.5292 0.708 70.833 0.509 50.877 0.150 14.983 2.997 0.124 12.446 2.489 -0.200 -19.956 CG nearby Open Sea intergenic
chr8 28,141,030 + CpG 0.0429 0.0429 0.872 87.179 0.676 67.647 0.410 40.964 8.193 0.175 17.509 3.502 -0.195 -19.532 CG nearby Open Sea intergenic
chr8 31,833,930 + CpG 0.0283 0.0179 0.500 50.000 0.783 78.261 0.278 27.831 5.566 0.193 19.290 3.858 0.283 28.261 CG nearby Open Sea intergenic
chr8 34,845,888 + CpG 0.0205 0.0013 0.887 88.679 0.686 68.571 0.080 8.049 1.610 0.135 13.520 2.704 -0.201 -20.108 CG Open Sea Intron 20/26 Tnks ENSMUSG00000031529 chr8:34826459-34965690 ENSMUST00000033929 12.831 11.720 0.678 1.572 -1.095 0.2018 tankyrase, TRF1-interacting ankyrin-related ADP-ribose polymerase [Source:MGI Symbol;Acc:MGI:1341087]
chr8 39,190,175 + CpG 0.0095 0.1567 0.806 80.556 0.409 40.909 0.192 19.152 3.830 0.369 36.948 7.390 -0.396 -39.646 CG nearby Open Sea intergenic
chr8 40,101,846 + CpG 0.0112 0.1900 0.692 69.231 0.486 48.649 0.155 15.512 3.102 0.172 17.212 3.442 -0.206 -20.582 cg Open Sea intergenic
chr8 41,197,381 + CpG 0.0297 0.0592 0.809 80.851 0.581 58.065 0.121 12.149 2.430 0.115 11.547 2.309 -0.228 -22.787 CG Open Sea Exon 6/8 Fgl1 ENSMUSG00000031594 chr8:41191433-41215156 ENSMUST00000034003 2.827 1.825 5.477 0.828 -1.549 0.7058 fibrinogen-like protein 1 [Source:MGI Symbol;Acc:MGI:102795]
chr8 42,674,675 + CpG 0.0394 0.0394 0.829 82.857 0.606 60.606 0.120 12.045 2.409 0.112 11.180 2.236 -0.223 -22.251 CG Open Sea intergenic
chr8 42,923,129 + CpG 0.0402 0.0730 0.806 80.597 0.633 63.333 0.120 12.036 2.407 0.213 21.265 4.253 -0.173 -17.264 CG nearby Open Sea intergenic
chr8 43,161,861 + CpG 0.0185 0.0629 0.864 86.364 0.538 53.846 0.167 16.667 3.333 0.181 18.133 3.627 -0.325 -32.517 CG Open Sea intergenic
chr8 45,049,715 + CpG 0.0248 0.0002 0.333 33.333 0.643 64.286 0.164 16.355 3.271 0.101 10.085 2.017 0.310 30.952 CG nearby N Shore Intron 26/26 Fat1 ENSMUSG00000070047 chr8:44935446-45052257 ENSMUST00000191428 1.779 2.373 0.939 1.478 1.334 0.4736 FAT atypical cadherin 1 [Source:MGI Symbol;Acc:MGI:109168]
chr8 45,049,715 + CpG 0.0248 0.0002 0.333 33.333 0.643 64.286 0.164 16.355 3.271 0.101 10.085 2.017 0.310 30.952 CG nearby N Shore Intron 25/25 Fat1 ENSMUSG00000070047 chr8:44950207-45052257 ENSMUST00000098796 4.240 3.457 0.640 1.069 -1.226 0.2059 FAT atypical cadherin 1 [Source:MGI Symbol;Acc:MGI:109168]
chr8 45,388,580 + CpG 0.0362 0.7466 0.459 45.946 0.710 70.968 0.224 22.358 4.472 0.235 23.459 4.692 0.250 25.022 CG nearby Open Sea intergenic
chr8 49,363,088 + CpG 0.0162 0.0000 0.462 46.154 0.746 74.627 0.291 29.113 5.823 0.159 15.950 3.190 0.285 28.473 CG Open Sea intergenic
chr8 51,867,937 + CpG 0.0220 0.0220 0.280 28.000 0.593 59.259 0.198 19.826 3.965 0.088 8.841 1.768 0.313 31.259 CG nearby Open Sea intergenic
chr8 52,230,804 + CpG 0.0202 0.0757 0.628 62.791 0.857 85.714 0.311 31.081 6.216 0.136 13.617 2.723 0.229 22.924 CG nearby Open Sea intergenic
chr8 53,024,424 + CpG 0.0169 0.0225 0.740 74.000 0.908 90.769 0.083 8.301 1.660 0.039 3.874 0.775 0.168 16.769 CG nearby Open Sea intergenic
chr8 53,218,055 + CpG 0.0442 0.0442 0.364 36.364 0.571 57.143 0.186 18.574 3.715 0.127 12.714 2.543 0.208 20.779 CG Open Sea intergenic
chr8 54,446,753 + CpG 0.0082 0.0838 0.594 59.375 0.270 27.027 0.251 25.112 5.022 0.184 18.423 3.685 -0.323 -32.348 CG nearby Open Sea intergenic
chr8 56,118,880 + CpG 0.0424 0.8339 0.476 47.619 0.773 77.273 0.283 28.284 5.657 0.141 14.138 2.828 0.297 29.654 CG nearby Open Sea intergenic
chr8 56,637,406 + CpG 0.0361 0.1750 0.657 65.714 0.865 86.486 0.355 35.495 7.099 0.099 9.924 1.985 0.208 20.772 CG Open Sea intergenic
chr8 57,242,864 + CpG 0.0038 0.1470 0.909 90.909 0.600 60.000 0.065 6.500 1.300 0.325 32.525 6.505 -0.309 -30.909 CG Open Sea intergenic
chr8 57,514,048 + CpG 0.0312 0.3355 0.865 86.538 0.587 58.696 0.403 40.340 8.068 0.229 22.911 4.582 -0.278 -27.843 CG nearby S Shore false intergenic Hmgb2 ENSMUSG00000054717 chr8:57511973-57513209 ENSMUST00000210871 1.061 2.946 0.469 3.307 2.777 0.2730 high mobility group box 2 [Source:MGI Symbol;Acc:MGI:96157]
chr8 57,514,048 + CpG 0.0312 0.3355 0.865 86.538 0.587 58.696 0.403 40.340 8.068 0.229 22.911 4.582 -0.278 -27.843 CG nearby S Shore Exon 5/5 Hmgb2 ENSMUSG00000054717 chr8:57511906-57515999 ENSMUST00000067925 2.239 5.349 0.498 3.045 2.389 0.0839 high mobility group box 2 [Source:MGI Symbol;Acc:MGI:96157]
chr8 57,656,540 + CpG 0.0363 0.6798 0.318 31.818 0.714 71.429 0.356 35.592 7.118 0.256 25.628 5.126 0.396 39.610 CG nearby S Shelf intergenic
chr8 65,138,409 + CpG 0.0232 0.6560 0.564 56.410 0.833 83.333 0.268 26.771 5.354 0.188 18.764 3.753 0.269 26.923 CG Open Sea intergenic
chr8 66,315,708 + CpG 0.0341 0.0311 0.805 80.488 0.652 65.217 0.125 12.468 2.494 0.193 19.259 3.852 -0.153 -15.270 CG nearby Open Sea intergenic
chr8 73,872,011 + CpG 0.0125 0.0045 0.478 47.761 0.684 68.421 0.267 26.705 5.341 0.170 16.957 3.391 0.207 20.660 CG Open Sea intergenic
chr8 80,124,004 + CpG 0.0180 0.5852 0.723 72.308 0.528 52.778 0.126 12.565 2.513 0.080 8.016 1.603 -0.195 -19.530 CG nearby Open Sea intergenic
chr8 83,206,148 + CpG 0.0190 0.0017 0.108 10.811 0.345 34.483 0.095 9.491 1.898 0.317 31.700 6.340 0.237 23.672 CG Open Sea Intron 1/17 Tbc1d9 ENSMUSG00000031709 chr8:83165351-83272422 ENSMUST00000034145 2.694 3.231 0.190 1.053 1.199 0.3215 TBC1 domain family, member 9 [Source:MGI Symbol;Acc:MGI:1918560]
chr8 83,206,148 + CpG 0.0190 0.0017 0.108 10.811 0.345 34.483 0.095 9.491 1.898 0.317 31.700 6.340 0.237 23.672 CG Open Sea Intron 1/20 Tbc1d9 ENSMUSG00000031709 chr8:83165859-83272934 ENSMUST00000093393 8.703 8.422 0.707 1.588 -1.033 0.7314 TBC1 domain family, member 9 [Source:MGI Symbol;Acc:MGI:1918560]
chr8 85,305,278 + CpG 0.0166 0.0000 0.220 21.951 0.489 48.936 0.200 20.021 4.004 0.229 22.872 4.574 0.270 26.985 CG Open Sea Exon 4/6 Orc6 ENSMUSG00000031697 chr8:85299688-85308278 ENSMUST00000170141 1.155 1.164 0.568 0.460 1.008 0.9785 origin recognition complex, subunit 6 [Source:MGI Symbol;Acc:MGI:1929285]
chr8 85,305,278 + CpG 0.0166 0.0000 0.220 21.951 0.489 48.936 0.200 20.021 4.004 0.229 22.872 4.574 0.270 26.985 CG Open Sea Exon 5/7 Orc6 ENSMUSG00000031697 chr8:85299790-85308071 ENSMUST00000034132 7.877 8.483 0.693 1.228 1.077 0.3720 origin recognition complex, subunit 6 [Source:MGI Symbol;Acc:MGI:1929285]
chr8 91,630,920 + CpG 0.0363 0.0426 0.182 18.182 0.429 42.857 0.121 12.106 2.421 0.274 27.386 5.477 0.247 24.675 CG Open Sea Intron 8/8 Fto ENSMUSG00000055932 chr8:91313524-91668439 ENSMUST00000069718 16.987 16.286 0.506 1.310 -1.043 0.3136 fat mass and obesity associated [Source:MGI Symbol;Acc:MGI:1347093]
chr8 98,238,728 + CpG 0.0207 0.0207 0.583 58.333 0.392 39.241 0.272 27.210 5.442 0.150 15.010 3.002 -0.191 -19.093 CG nearby Open Sea intergenic
chr8 98,649,746 + CpG 0.0289 0.0747 0.672 67.241 0.841 84.127 0.163 16.288 3.258 0.033 3.263 0.653 0.169 16.886 CG nearby Open Sea intergenic
chr8 99,640,589 + CpG 0.0158 0.2220 0.556 55.556 0.242 24.242 0.289 28.890 5.778 0.092 9.243 1.849 -0.313 -31.313 CG nearby Open Sea intergenic
chr8 99,945,330 + CpG 0.0105 0.0549 0.565 56.522 0.885 88.462 0.207 20.733 4.147 0.138 13.819 2.764 0.319 31.940 CG Open Sea intergenic
chr8 100,791,165 + CpG 0.0169 0.5608 0.448 44.828 0.727 72.727 0.261 26.083 5.217 0.150 15.037 3.007 0.279 27.900 CG nearby Open Sea intergenic
chr8 101,780,933 + CpG 0.0139 0.0257 0.231 23.077 0.457 45.714 0.235 23.548 4.710 0.107 10.665 2.133 0.226 22.637 cg Open Sea intergenic
chr8 102,634,030 + CpG 0.0478 0.4482 0.667 66.667 0.444 44.444 0.121 12.097 2.419 0.246 24.623 4.925 -0.222 -22.222 CG Open Sea 3'UTR Cdh11 ENSMUSG00000031673 chr8:102632094-102785642 ENSMUST00000075190 0.247 1.447 0.059 0.793 5.868 0.0275 cadherin 11 [Source:MGI Symbol;Acc:MGI:99217]
chr8 106,329,255 + CpG 0.0210 0.0404 0.758 75.806 0.533 53.333 0.137 13.656 2.731 0.192 19.221 3.844 -0.225 -22.473 CG Open Sea Intron 1/8 Smpd3 ENSMUSG00000031906 chr8:106252547-106337988 ENSMUST00000067512 7.674 8.091 0.539 0.512 1.054 0.2456 sphingomyelin phosphodiesterase 3, neutral [Source:MGI Symbol;Acc:MGI:1927578]
chr8 109,531,710 + CpG 0.0175 0.1496 0.750 75.000 0.478 47.826 0.148 14.837 2.967 0.278 27.798 5.560 -0.272 -27.174 CG Open Sea intergenic
chr8 112,029,456 + CpG 0.0400 0.1407 0.773 77.273 0.600 60.000 0.061 6.125 1.225 0.101 10.090 2.018 -0.173 -17.273 CG nearby Open Sea intergenic
chr8 115,234,176 + CpG 0.0191 0.3563 0.833 83.333 0.542 54.167 0.090 9.027 1.805 0.152 15.166 3.033 -0.292 -29.167 CG nearby Open Sea Intron 8/8 Wwox ENSMUSG00000004637 chr8:114439654-115352708 ENSMUST00000004756 4.679 3.650 0.681 0.533 -1.282 0.0302 WW domain-containing oxidoreductase [Source:MGI Symbol;Acc:MGI:1931237]
chr8 118,234,514 + CpG 0.0321 0.0014 0.160 16.000 0.450 45.000 0.109 10.865 2.173 0.361 36.132 7.226 0.290 29.000 CG Open Sea intergenic
chr8 118,355,483 + CpG 0.0361 0.1300 0.795 79.545 0.571 57.143 0.112 11.250 2.250 0.190 18.967 3.793 -0.224 -22.403 CG nearby Open Sea Intron 1/13 Cdh13 ENSMUSG00000031841 chr8:118283732-119324921 ENSMUST00000117160 0.968 2.078 0.271 0.565 2.148 0.0081 cadherin 13 [Source:MGI Symbol;Acc:MGI:99551]
chr8 127,802,880 + CpG 0.0071 0.0145 0.742 74.194 0.400 40.000 0.138 13.819 2.764 0.259 25.927 5.185 -0.342 -34.194 CG nearby Open Sea intergenic
chr9 3,200,757 + CpG 0.0322 0.2051 0.850 85.000 0.684 68.421 0.088 8.797 1.759 0.050 5.030 1.006 -0.166 -16.579 CG S Shore intergenic
chr9 4,563,381 + CpG 0.0227 0.0451 0.433 43.333 0.724 72.414 0.208 20.840 4.168 0.216 21.606 4.321 0.291 29.080 CG nearby Open Sea intergenic
chr9 4,714,004 + CpG 0.0077 0.0153 0.816 81.633 0.516 51.613 0.371 37.118 7.424 0.246 24.613 4.923 -0.300 -30.020 cg Open Sea intergenic
chr9 5,321,397 + CpG 0.0014 0.0000 0.133 13.333 0.538 53.846 0.095 9.521 1.904 0.288 28.774 5.755 0.405 40.513 CG nearby Open Sea Exon 2/9 Casp4 ENSMUSG00000033538 chr9:5308848-5336783 ENSMUST00000027012 0.456 1.691 0.465 1.748 3.706 0.1930 caspase 4, apoptosis-related cysteine peptidase [Source:MGI Symbol;Acc:MGI:107700]
chr9 5,321,409 + CpG 0.0226 0.0000 0.207 20.690 0.541 54.054 0.215 21.477 4.295 0.304 30.418 6.084 0.334 33.364 CG nearby Open Sea Exon 2/9 Casp4 ENSMUSG00000033538 chr9:5308848-5336783 ENSMUST00000027012 0.456 1.691 0.465 1.748 3.706 0.1930 caspase 4, apoptosis-related cysteine peptidase [Source:MGI Symbol;Acc:MGI:107700]
chr9 10,317,379 + CpG 0.0290 0.0461 0.412 41.176 0.667 66.667 0.257 25.674 5.135 0.192 19.223 3.845 0.255 25.490 cg Open Sea intergenic
chr9 10,564,917 + CpG 0.0351 0.1891 0.571 57.143 0.273 27.273 0.283 28.322 5.664 0.416 41.650 8.330 -0.299 -29.870 CG Open Sea intergenic
chr9 10,843,452 + CpG 0.0389 0.0383 0.667 66.667 0.893 89.286 0.326 32.573 6.515 0.138 13.819 2.764 0.226 22.619 CG nearby Open Sea intergenic
chr9 13,836,924 + CpG 0.0183 0.1602 0.400 40.000 0.750 75.000 0.271 27.134 5.427 0.390 39.037 7.807 0.350 35.000 CG Open Sea Exon 9/11 Fam76b ENSMUSG00000037808 chr9:13827715-13846541 ENSMUST00000156680 2.481 2.158 0.686 1.195 -1.150 0.6175 family with sequence similarity 76, member B [Source:MGI Symbol;Acc:MGI:1920076]
chr9 13,836,924 + CpG 0.0183 0.1602 0.400 40.000 0.750 75.000 0.271 27.134 5.427 0.390 39.037 7.807 0.350 35.000 CG Open Sea check manually Fam76b ENSMUSG00000037808 chr9:13836702-13840066 ENSMUST00000130106 3.772 2.585 0.764 0.936 -1.459 0.0606 family with sequence similarity 76, member B [Source:MGI Symbol;Acc:MGI:1920076]
chr9 13,836,924 + CpG 0.0183 0.1602 0.400 40.000 0.750 75.000 0.271 27.134 5.427 0.390 39.037 7.807 0.350 35.000 CG Open Sea Exon 8/10 Fam76b ENSMUSG00000037808 chr9:13827715-13846541 ENSMUST00000059579 6.100 6.030 0.361 1.248 -1.012 0.9088 family with sequence similarity 76, member B [Source:MGI Symbol;Acc:MGI:1920076]
chr9 27,444,959 + CpG 0.0364 0.0364 0.776 77.551 0.626 62.617 0.124 12.424 2.485 0.056 5.581 1.116 -0.149 -14.934 CG nearby Open Sea intergenic
chr9 28,785,952 + CpG 0.0190 0.0190 0.912 91.176 0.667 66.667 0.070 7.010 1.402 0.124 12.365 2.473 -0.245 -24.510 CG nearby Open Sea intergenic
chr9 29,529,085 + CpG 0.0492 0.0816 0.861 86.111 0.636 63.636 0.087 8.732 1.746 0.091 9.129 1.826 -0.225 -22.475 CG Open Sea intergenic
chr9 29,683,269 + CpG 0.0148 0.1142 0.902 90.244 0.704 70.370 0.067 6.656 1.331 0.192 19.245 3.849 -0.199 -19.874 CG nearby Open Sea intergenic
chr9 29,987,229 + CpG 0.0085 0.0248 0.423 42.308 0.800 80.000 0.069 6.859 1.372 0.167 16.733 3.347 0.377 37.692 CG nearby Open Sea intergenic
chr9 30,308,917 + CpG 0.0343 0.3396 0.600 60.000 0.789 78.947 0.111 11.121 2.224 0.129 12.937 2.587 0.189 18.947 CG Open Sea intergenic
chr9 32,846,917 + CpG 0.0411 0.4448 0.564 56.410 0.806 80.645 0.213 21.326 4.265 0.131 13.113 2.623 0.242 24.235 CG nearby Open Sea intergenic
chr9 34,512,527 + CpG 0.0377 0.0892 0.179 17.857 0.500 50.000 0.400 39.990 7.998 0.366 36.553 7.311 0.321 32.143 CG nearby Open Sea intergenic
chr9 40,465,118 + CpG 0.0431 0.6181 0.689 68.889 0.879 87.879 0.179 17.940 3.588 0.072 7.181 1.436 0.190 18.990 CG nearby Open Sea intergenic
chr9 44,803,492 + CpG 0.0342 0.1745 0.356 35.616 0.593 59.259 0.315 31.510 6.302 0.189 18.867 3.773 0.236 23.643 CG S Shelf 3'UTR Kmt2a ENSMUSG00000002028 chr9:44803354-44881296 ENSMUST00000114689 2.007 1.168 0.715 0.490 -1.719 0.0664 lysine (K)-specific methyltransferase 2A [Source:MGI Symbol;Acc:MGI:96995]
chr9 44,803,492 + CpG 0.0342 0.1745 0.356 35.616 0.593 59.259 0.315 31.510 6.302 0.189 18.867 3.773 0.236 23.643 CG S Shelf TSS 1500 Ttc36 ENSMUSG00000039438 chr9:44799396-44803072 ENSMUST00000044694 2.583 0.678 3.412 0.320 -3.811 0.2806 tetratricopeptide repeat domain 36 [Source:MGI Symbol;Acc:MGI:2384760]
chr9 44,803,492 + CpG 0.0342 0.1745 0.356 35.616 0.593 59.259 0.315 31.510 6.302 0.189 18.867 3.773 0.236 23.643 CG S Shelf 3'UTR Kmt2a ENSMUSG00000002028 chr9:44803354-44881296 ENSMUST00000002095 5.707 5.356 1.085 0.914 -1.066 0.5958 lysine (K)-specific methyltransferase 2A [Source:MGI Symbol;Acc:MGI:96995]
chr9 45,714,118 + CpG 0.0231 0.1107 0.556 55.556 0.795 79.545 0.259 25.931 5.186 0.128 12.823 2.565 0.240 23.990 CG Open Sea intergenic
chr9 48,265,290 + CpG 0.0268 0.1436 0.588 58.824 0.846 84.615 0.258 25.802 5.160 0.138 13.819 2.764 0.258 25.792 CG Open Sea intergenic
chr9 48,687,377 + CpG 0.0232 0.1006 0.700 70.000 0.895 89.474 0.059 5.858 1.172 0.086 8.614 1.723 0.195 19.474 CG Open Sea intergenic
chr9 50,485,113 + CpG 0.0141 0.0141 0.803 80.328 0.603 60.317 0.109 10.872 2.174 0.280 27.989 5.598 -0.200 -20.010 CG Open Sea intergenic
chr9 52,303,454 + CpG 0.0029 0.0652 0.172 17.241 0.600 60.000 0.106 10.563 2.113 0.298 29.788 5.958 0.428 42.759 CG Open Sea intergenic
chr9 53,342,966 + CpG 0.0435 0.3483 0.218 21.818 0.400 40.000 0.067 6.690 1.338 0.175 17.535 3.507 0.182 18.182 CG nearby Open Sea Intron 3/5 Exph5 ENSMUSG00000034584 chr9:53301669-53377514 ENSMUST00000051014 6.448 4.447 0.741 1.726 -1.450 0.0591 exophilin 5 [Source:MGI Symbol;Acc:MGI:2443248]
chr9 54,409,166 + CpG 0.0354 0.0354 0.615 61.538 0.853 85.294 0.296 29.608 5.922 0.104 10.375 2.075 0.238 23.756 CG Open Sea Exon 8/31 Dmxl2 ENSMUSG00000041268 chr9:54365259-54445420 ENSMUST00000123709 4.335 3.321 0.293 0.589 -1.306 0.0142 Dmx-like 2 [Source:MGI Symbol;Acc:MGI:2444630]
chr9 54,409,166 + CpG 0.0354 0.0354 0.615 61.538 0.853 85.294 0.296 29.608 5.922 0.104 10.375 2.075 0.238 23.756 CG Open Sea Exon 20/44 Dmxl2 ENSMUSG00000041268 chr9:54365157-54501626 ENSMUST00000118163 7.771 6.176 0.873 2.013 -1.258 0.1603 Dmx-like 2 [Source:MGI Symbol;Acc:MGI:2444630]
chr9 73,189,472 + CpG 0.0365 0.9978 0.843 84.337 0.714 71.429 0.164 16.430 3.286 0.327 32.732 6.546 -0.129 -12.909 CG nearby Open Sea intergenic
chr9 77,413,669 + CpG 0.0198 0.3479 0.841 84.091 0.611 61.111 0.088 8.783 1.757 0.154 15.416 3.083 -0.230 -22.980 CG nearby Open Sea intergenic
chr9 79,299,975 + CpG 0.0262 0.0617 0.764 76.389 0.900 90.000 0.130 12.968 2.594 0.049 4.857 0.971 0.136 13.611 CG nearby Open Sea intergenic
chr9 79,695,403 + CpG 0.0172 0.0300 0.211 21.101 0.362 36.207 0.360 36.015 7.203 0.177 17.659 3.532 0.151 15.106 CG nearby Open Sea intergenic
chr9 81,261,804 + CpG 0.0343 0.0343 0.439 43.939 0.635 63.462 0.260 25.963 5.193 0.046 4.606 0.921 0.195 19.522 cg Open Sea intergenic
chr9 81,678,429 + CpG 0.0209 0.1300 0.638 63.768 0.827 82.692 0.166 16.603 3.321 0.183 18.327 3.665 0.189 18.924 CG Open Sea false intergenic Gm9531 ENSMUSG00000079225 chr9:81677611-81678386 ENSMUST00000183511 2.722 2.481 0.518 0.727 -1.097 0.5637 predicted gene 9531 [Source:MGI Symbol;Acc:MGI:3779940]
chr9 81,678,429 + CpG 0.0209 0.1300 0.638 63.768 0.827 82.692 0.166 16.603 3.321 0.183 18.327 3.665 0.189 18.924 CG Open Sea check manually Gm9531 ENSMUSG00000079225 chr9:81677597-81678677 ENSMUST00000055820 3.106 3.564 0.598 0.700 1.148 0.2985 predicted gene 9531 [Source:MGI Symbol;Acc:MGI:3779940]
chr9 82,194,845 + CpG 0.0151 0.0151 0.189 18.868 0.408 40.816 0.124 12.440 2.488 0.083 8.292 1.658 0.219 21.948 CG nearby Open Sea intergenic
chr9 85,011,533 + CpG 0.0428 0.0428 0.531 53.125 0.270 27.027 0.316 31.559 6.312 0.185 18.454 3.691 -0.261 -26.098 CG Open Sea intergenic
chr9 87,371,991 + CpG 0.0309 0.0012 0.724 72.414 0.452 45.161 0.184 18.423 3.685 0.233 23.345 4.669 -0.273 -27.253 CG nearby Open Sea intergenic
chr9 87,412,203 + CpG 0.0324 0.0135 0.462 46.154 0.282 28.169 0.117 11.691 2.338 0.184 18.449 3.690 -0.180 -17.985 CG nearby Open Sea intergenic
chr9 91,093,391 + CpG 0.0385 0.0298 0.694 69.355 0.527 52.747 0.106 10.598 2.120 0.119 11.946 2.389 -0.166 -16.608 CG nearby Open Sea intergenic
chr9 91,136,956 + CpG 0.0119 0.0119 0.774 77.419 0.500 50.000 0.246 24.623 4.925 0.122 12.223 2.445 -0.274 -27.419 CG Open Sea intergenic
chr9 93,233,205 + CpG 0.0183 0.3865 0.683 68.293 0.909 90.909 0.107 10.658 2.132 0.136 13.622 2.724 0.226 22.616 CG nearby Open Sea intergenic
chr9 93,755,066 + CpG 0.0421 0.2418 0.795 79.545 0.595 59.524 0.141 14.132 2.826 0.152 15.185 3.037 -0.200 -20.022 CG nearby Open Sea intergenic
chr9 95,545,389 + CpG 0.0287 0.0690 0.370 37.037 0.682 68.182 0.161 16.076 3.215 0.236 23.603 4.721 0.311 31.145 cg Open Sea intergenic
chr9 96,613,042 + CpG 0.0132 0.1219 0.784 78.378 0.490 48.980 0.362 36.218 7.244 0.159 15.877 3.175 -0.294 -29.399 CG nearby Open Sea Intron 1/23 Rasa2 ENSMUSG00000032413 chr9:96539299-96631617 ENSMUST00000034984 2.734 2.993 0.251 0.327 1.094 0.2016 RAS p21 protein activator 2 [Source:MGI Symbol;Acc:MGI:2149960]
chr9 98,567,998 + CpG 0.0385 0.0120 0.476 47.619 0.783 78.261 0.298 29.814 5.963 0.395 39.487 7.897 0.306 30.642 CG S Shelf Exon 2/22 Copb2 ENSMUSG00000032458 chr9:98563730-98588382 ENSMUST00000035033 115.543 137.544 6.403 23.927 1.190 0.1091 coatomer protein complex, subunit beta 2 (beta prime) [Source:MGI Symbol;Acc:MGI:1354962]
chr9 102,177,081 + CpG 0.0235 0.0650 0.370 36.957 0.636 63.636 0.314 31.396 6.279 0.102 10.232 2.046 0.267 26.680 CG Open Sea intergenic
chr9 103,916,181 + CpG 0.0263 0.0005 0.100 10.000 0.448 44.828 0.141 14.147 2.829 0.311 31.127 6.225 0.348 34.828 CG nearby Open Sea intergenic
chr9 107,082,491 + CpG 0.0457 0.9407 0.617 61.702 0.804 80.435 0.298 29.815 5.963 0.157 15.704 3.141 0.187 18.733 CG Open Sea intergenic
chr9 112,070,730 + CpG 0.0475 0.1121 0.463 46.296 0.680 68.000 0.239 23.915 4.783 0.213 21.323 4.265 0.217 21.704 CG nearby Open Sea intergenic
chr9 118,365,888 + CpG 0.0119 0.6315 0.348 34.848 0.600 60.000 0.065 6.499 1.300 0.200 20.043 4.009 0.252 25.152 CG nearby Open Sea intergenic
chr9 122,628,413 + CpG 0.0123 0.2113 0.444 44.444 0.774 77.419 0.135 13.453 2.691 0.191 19.138 3.828 0.330 32.975 CG nearby Open Sea intergenic
chrX 6,945,508 + CpG 0.0438 0.3037 0.757 75.735 0.640 64.029 0.073 7.288 1.458 0.090 9.038 1.808 -0.117 -11.707 CG nearby Open Sea intergenic
chrX 7,574,696 + CpG 0.0491 0.5218 0.667 66.667 0.375 37.500 0.229 22.937 4.587 0.144 14.381 2.876 -0.292 -29.167 CG CpG Island TSS 1500 Ppp1r3f ENSMUSG00000039556 X:7558951-7574248 ENSMUST00000115742 3.913 4.422 0.346 1.256 1.130 0.4256 protein phosphatase 1, regulatory (inhibitor) subunit 3F [Source:MGI Symbol;Acc:MGI:1859617]
chrX 9,341,725 + CpG 0.0171 0.4054 0.658 65.789 0.878 87.755 0.078 7.819 1.564 0.265 26.544 5.309 0.220 21.966 CG nearby Open Sea intergenic
chrX 10,895,496 + CpG 0.0042 0.0223 0.435 43.478 0.824 82.353 0.166 16.600 3.320 0.149 14.907 2.981 0.389 38.875 CG nearby Open Sea intergenic
chrX 13,156,347 + CpG 0.0237 0.4300 0.533 53.333 0.727 72.727 0.202 20.156 4.031 0.069 6.925 1.385 0.194 19.394 CG Open Sea Exon 35/45 Usp9x ENSMUSG00000031010 X:13071513-13173328 ENSMUST00000089302 34.219 30.874 1.766 5.856 -1.108 0.2789 ubiquitin specific peptidase 9, X chromosome [Source:MGI Symbol;Acc:MGI:894681]
chrX 14,261,580 + CpG 0.0322 0.0416 0.731 73.077 0.448 44.828 0.228 22.804 4.561 0.096 9.605 1.921 -0.282 -28.249 cg Open Sea intergenic
chrX 14,390,351 + CpG 0.0208 0.0208 0.860 86.047 0.719 71.910 0.054 5.446 1.089 0.063 6.285 1.257 -0.141 -14.136 CG nearby Open Sea intergenic
chrX 32,601,661 + CpG 0.0050 0.0522 0.408 40.769 0.589 58.929 0.055 5.473 1.095 0.082 8.156 1.631 0.182 18.159 CG nearby Open Sea intergenic
chrX 36,086,670 + CpG 0.0319 0.0110 0.455 45.455 0.760 76.000 0.286 28.614 5.723 0.183 18.318 3.664 0.305 30.545 CG Open Sea intergenic
chrX 38,596,169 + CpG 0.0461 0.0428 0.448 44.828 0.742 74.194 0.289 28.885 5.777 0.401 40.059 8.012 0.294 29.366 CG nearby Open Sea intergenic
chrX 38,724,541 + CpG 0.0133 0.0133 0.254 25.397 0.475 47.458 0.155 15.510 3.102 0.113 11.295 2.259 0.221 22.061 CG nearby Open Sea intergenic
chrX 41,541,212 + CpG 0.0411 0.5749 0.400 40.000 0.714 71.429 0.233 23.286 4.657 0.384 38.370 7.674 0.314 31.429 CG Open Sea Exon 4/16 Gria3 ENSMUSG00000001986 X:41401303-41678601 ENSMUST00000076349 2.732 3.467 0.383 0.559 1.269 0.0455 glutamate receptor, ionotropic, AMPA3 (alpha 3) [Source:MGI Symbol;Acc:MGI:95810]
chrX 42,551,426 + CpG 0.0189 0.2523 0.425 42.500 0.683 68.293 0.275 27.458 5.492 0.170 16.967 3.393 0.258 25.793 CG nearby Open Sea intergenic
chrX 44,396,136 + CpG 0.0025 0.0025 0.393 39.344 0.689 68.852 0.280 28.015 5.603 0.187 18.659 3.732 0.295 29.508 CG nearby Open Sea intergenic
chrX 45,547,683 + CpG 0.0012 0.2660 0.360 36.000 0.756 75.610 0.085 8.488 1.698 0.186 18.588 3.718 0.396 39.610 CG Open Sea intergenic
chrX 46,592,401 + CpG 0.0135 0.0135 0.771 77.143 0.485 48.485 0.124 12.393 2.479 0.148 14.759 2.952 -0.287 -28.658 CG Open Sea intergenic
chrX 46,659,749 + CpG 0.0071 0.0071 0.667 66.667 0.364 36.364 0.326 32.643 6.529 0.107 10.747 2.149 -0.303 -30.303 CG nearby Open Sea intergenic
chrX 47,300,131 + CpG 0.0391 0.0231 0.770 77.027 0.895 89.474 0.107 10.663 2.133 0.194 19.362 3.872 0.124 12.447 CG nearby Open Sea intergenic
chrX 49,493,802 + CpG 0.0360 0.2293 0.200 20.000 0.500 50.000 0.149 14.879 2.976 0.183 18.261 3.652 0.300 30.000 cg N Shore Intron 2/12 Arhgap36 ENSMUSG00000036198 X:49470449-49500244 ENSMUST00000114904 3.596 5.940 0.606 1.952 1.652 0.0527 Rho GTPase activating protein 36 [Source:MGI Symbol;Acc:MGI:1922654]
chrX 49,723,441 + CpG 0.0366 0.0464 0.852 85.246 0.703 70.270 0.070 7.049 1.410 0.149 14.888 2.978 -0.150 -14.976 CG nearby Open Sea intergenic
chrX 49,738,790 + CpG 0.0346 0.0346 0.545 54.545 0.689 68.868 0.073 7.280 1.456 0.122 12.163 2.433 0.143 14.322 CG nearby Open Sea intergenic
chrX 50,834,149 + CpG 0.0094 0.0476 0.641 64.063 0.875 87.500 0.209 20.872 4.174 0.085 8.463 1.693 0.234 23.438 CG nearby Open Sea intergenic
chrX 53,637,300 + CpG 0.0130 0.0689 0.462 46.154 0.808 80.769 0.265 26.452 5.290 0.210 21.009 4.202 0.346 34.615 CG nearby Open Sea intergenic
chrX 57,919,863 + CpG 0.0429 0.4352 0.286 28.571 0.564 56.410 0.347 34.698 6.940 0.247 24.661 4.932 0.278 27.839 CG nearby Open Sea intergenic
chrX 58,857,292 + CpG 0.0476 0.2706 0.581 58.140 0.833 83.333 0.282 28.208 5.642 0.421 42.090 8.418 0.252 25.194 CG Open Sea intergenic
chrX 59,557,757 + CpG 0.0325 0.0676 0.543 54.286 0.273 27.273 0.356 35.637 7.127 0.207 20.684 4.137 -0.270 -27.013 CG nearby Open Sea intergenic
chrX 61,650,794 + CpG 0.0212 0.4717 0.902 90.244 0.667 66.667 0.081 8.075 1.615 0.452 45.222 9.044 -0.236 -23.577 CG nearby Open Sea intergenic
chrX 62,216,976 + CpG 0.0146 0.0146 0.321 32.143 0.545 54.545 0.175 17.524 3.505 0.155 15.496 3.099 0.224 22.403 CG nearby Open Sea intergenic
chrX 65,212,794 + CpG 0.0230 0.2326 0.511 51.111 0.744 74.419 0.235 23.528 4.706 0.144 14.403 2.881 0.233 23.307 CG nearby Open Sea intergenic
chrX 65,717,972 + CpG 0.0338 0.0338 0.313 31.250 0.619 61.905 0.216 21.608 4.322 0.215 21.474 4.295 0.307 30.655 CG nearby Open Sea intergenic
chrX 65,718,401 + CpG 0.0031 0.0031 0.125 12.500 0.500 50.000 0.204 20.440 4.088 0.171 17.087 3.417 0.375 37.500 CG nearby Open Sea intergenic
chrX 66,648,341 + CpG 0.0012 0.1974 0.813 81.250 0.353 35.294 0.148 14.791 2.958 0.114 11.402 2.280 -0.460 -45.956 CG nearby Open Sea intergenic
chrX 70,137,495 + CpG 0.0142 0.0673 0.432 43.243 0.161 16.129 0.092 9.204 1.841 0.203 20.299 4.060 -0.271 -27.114 CG Open Sea intergenic
chrX 74,281,027 + CpG 0.0319 0.3840 0.909 90.909 0.690 68.966 0.420 41.989 8.398 0.160 16.007 3.201 -0.219 -21.944 CG nearby N Shore Intron 1/7 Dnase1l1 ENSMUSG00000019088 X:74273216-74281736 ENSMUST00000019232 1.416 3.268 0.419 3.120 2.308 0.2563 deoxyribonuclease 1-like 1 [Source:MGI Symbol;Acc:MGI:109628]
chrX 74,281,027 + CpG 0.0319 0.3840 0.909 90.909 0.690 68.966 0.420 41.989 8.398 0.160 16.007 3.201 -0.219 -21.944 CG nearby N Shore TSS 2000 Taz ENSMUSG00000009995 X:74282759-74288704 ENSMUST00000134936 1.894 1.199 0.576 0.765 -1.579 0.1462 tafazzin [Source:MGI Symbol;Acc:MGI:109626]
chrX 74,281,027 + CpG 0.0319 0.3840 0.909 90.909 0.690 68.966 0.420 41.989 8.398 0.160 16.007 3.201 -0.219 -21.944 CG nearby N Shore TSS 1500 Taz ENSMUSG00000009995 X:74281911-74282865 ENSMUST00000146260 1.937 1.709 1.275 0.981 -1.133 0.7606 tafazzin [Source:MGI Symbol;Acc:MGI:109626]
chrX 74,281,027 + CpG 0.0319 0.3840 0.909 90.909 0.690 68.966 0.420 41.989 8.398 0.160 16.007 3.201 -0.219 -21.944 CG nearby N Shore TSS 2000 Taz ENSMUSG00000009995 X:74282765-74283969 ENSMUST00000147844 2.674 1.815 0.801 0.460 -1.473 0.0801 tafazzin [Source:MGI Symbol;Acc:MGI:109626]
chrX 74,281,027 + CpG 0.0319 0.3840 0.909 90.909 0.690 68.966 0.420 41.989 8.398 0.160 16.007 3.201 -0.219 -21.944 CG nearby N Shore TSS 2000 Taz ENSMUSG00000009995 X:74282749-74290148 ENSMUST00000156212 2.859 2.828 0.489 0.490 -1.011 0.9232 tafazzin [Source:MGI Symbol;Acc:MGI:109626]
chrX 74,281,027 + CpG 0.0319 0.3840 0.909 90.909 0.690 68.966 0.420 41.989 8.398 0.160 16.007 3.201 -0.219 -21.944 CG nearby N Shore TSS 2000 Taz ENSMUSG00000009995 X:74282761-74290148 ENSMUST00000114180 3.179 4.199 0.902 1.083 1.321 0.1457 tafazzin [Source:MGI Symbol;Acc:MGI:109626]
chrX 74,281,027 + CpG 0.0319 0.3840 0.909 90.909 0.690 68.966 0.420 41.989 8.398 0.160 16.007 3.201 -0.219 -21.944 CG nearby N Shore TSS 2000 Taz ENSMUSG00000009995 X:74282749-74290148 ENSMUST00000124200 4.940 6.446 1.371 1.157 1.305 0.0984 tafazzin [Source:MGI Symbol;Acc:MGI:109626]
chrX 74,281,027 + CpG 0.0319 0.3840 0.909 90.909 0.690 68.966 0.420 41.989 8.398 0.160 16.007 3.201 -0.219 -21.944 CG nearby N Shore TSS 2000 Taz ENSMUSG00000009995 X:74282696-74290151 ENSMUST00000069722 15.576 11.860 1.216 1.724 -1.313 0.0053 tafazzin [Source:MGI Symbol;Acc:MGI:109626]
chrX 74,967,654 + CpG 0.0196 0.1796 0.421 42.105 0.659 65.854 0.127 12.667 2.533 0.132 13.225 2.645 0.237 23.748 CG nearby Open Sea intergenic
chrX 75,046,589 + CpG 0.0085 0.3408 0.897 89.655 0.635 63.462 0.086 8.588 1.718 0.131 13.066 2.613 -0.262 -26.194 CG nearby Open Sea intergenic
chrX 77,405,860 + CpG 0.0131 0.0131 0.462 46.154 0.778 77.778 0.129 12.861 2.572 0.233 23.321 4.664 0.316 31.624 CG nearby Open Sea intergenic
chrX 79,279,067 + CpG 0.0208 0.0208 0.571 57.143 0.852 85.185 0.209 20.913 4.183 0.195 19.462 3.892 0.280 28.042 CG nearby Open Sea intergenic
chrX 79,466,094 + CpG 0.0494 0.1086 0.816 81.579 0.611 61.111 0.152 15.202 3.040 0.308 30.785 6.157 -0.205 -20.468 CG Open Sea intergenic
chrX 79,720,652 + CpG 0.0457 0.0348 0.652 65.169 0.779 77.876 0.079 7.880 1.576 0.075 7.523 1.505 0.127 12.708 CG nearby Open Sea intergenic
chrX 81,081,603 + CpG 0.0366 0.4291 0.509 50.943 0.703 70.313 0.082 8.186 1.637 0.210 21.027 4.205 0.194 19.369 CG nearby Open Sea Intron 1/2 Tmem47 ENSMUSG00000025666 X:81070715-81097872 ENSMUST00000026760 0.958 1.466 0.245 0.708 1.531 0.1899 transmembrane protein 47 [Source:MGI Symbol;Acc:MGI:2177570]
chrX 83,127,156 + CpG 0.0369 0.2343 0.560 56.000 0.818 81.818 0.223 22.346 4.469 0.421 42.144 8.429 0.258 25.818 CG nearby Open Sea intergenic
chrX 84,556,683 + CpG 0.0106 0.2362 0.382 38.235 0.727 72.727 0.220 21.981 4.396 0.211 21.134 4.227 0.345 34.492 CG nearby Open Sea intergenic
chrX 84,775,449 + CpG 0.0168 0.1756 0.485 48.485 0.778 77.778 0.331 33.076 6.615 0.138 13.824 2.765 0.293 29.293 CG nearby Open Sea intergenic
chrX 86,316,829 + CpG 0.0414 0.7789 0.590 58.974 0.824 82.353 0.321 32.059 6.412 0.060 6.046 1.209 0.234 23.379 CG nearby Open Sea intergenic
chrX 86,819,003 + CpG 0.0279 0.0279 0.438 43.750 0.710 70.968 0.361 36.061 7.212 0.140 14.003 2.801 0.272 27.218 CG nearby Open Sea intergenic
chrX 87,213,946 + CpG 0.0186 0.0034 0.360 36.000 0.692 69.231 0.320 31.988 6.398 0.242 24.151 4.830 0.332 33.231 CG Open Sea intergenic
chrX 87,571,066 + CpG 0.0271 0.3154 0.455 45.455 0.677 67.742 0.276 27.601 5.520 0.149 14.931 2.986 0.223 22.287 CG nearby Open Sea intergenic
chrX 88,115,437 + CpG 0.0425 0.4929 0.453 45.283 0.648 64.815 0.233 23.286 4.657 0.202 20.169 4.034 0.195 19.532 CG nearby Open Sea intergenic
chrX 88,161,552 + CpG 0.0360 0.0526 0.746 74.627 0.550 55.000 0.342 34.228 6.846 0.242 24.154 4.831 -0.196 -19.627 CG nearby Open Sea intergenic
chrX 89,377,195 + CpG 0.0190 0.2704 0.629 62.857 0.893 89.286 0.221 22.101 4.420 0.138 13.819 2.764 0.264 26.429 CG nearby Open Sea intergenic
chrX 90,062,974 + CpG 0.0421 0.3866 0.850 85.000 0.565 56.522 0.149 14.907 2.981 0.327 32.655 6.531 -0.285 -28.478 CG Open Sea intergenic
chrX 90,976,401 + CpG 0.0346 0.3567 0.477 47.727 0.696 69.565 0.243 24.295 4.859 0.170 16.962 3.392 0.218 21.838 CG Open Sea intergenic
chrX 93,295,480 + CpG 0.0330 0.0359 0.571 57.143 0.250 25.000 0.291 29.111 5.822 0.219 21.925 4.385 -0.321 -32.143 CG N Shore Intron 4/4 Arx ENSMUSG00000035277 X:93286495-93298357 ENSMUST00000046565 5.228 3.172 1.122 0.569 -1.648 0.0109 aristaless related homeobox [Source:MGI Symbol;Acc:MGI:1097716]
chrX 93,300,095 + CpG 0.0380 0.3213 0.633 63.333 0.348 34.783 0.179 17.923 3.585 0.057 5.701 1.140 -0.286 -28.551 CG S Shore false intergenic Arx ENSMUSG00000035277 X:93286495-93298357 ENSMUST00000046565 5.228 3.172 1.122 0.569 -1.648 0.0109 aristaless related homeobox [Source:MGI Symbol;Acc:MGI:1097716]
chrX 95,670,180 + CpG 0.0154 0.0154 0.553 55.263 0.811 81.081 0.226 22.611 4.522 0.103 10.316 2.063 0.258 25.818 CG Open Sea intergenic
chrX 97,048,420 + CpG 0.0148 0.1512 0.512 51.220 0.677 67.717 0.040 4.006 0.801 0.179 17.929 3.586 0.165 16.497 CG nearby Open Sea intergenic
chrX 99,472,484 + CpG 0.0297 0.0110 0.567 56.667 0.852 85.185 0.315 31.500 6.300 0.210 21.009 4.202 0.285 28.519 CG nearby S Shore TSS 2000 Pja1 ENSMUSG00000034403 X:99466145-99470672 ENSMUST00000113797 2.267 2.094 2.067 0.979 -1.082 0.8722 praja ring finger ubiquitin ligase 1 [Source:MGI Symbol;Acc:MGI:1101765]
chrX 99,472,484 + CpG 0.0297 0.0110 0.567 56.667 0.852 85.185 0.315 31.500 6.300 0.210 21.009 4.202 0.285 28.519 CG nearby S Shore TSS 2000 Pja1 ENSMUSG00000034403 X:99465737-99470687 ENSMUST00000113790 6.606 6.549 1.013 1.474 -1.009 0.9446 praja ring finger ubiquitin ligase 1 [Source:MGI Symbol;Acc:MGI:1101765]
chrX 99,472,484 + CpG 0.0297 0.0110 0.567 56.667 0.852 85.185 0.315 31.500 6.300 0.210 21.009 4.202 0.285 28.519 CG nearby S Shore TSS 2000 Pja1 ENSMUSG00000034403 X:99466113-99470692 ENSMUST00000036354 9.100 7.797 0.890 1.958 -1.167 0.2278 praja ring finger ubiquitin ligase 1 [Source:MGI Symbol;Acc:MGI:1101765]
chrX 99,472,484 + CpG 0.0297 0.0110 0.567 56.667 0.852 85.185 0.315 31.500 6.300 0.210 21.009 4.202 0.285 28.519 CG nearby S Shore TSS 2000 Pja1 ENSMUSG00000034403 X:99465767-99470735 ENSMUST00000167246 22.180 21.731 1.367 2.211 -1.021 0.7116 praja ring finger ubiquitin ligase 1 [Source:MGI Symbol;Acc:MGI:1101765]
chrX 99,574,513 + CpG 0.0274 0.0059 0.289 28.889 0.525 52.500 0.328 32.795 6.559 0.236 23.640 4.728 0.236 23.611 CG nearby Open Sea intergenic
chrX 100,585,634 + CpG 0.0298 0.0141 0.517 51.724 0.810 80.952 0.242 24.223 4.845 0.273 27.325 5.465 0.292 29.228 CG Open Sea intergenic
chrX 100,809,881 + CpG 0.0221 0.0010 0.394 39.394 0.667 66.667 0.188 18.797 3.759 0.251 25.135 5.027 0.273 27.273 CG Open Sea Intron 5/11 Dlg3 ENSMUSG00000000881 X:100777284-100818408 ENSMUST00000151020 15.528 11.611 0.327 2.614 -1.337 0.0279 discs large MAGUK scaffold protein 3 [Source:MGI Symbol;Acc:MGI:1888986]
chrX 100,953,803 + CpG 0.0370 0.0116 0.515 51.515 0.709 70.930 0.227 22.671 4.534 0.318 31.831 6.366 0.194 19.415 cg Open Sea intergenic
chrX 102,938,912 + CpG 0.0115 0.0050 0.543 54.286 0.865 86.486 0.199 19.877 3.975 0.102 10.182 2.036 0.322 32.201 CG nearby Open Sea intergenic
chrX 103,389,498 + CpG 0.0476 0.0479 0.635 63.462 0.808 80.769 0.103 10.285 2.057 0.137 13.676 2.735 0.173 17.308 CG Open Sea Exon 6/6 Chic1 ENSMUSG00000031327 X:103356475-103396092 ENSMUST00000116547 65.870 48.577 3.971 14.694 -1.356 0.0562 cysteine-rich hydrophobic domain 1 [Source:MGI Symbol;Acc:MGI:1344694]
chrX 106,360,696 + CpG 0.0254 0.1439 0.907 90.698 0.723 72.340 0.421 42.123 8.425 0.122 12.181 2.436 -0.184 -18.357 CG nearby Open Sea intergenic
chrX 107,256,032 + CpG 0.0164 0.0164 0.160 16.000 0.359 35.938 0.096 9.610 1.922 0.139 13.935 2.787 0.199 19.938 CG Open Sea intergenic
chrX 110,813,901 + CpG 0.0493 0.9608 0.182 18.182 0.455 45.455 0.128 12.840 2.568 0.192 19.225 3.845 0.273 27.273 CG nearby N Shore intergenic
chrX 110,962,947 + CpG 0.0138 0.0868 0.614 61.364 0.831 83.051 0.115 11.526 2.305 0.130 13.000 2.600 0.217 21.687 CG nearby Open Sea intergenic
chrX 112,602,672 + CpG 0.0334 0.0138 0.536 53.571 0.770 77.027 0.313 31.254 6.251 0.031 3.111 0.622 0.235 23.456 CG S Shore intergenic
chrX 113,072,474 + CpG 0.0370 0.0950 0.852 85.185 0.571 57.143 0.135 13.458 2.692 0.257 25.677 5.135 -0.280 -28.042 CG nearby Open Sea Intron 9/14 Chm ENSMUSG00000025531 X:113040592-113185517 ENSMUST00000026607 7.396 7.669 0.593 0.728 1.037 0.5353 choroidermia (RAB escort protein 1) [Source:MGI Symbol;Acc:MGI:892979]
chrX 115,442,979 + CpG 0.0002 0.0002 0.234 23.438 0.603 60.256 0.098 9.848 1.970 0.160 16.011 3.202 0.368 36.819 CG Open Sea intergenic
chrX 122,796,581 + CpG 0.0406 0.0442 0.708 70.833 0.423 42.308 0.215 21.493 4.299 0.225 22.500 4.500 -0.285 -28.526 CG nearby Open Sea intergenic
chrX 129,371,189 + CpG 0.0123 0.0213 0.484 48.387 0.784 78.378 0.254 25.355 5.071 0.361 36.074 7.215 0.300 29.991 CG nearby Open Sea intergenic
chrX 129,966,621 + CpG 0.0237 0.1795 0.483 48.276 0.744 74.419 0.239 23.930 4.786 0.123 12.296 2.459 0.261 26.143 CG Open Sea Exon 15/27 Diaph2 ENSMUSG00000034480 X:129749975-130465834 ENSMUST00000113320 1.683 1.242 0.277 0.280 -1.355 0.0367 diaphanous related formin 2 [Source:MGI Symbol;Acc:MGI:1858500]
chrX 130,054,018 + CpG 0.0061 0.0649 0.446 44.554 0.652 65.179 0.161 16.090 3.218 0.068 6.818 1.364 0.206 20.624 CG nearby Open Sea Intron 19/26 Diaph2 ENSMUSG00000034480 X:129749975-130465834 ENSMUST00000113320 1.683 1.242 0.277 0.280 -1.355 0.0367 diaphanous related formin 2 [Source:MGI Symbol;Acc:MGI:1858500]
chrX 130,892,263 + CpG 0.0239 0.2694 0.903 90.323 0.656 65.625 0.092 9.170 1.834 0.217 21.731 4.346 -0.247 -24.698 CG Open Sea intergenic
chrX 131,164,741 + CpG 0.0311 0.0311 0.269 26.923 0.545 54.545 0.420 42.017 8.403 0.055 5.477 1.095 0.276 27.622 CG nearby Open Sea intergenic
chrX 133,519,398 + CpG 0.0290 0.0290 0.545 54.545 0.806 80.556 0.232 23.152 4.630 0.125 12.503 2.501 0.260 26.010 CG nearby Open Sea intergenic
chrX 134,472,029 + CpG 0.0453 0.1882 0.675 67.500 0.879 87.879 0.167 16.722 3.344 0.255 25.455 5.091 0.204 20.379 CG N Shelf intergenic
chrX 136,667,668 + CpG 0.0360 0.3980 0.514 51.429 0.231 23.077 0.252 25.180 5.036 0.237 23.690 4.738 -0.284 -28.352 CG nearby S Shore Exon 3/3 Tceal3 ENSMUSG00000044550 X:136666402-136668374 ENSMUST00000113100 1.028 0.728 0.367 0.488 -1.413 0.3056 transcription elongation factor A (SII)-like 3 [Source:MGI Symbol;Acc:MGI:1913354]
chrX 136,667,668 + CpG 0.0360 0.3980 0.514 51.429 0.231 23.077 0.252 25.180 5.036 0.237 23.690 4.738 -0.284 -28.352 CG nearby S Shore Exon 3/3 Tceal3 ENSMUSG00000044550 X:136666374-136668378 ENSMUST00000060904 10.928 11.313 1.221 1.975 1.035 0.7224 transcription elongation factor A (SII)-like 3 [Source:MGI Symbol;Acc:MGI:1913354]
chrX 136,667,668 + CpG 0.0360 0.3980 0.514 51.429 0.231 23.077 0.252 25.180 5.036 0.237 23.690 4.738 -0.284 -28.352 CG nearby S Shore check manually Tceal3 ENSMUSG00000044550 X:136666610-136668065 ENSMUST00000128040 11.838 11.750 2.701 1.846 -1.007 0.9538 transcription elongation factor A (SII)-like 3 [Source:MGI Symbol;Acc:MGI:1913354]
chrX 137,256,841 + CpG 0.0131 0.1238 0.780 78.049 0.448 44.828 0.180 17.979 3.596 0.363 36.312 7.262 -0.332 -33.221 CG nearby Open Sea intergenic



chrX 137,653,668 + CpG 0.0294 0.1307 0.911 91.111 0.714 71.429 0.049 4.901 0.980 0.132 13.224 2.645 -0.197 -19.683 CG nearby Open Sea intergenic
chrX 140,157,426 + CpG 0.0159 0.0604 0.732 73.239 0.541 54.054 0.139 13.913 2.783 0.195 19.475 3.895 -0.192 -19.185 cg Open Sea intergenic
chrX 140,704,609 + CpG 0.0037 0.0118 0.774 77.419 0.375 37.500 0.142 14.220 2.844 0.309 30.889 6.178 -0.399 -39.919 CG nearby Open Sea Intron 3/9 Mid2 ENSMUSG00000000266 X:140664955-140767715 ENSMUST00000112990 2.158 2.674 0.440 0.921 1.239 0.3039 midline 2 [Source:MGI Symbol;Acc:MGI:1344333]
chrX 140,704,609 + CpG 0.0037 0.0118 0.774 77.419 0.375 37.500 0.142 14.220 2.844 0.309 30.889 6.178 -0.399 -39.919 CG nearby Open Sea Intron 2/8 Mid2 ENSMUSG00000000266 X:140678027-140767715 ENSMUST00000112993 8.175 8.238 0.330 1.390 1.008 0.9259 midline 2 [Source:MGI Symbol;Acc:MGI:1344333]
chrX 142,379,986 + CpG 0.0433 0.2819 0.720 72.000 0.440 44.000 0.191 19.113 3.823 0.157 15.750 3.150 -0.280 -28.000 CG nearby Open Sea Intron 1/15 Acsl4 ENSMUSG00000031278 X:142317992-142390344 ENSMUST00000112907 1.110 0.896 1.001 0.668 -1.238 0.7035 acyl-CoA synthetase long-chain family member 4 [Source:MGI Symbol;Acc:MGI:1354713]
chrX 142,379,986 + CpG 0.0433 0.2819 0.720 72.000 0.440 44.000 0.191 19.113 3.823 0.157 15.750 3.150 -0.280 -28.000 CG nearby Open Sea Intron 1/15 Acsl4 ENSMUSG00000031278 X:142317992-142390535 ENSMUST00000033634 1.246 0.511 0.659 0.431 -2.439 0.0758 acyl-CoA synthetase long-chain family member 4 [Source:MGI Symbol;Acc:MGI:1354713]
chrX 142,379,986 + CpG 0.0433 0.2819 0.720 72.000 0.440 44.000 0.191 19.113 3.823 0.157 15.750 3.150 -0.280 -28.000 CG nearby Open Sea Intron 1/15 Acsl4 ENSMUSG00000031278 X:142317992-142390504 ENSMUST00000112903 1.482 1.990 0.691 0.332 1.343 0.1908 acyl-CoA synthetase long-chain family member 4 [Source:MGI Symbol;Acc:MGI:1354713]
chrX 142,379,986 + CpG 0.0433 0.2819 0.720 72.000 0.440 44.000 0.191 19.113 3.823 0.157 15.750 3.150 -0.280 -28.000 CG nearby Open Sea Intron 1/15 Acsl4 ENSMUSG00000031278 X:142317992-142390504 ENSMUST00000112904 6.091 6.264 1.264 1.099 1.028 0.8237 acyl-CoA synthetase long-chain family member 4 [Source:MGI Symbol;Acc:MGI:1354713]
chrX 142,855,368 + CpG 0.0382 0.4420 0.754 75.439 0.913 91.304 0.078 7.824 1.565 0.136 13.622 2.724 0.159 15.866 CG Open Sea intergenic
chrX 143,680,045 + CpG 0.0140 0.0067 0.436 43.590 0.707 70.732 0.274 27.372 5.474 0.192 19.179 3.836 0.271 27.142 CG nearby Open Sea Intron 1/4 Pak3 ENSMUSG00000031284 X:143664390-143716145 ENSMUST00000156449 6.013 9.014 1.084 3.418 1.499 0.1227 p21 (RAC1) activated kinase 3 [Source:MGI Symbol;Acc:MGI:1339656]
chrX 143,680,045 + CpG 0.0140 0.0067 0.436 43.590 0.707 70.732 0.274 27.372 5.474 0.192 19.179 3.836 0.271 27.142 CG nearby Open Sea Intron 2/2 Pak3 ENSMUSG00000031284 X:143664372-143693384 ENSMUST00000126592 9.075 13.826 2.182 5.087 1.524 0.1085 p21 (RAC1) activated kinase 3 [Source:MGI Symbol;Acc:MGI:1339656]
chrX 143,747,993 + CpG 0.0385 0.3557 0.583 58.333 0.829 82.857 0.253 25.342 5.068 0.129 12.939 2.588 0.245 24.524 CG nearby Open Sea Intron 7/13 Pak3 ENSMUSG00000031284 X:143693285-143797796 ENSMUST00000172330 14.815 22.184 1.185 5.798 1.497 0.0453 p21 (RAC1) activated kinase 3 [Source:MGI Symbol;Acc:MGI:1339656]
chrX 143,858,227 + CpG 0.0202 0.0146 0.868 86.842 0.600 60.000 0.153 15.309 3.062 0.274 27.434 5.487 -0.268 -26.842 CG nearby Open Sea 3'UTR Dcx ENSMUSG00000031285 X:143855841-143933311 ENSMUST00000033642 6.928 8.541 0.797 3.234 1.233 0.3336 doublecortin [Source:MGI Symbol;Acc:MGI:1277171]
chrX 144,466,847 + CpG 0.0056 0.4181 0.441 44.118 0.763 76.316 0.101 10.093 2.019 0.133 13.258 2.652 0.322 32.198 CG nearby Open Sea intergenic
chrX 145,755,884 + CpG 0.0208 0.0049 0.275 27.500 0.556 55.556 0.339 33.920 6.784 0.217 21.651 4.330 0.281 28.056 CG nearby Open Sea intergenic
chrX 151,045,761 + CpG 0.0251 0.2985 0.856 85.567 0.677 67.692 0.181 18.066 3.613 0.179 17.858 3.572 -0.179 -17.875 CG nearby N Shore TSS 1500 Fgd1 ENSMUSG00000025265 X:151047169-151089521 ENSMUST00000026296 2.321 1.962 0.429 0.514 -1.183 0.2658 FYVE, RhoGEF and PH domain containing 1 [Source:MGI Symbol;Acc:MGI:104566]
chrX 152,336,527 + CpG 0.0131 0.0115 0.161 16.129 0.436 43.590 0.417 41.655 8.331 0.126 12.551 2.510 0.275 27.461 CG Open Sea false intergenic Tspyl2 ENSMUSG00000041096 X:152336851-152342425 ENSMUST00000149685 1.417 1.040 0.688 0.972 -1.362 0.5016 TSPY-like 2 [Source:MGI Symbol;Acc:MGI:106244]
chrX 152,336,527 + CpG 0.0131 0.0115 0.161 16.129 0.436 43.590 0.417 41.655 8.331 0.126 12.551 2.510 0.275 27.461 CG Open Sea false intergenic Tspyl2 ENSMUSG00000041096 X:152336851-152342425 ENSMUST00000138918 2.403 1.979 0.629 0.315 -1.214 0.2275 TSPY-like 2 [Source:MGI Symbol;Acc:MGI:106244]
chrX 152,336,527 + CpG 0.0131 0.0115 0.161 16.129 0.436 43.590 0.417 41.655 8.331 0.126 12.551 2.510 0.275 27.461 CG Open Sea false intergenic Tspyl2 ENSMUSG00000041096 X:152336854-152342425 ENSMUST00000044509 28.877 21.697 2.560 4.613 -1.331 0.0216 TSPY-like 2 [Source:MGI Symbol;Acc:MGI:106244]
chrX 156,988,493 + CpG 0.0417 0.0417 0.710 71.014 0.853 85.294 0.156 15.648 3.130 0.102 10.212 2.042 0.143 14.280 CG nearby Open Sea intergenic
chrX 158,863,959 + CpG 0.0045 0.0045 0.506 50.588 0.736 73.563 0.022 2.180 0.436 0.118 11.800 2.360 0.230 22.975 CG nearby Open Sea intergenic
chrX 161,479,563 + CpG 0.0418 0.1351 0.450 45.000 0.762 76.190 0.370 36.998 7.400 0.390 39.038 7.808 0.312 31.190 CG Open Sea intergenic
chrX 162,859,921 + CpG 0.0239 0.5466 0.548 54.762 0.795 79.487 0.293 29.282 5.856 0.184 18.384 3.677 0.247 24.725 CG Open Sea Exon 2/4 Syap1 ENSMUSG00000031357 X:162857908-162863472 ENSMUST00000134629 1.242 1.187 0.221 0.274 -1.047 0.7335 synapse associated protein 1 [Source:MGI Symbol;Acc:MGI:1914293]
chrX 162,859,921 + CpG 0.0239 0.5466 0.548 54.762 0.795 79.487 0.293 29.282 5.856 0.184 18.384 3.677 0.247 24.725 CG Open Sea Exon 7/9 Syap1 ENSMUSG00000031357 X:162857056-162888447 ENSMUST00000033723 28.639 27.794 1.163 1.730 -1.030 0.3950 synapse associated protein 1 [Source:MGI Symbol;Acc:MGI:1914293]
chrX 163,635,657 + CpG 0.0464 0.0464 0.808 80.769 0.667 66.667 0.113 11.287 2.257 0.087 8.703 1.741 -0.141 -14.103 CG nearby Open Sea intergenic
chrX 167,104,611 + CpG 0.0007 0.2026 0.159 15.888 0.318 31.841 0.094 9.429 1.886 0.044 4.411 0.882 0.160 15.953 CG Open Sea intergenic
chrX 167,386,256 + CpG 0.0491 0.1651 0.793 79.310 0.543 54.286 0.153 15.279 3.056 0.203 20.341 4.068 -0.250 -25.025 CG nearby S Shelf intergenic
chrX 168,945,106 + CpG 0.0018 0.9027 0.674 67.442 0.314 31.429 0.199 19.890 3.978 0.159 15.944 3.189 -0.360 -36.013 CG Open Sea intergenic



Category Term Genes Number of genes Fold Enrichment unadjusted p-value

KEGG_PATHWAY Amphetamine addiction Ddc, Adcy5, Grin1, Gria3, Gnas, Ppp3ca, Prkacb, Cacna1c, Prkcb, Atf210 5.3 9.90E-05

KEGG_PATHWAY Long-term potentiation Rps6ka3, Grin1, Crebbp, Rap1a, Rap1b, Ppp3ca, Prkacb, Cacna1c, Prkcb9 4.8 5.00E-04
KEGG_PATHWAY Cocaine addiction Ddc, Adcy5, Grin1, Gnas, Prkacb, Atf2 6 4.3 1.20E-02

KEGG_PATHWAY Insulin secretion Kcnma1, Gcg, Adcy5, Gnas, Prkacb, Cacna1c, Pclo, Prkcb, Kcnmb2, Atf210 4.1 6.70E-04

KEGG_PATHWAY ECM-receptor interaction Lama2, Itga9, Lama4, Tnxb, Col3a1, Itga1, Col1a2, Itga4, Itgb1, Col5a210 4 7.90E-04

KEGG_PATHWAY Renin secretion Kcnma1, Adcy5, Gucy1a3, Gnas, Pde3a, Ppp3ca, Prkacb, Cacna1c8 4 3.70E-03

 Supplementary Table S7: Top five KEGG pathways hits of differentially methylated and expressed genes in islets of diabetes-prone compared to diabetes-resistant animals (see Figure
5). Pathways are ranked by fold enrichment analysis.



CpG  site Gene symbol Chromosome Gene
region

Odds
ratio

95% Confidence
interval

unadjusted p-
value

cg25381383 MEIS2 chr15 TSS1500 0.33 (0.2; 0.55) 1.9E-05
cg11995041 WWOX chr16 Body 2.36 (1.5; 3.71) 2.2E-04
cg19746591 TAOK3 chr12 Body 3.18 (1.7; 5.94) 2.9E-04
cg09587151 ATF7 chr12 5'UTR 0.52 (0.36; 0.74) 3.2E-04
cg09587151 ATF7 chr12 TSS200 0.52 (0.36; 0.74) 3.2E-04
cg09587151 ATF7 chr12 Body 0.52 (0.36; 0.74) 3.2E-04
cg17429772 PTPRN2 chr7 Body 2.04 (1.38; 3.02) 3.3E-04
cg17223866 ERI3 chr1 Body 0.51 (0.35; 0.74) 3.9E-04
cg00353899 TNFRSF11A chr18 Body 2.69 (1.55; 4.64) 4.0E-04
cg07403233 PTPRN2 chr7 Body 2.14 (1.4; 3.27) 4.2E-04
cg11025469 PTPRN2 chr7 Body 2.04 (1.37; 3.05) 4.7E-04
cg22695921 ZBTB20 chr3 Body 0.44 (0.27; 0.7) 5.3E-04
cg22695921 ZBTB20 chr3 3'UTR 0.44 (0.27; 0.7) 5.3E-04
cg16111244 AKAP13 chr15 Body 2.39 (1.46; 3.92) 5.5E-04
cg01703291 PDE8A chr15 Body 2.08 (1.37; 3.16) 6.1E-04
cg22991963 ERI3 chr1 Body 0.53 (0.37; 0.76) 7.0E-04
cg09983370 ATP8A1 chr4 Body 0.56 (0.39; 0.78) 7.3E-04
cg19055919 CACNA1C chr12 Body 2.09 (1.36; 3.22) 8.1E-04
cg24236085 CSMD2 chr1 TSS200 0.56 (0.39; 0.79) 8.8E-04
cg06027691 CTDSPL chr3 Body 0.52 (0.36; 0.77) 8.9E-04
cg02552307 PTPRU chr1 Body 2.34 (1.41; 3.87) 9.3E-04
cg10175632 WWOX chr16 Body 0.54 (0.37; 0.78) 9.5E-04
cg26871576 NOL4L chr20 Body 1.97 (1.32; 2.95) 1.0E-03
cg03507228 CHD6 chr20 TSS200 1.99 (1.31; 3.02) 1.2E-03
cg11075883 CNTNAP2 chr7 Body 0.3 (0.15; 0.62) 1.2E-03
cg05593618 LOC100130933 chr17 Body 1.91 (1.29; 2.82) 1.3E-03
cg05593618 RECQL5 chr17 Body 1.91 (1.29; 2.82) 1.3E-03
cg07088328 DDHD2 chr8 5'UTR 0.56 (0.39; 0.8) 1.3E-03
cg07088328 DDHD2 chr8 1stExon 0.56 (0.39; 0.8) 1.3E-03
cg07088328 DDHD2 chr8 TSS1500 0.56 (0.39; 0.8) 1.3E-03
cg13762595 PHACTR1 chr6 Body 0.54 (0.38; 0.79) 1.3E-03
cg26425766 PTPRN2 chr7 Body 0.58 (0.42; 0.81) 1.3E-03
cg06620266 TXNDC9 chr2 5'UTR 0.57 (0.4; 0.8) 1.4E-03
cg02358382 PTPRN2 chr7 Body 0.55 (0.38; 0.8) 1.5E-03
cg09234312 COL5A2 chr2 Body 1.8 (1.25; 2.6) 1.7E-03
cg04136484 TNRC6B chr22 Body 1.83 (1.26; 2.67) 1.7E-03
cg06471042 MEIS2 chr15 5'UTR 0.42 (0.25; 0.73) 1.8E-03
cg06471042 MEIS2 chr15 TSS200 0.42 (0.25; 0.73) 1.8E-03
cg06471042 MEIS2 chr15 TSS1500 0.42 (0.25; 0.73) 1.8E-03
cg12159230 TAOK3 chr12 5'UTR 0.54 (0.37; 0.79) 1.8E-03
cg25947619 AKAP13 chr15 Body 0.52 (0.34; 0.79) 1.9E-03
cg27536708 GOLT1B chr12 5'UTR 0.37 (0.2; 0.69) 1.9E-03
cg27536708 GOLT1B chr12 1stExon 0.37 (0.2; 0.69) 1.9E-03
cg27536708 RECQL chr12 TSS1500 0.37 (0.2; 0.69) 1.9E-03
cg01209914 PTPRU chr1 Body 1.9 (1.27; 2.86) 1.9E-03
cg11541124 SRSF10 chr1 Body 1.95 (1.28; 2.98) 2.1E-03
cg11541124 SRSF10 chr1 ExonBnd 1.95 (1.28; 2.98) 2.1E-03
cg10631304 TNFRSF1B chr1 Body 1.9 (1.26; 2.85) 2.1E-03
cg25625815 CUX2 chr12 Body 1.98 (1.28; 3.07) 2.2E-03
cg08515646 PTPRN2 chr7 Body 0.5 (0.33; 0.78) 2.2E-03
cg19744528 PTPRN2 chr7 Body 0.6 (0.44; 0.84) 2.3E-03
cg08599635 WWOX chr16 Body 2.04 (1.29; 3.22) 2.3E-03
cg19463796 PTPRN2 chr7 Body 1.62 (1.19; 2.2) 2.3E-03
cg00736375 ZBTB20 chr3 Body 0.58 (0.41; 0.82) 2.4E-03

Supplementary Table S8: Prospective association between T2D and DNA methylation in blood cells of
participants in a nested case-control subcohort from EPIC-Potsdam study. All CpG sites used in the analysis
are included in the table. Methylation profiles were assessed by 850K arrays.



cg00736375 ZBTB20 chr3 5'UTR 0.58 (0.41; 0.82) 2.4E-03
cg14276730 CHD6 chr20 Body 0.56 (0.38; 0.81) 2.4E-03
cg21325941 AKAP13 chr15 TSS1500 0.6 (0.44; 0.84) 2.5E-03
cg00591353 CDH13 chr16 Body 0.34 (0.17; 0.68) 2.5E-03
cg18427465 FBXO34 chr14 TSS1500 0.57 (0.39; 0.82) 2.5E-03
cg01068006 PEX14 chr1 TSS200 0.62 (0.46; 0.85) 2.5E-03
cg23953684 TENM2 chr5 Body 1.93 (1.26; 2.96) 2.5E-03
cg18278694 CEP350 chr1 5'UTR 0.16 (0.05; 0.52) 2.6E-03
cg14277044 RTN4RL1 chr17 Body 0.45 (0.27; 0.76) 2.6E-03
cg09707140 ARID1A chr1 ExonBnd 0.6 (0.43; 0.84) 2.8E-03
cg09707140 ARID1A chr1 Body 0.6 (0.43; 0.84) 2.8E-03
cg12111758 CUX2 chr12 Body 0.62 (0.46; 0.85) 2.8E-03
cg01511557 ELAVL4 chr1 Body 1.79 (1.22; 2.62) 2.8E-03
cg25735593 ZBTB20 chr3 Body 0.48 (0.3; 0.78) 2.8E-03
cg25735593 ZBTB20 chr3 5'UTR 0.48 (0.3; 0.78) 2.8E-03
cg12005819 CTDSPL chr3 Body 2.2 (1.31; 3.69) 2.9E-03
cg17748769 PTPRN2 chr7 Body 0.55 (0.37; 0.81) 2.9E-03
cg22487972 TNFRSF1B chr1 TSS1500 1.98 (1.26; 3.12) 2.9E-03
cg25043477 C11orf67 chr11 TSS1500 1.7 (1.2; 2.41) 3.0E-03
cg13580196 PDE8A chr15 Body 0.52 (0.33; 0.8) 3.0E-03
cg12526346 ATF7IP chr12 5'UTR 0.56 (0.38; 0.82) 3.1E-03
cg25923062 TNRC6B chr22 5'UTR 2.2 (1.3; 3.7) 3.1E-03
cg02713721 CDH13 chr16 5'UTR 1.93 (1.25; 2.97) 3.2E-03
cg02713721 CDH13 chr16 Body 1.93 (1.25; 2.97) 3.2E-03
cg00099393 PTPRN2 chr7 Body 1.91 (1.24; 2.94) 3.2E-03
cg00698295 RECQL5 chr17 Body 1.78 (1.21; 2.6) 3.2E-03
cg11005229 SGIP1 chr1 Body 0.45 (0.26; 0.77) 3.3E-03
cg12999230 ORC4 chr2 TSS1500 2 (1.26; 3.18) 3.3E-03
cg12999230 MBD5 chr2 5'UTR 2 (1.26; 3.18) 3.3E-03
cg05203917 PDE8A chr15 Body 1.78 (1.21; 2.61) 3.4E-03
cg06150803 TNFRSF19 chr13 TSS1500 0.59 (0.42; 0.84) 3.5E-03
cg04212285 PTPRN2 chr7 Body 1.72 (1.19; 2.47) 3.5E-03
cg02278209 FBXO38 chr5 Body 2.07 (1.27; 3.39) 3.6E-03
cg05136628 CDH13 chr16 3'UTR 1.92 (1.24; 2.97) 3.6E-03
cg17681277 TNFRSF12A chr16 TSS200 0.54 (0.36; 0.82) 3.6E-03
cg11517132 PTPRN2 chr7 Body 1.78 (1.21; 2.63) 3.7E-03
cg19297726 NRXN1 chr2 Body 0.58 (0.41; 0.84) 3.8E-03
cg07676349 PTPRS chr19 Body 1.75 (1.2; 2.56) 3.8E-03
cg25612405 CREBBP chr16 Body 1.8 (1.21; 2.68) 3.8E-03
cg02230543 PTPRN2 chr7 Body 0.55 (0.37; 0.82) 3.9E-03
cg16409367 MEIS2 chr15 TSS1500 0.47 (0.29; 0.79) 3.9E-03
cg04979551 CREBBP chr16 Body 0.55 (0.36; 0.82) 3.9E-03
cg00733324 EIF2S1 chr14 Body 0.53 (0.34; 0.82) 4.3E-03
cg11293572 PTPRN2 chr7 Body 1.85 (1.21; 2.83) 4.3E-03
cg17190864 TNFRSF10B chr8 TSS200 0.59 (0.42; 0.85) 4.4E-03
cg19899563 SGIP1 chr1 TSS1500 0.62 (0.44; 0.86) 4.4E-03
cg04217753 DMXL2 chr15 Body 0.51 (0.32; 0.81) 4.4E-03
cg00333583 PDE8A chr15 Body 0.57 (0.39; 0.84) 4.4E-03
cg01370437 PTPRN2 chr7 Body 1.79 (1.2; 2.68) 4.4E-03
cg27526736 PDE8A chr15 5'UTR 1.94 (1.23; 3.06) 4.4E-03
cg27526736 PDE8A chr15 Body 1.94 (1.23; 3.06) 4.4E-03
cg03784829 TAOK3 chr12 5'UTR 0.57 (0.39; 0.84) 4.4E-03
cg02641442 MEX3A chr1 TSS1500 1.9 (1.22; 2.95) 4.6E-03
cg14953636 CACNA1C chr12 Body 2 (1.24; 3.24) 4.8E-03
cg23427362 CACNA1C chr12 Body 1.7 (1.17; 2.45) 4.9E-03
cg02001390 PTPRS chr19 5'UTR 1.85 (1.2; 2.83) 5.0E-03
cg04872075 FBXO31 chr16 Body 1.69 (1.17; 2.45) 5.0E-03
cg09409457 PTPRN2 chr7 Body 0.58 (0.39; 0.85) 5.1E-03
cg26699755 RTN4RL1 chr17 Body 0.58 (0.4; 0.85) 5.1E-03
cg08549648 TENM2 chr5 Body 0.57 (0.39; 0.85) 5.1E-03
cg16143506 CNTNAP2 chr7 Body 2 (1.23; 3.25) 5.1E-03



cg27365342 PHACTR1 chr6 Body 1.94 (1.22; 3.08) 5.2E-03
cg10705789 TDRP chr8 Body 1.88 (1.21; 2.92) 5.3E-03
cg12767196 TNR chr1 5'UTR 0.57 (0.39; 0.85) 5.4E-03
cg20190112 TNFRSF10D chr8 TSS1500 0.6 (0.42; 0.86) 5.5E-03
cg15688583 UBE2E2 chr3 Body 2.77 (1.35; 5.7) 5.5E-03
cg11436846 PHACTR1 chr6 Body 1.83 (1.19; 2.82) 5.7E-03
cg20723588 UBE2E2 chr3 TSS1500 0.59 (0.4; 0.86) 5.7E-03
cg11628355 PTPRN2 chr7 Body 1.6 (1.15; 2.22) 5.7E-03
cg23344069 FBXO36 chr2 Body 1.56 (1.14; 2.15) 5.7E-03
cg15921461 PTPRN2 chr7 Body 0.62 (0.45; 0.87) 5.7E-03
cg23349322 PEX14 chr1 Body 1.68 (1.16; 2.44) 5.8E-03
cg23887345 PTPRN2 chr7 Body 0.59 (0.41; 0.86) 5.8E-03
cg08856946 CDH13 chr16 Body 0.51 (0.31; 0.82) 5.8E-03
cg26229968 DMXL2 chr15 TSS1500 0.63 (0.46; 0.88) 5.8E-03
cg05553474 NDUFA9 chr12 TSS1500 0.62 (0.44; 0.87) 5.8E-03
cg03305742 FBXO31 chr16 Body 0.6 (0.42; 0.86) 5.8E-03
cg03305742 FBXO31 chr16 5'UTR 0.6 (0.42; 0.86) 5.8E-03
cg06678608 WWOX chr16 ExonBnd 0.58 (0.39; 0.85) 5.9E-03
cg06678608 WWOX chr16 Body 0.58 (0.39; 0.85) 5.9E-03
cg12843697 CACNA1C chr12 Body 2.75 (1.33; 5.66) 6.2E-03
cg26267259 PTPRN2 chr7 Body 0.56 (0.37; 0.85) 6.3E-03
cg11381171 NRXN1 chr2 Body 0.46 (0.27; 0.81) 6.5E-03
cg17423711 POU2F1 chr1 5'UTR 0.36 (0.17; 0.75) 6.5E-03
cg17423711 POU2F1 chr1 1stExon 0.36 (0.17; 0.75) 6.5E-03
cg00044488 PTPRN2 chr7 1stExon 0.54 (0.34; 0.84) 6.5E-03
cg00044488 PTPRN2 chr7 Body 0.54 (0.34; 0.84) 6.5E-03
cg00044488 PTPRN2 chr7 5'UTR 0.54 (0.34; 0.84) 6.5E-03
cg11326510 PTPRN2 chr7 Body 1.61 (1.14; 2.28) 6.5E-03
cg08444457 ATF7IP2 chr16 5'UTR 0.61 (0.43; 0.87) 6.5E-03
cg08444457 ATF7IP2 chr16 Body 0.61 (0.43; 0.87) 6.5E-03
cg25546888 PTPRN2 chr7 Body 0.54 (0.35; 0.84) 6.5E-03
cg25744433 CDH13 chr16 Body 1.68 (1.16; 2.44) 6.6E-03
cg10495402 CHD6 chr20 Body 0.59 (0.4; 0.86) 6.6E-03
cg22544571 SLC16A9 chr10 5'UTR 0.55 (0.36; 0.85) 6.7E-03

ch.10.736188R WAC chr10 Body 1.66 (1.15; 2.39) 6.7E-03
cg06778159 TNRC18 chr7 Body 0.61 (0.43; 0.87) 6.7E-03
cg10833215 TAOK3 chr12 5'UTR 1.75 (1.17; 2.64) 6.7E-03
cg23241628 RTN4 chr2 TSS1500 0.58 (0.39; 0.86) 6.8E-03
cg10650290 PTPRN2 chr7 Body 0.62 (0.44; 0.88) 6.9E-03
cg26046877 PTPRN2 chr7 Body 0.61 (0.42; 0.87) 6.9E-03
cg14823710 CTDSPL2 chr15 5'UTR 0.57 (0.37; 0.86) 7.0E-03
cg05579652 CACNA1C chr12 Body 1.6 (1.14; 2.26) 7.0E-03
cg14433374 SCAF8 chr6 Body 1.95 (1.2; 3.18) 7.1E-03
cg18671729 DMXL2 chr15 Body 0.6 (0.41; 0.87) 7.2E-03
cg26870074 ZBTB20 chr3 Body 0.51 (0.31; 0.83) 7.2E-03
cg26870074 ZBTB20 chr3 5'UTR 0.51 (0.31; 0.83) 7.2E-03
cg01352634 FBXO11 chr2 TSS1500 0.58 (0.39; 0.86) 7.2E-03
cg07508787 TNRC18 chr7 Body 0.61 (0.43; 0.88) 7.3E-03
cg21126680 TAOK3 chr12 Body 0.55 (0.36; 0.85) 7.3E-03
cg21902949 CDH13 chr16 Body 0.56 (0.37; 0.86) 7.3E-03
cg14836532 TNFRSF11A chr18 TSS1500 0.61 (0.42; 0.87) 7.4E-03
cg12713223 PTPRN2 chr7 Body 1.71 (1.15; 2.53) 7.5E-03
cg05587239 CUX2 chr12 Body 1.61 (1.13; 2.28) 7.6E-03
cg04933208 PTPRU chr1 Body 0.61 (0.42; 0.88) 7.8E-03
cg22091297 TNFRSF19 chr13 5'UTR 1.67 (1.14; 2.43) 7.8E-03
cg22091297 TNFRSF19 chr13 TSS200 1.67 (1.14; 2.43) 7.8E-03
cg01093285 PTPRN2 chr7 Body 1.57 (1.13; 2.19) 7.9E-03
cg18665569 MBD5 chr2 5'UTR 0.59 (0.4; 0.87) 8.0E-03
cg06149863 DMXL2 chr15 TSS1500 0.27 (0.1; 0.71) 8.2E-03
cg02872418 PTPRN2 chr7 Body 1.62 (1.13; 2.32) 8.3E-03
cg05723953 HMGB4 chr1 5'UTR 0.65 (0.47; 0.89) 8.3E-03



cg05723953 HMGB4 chr1 TSS1500 0.65 (0.47; 0.89) 8.3E-03
cg05723953 CSMD2 chr1 Body 0.65 (0.47; 0.89) 8.3E-03
cg10288307 PTPRN2 chr7 Body 0.58 (0.39; 0.87) 8.3E-03
cg05847519 CDH13 chr16 3'UTR 1.75 (1.15; 2.65) 8.3E-03
cg02100997 PTPRU chr1 Body 0.54 (0.35; 0.86) 8.4E-03
cg15536575 FBXO38 chr5 TSS200 0.58 (0.38; 0.87) 8.4E-03
cg14952224 TNFRSF11B chr8 TSS200 0.57 (0.38; 0.87) 8.5E-03
cg24202131 BRUNOL4 chr18 Body 1.65 (1.14; 2.39) 8.5E-03
cg07989917 RECQL5 chr17 Body 1.76 (1.15; 2.68) 8.6E-03
cg06316818 CPEB1 chr15 Body 0.59 (0.4; 0.88) 8.7E-03
cg06316818 CPEB1 chr15 5'UTR 0.59 (0.4; 0.88) 8.7E-03
cg26934214 PTPRN2 chr7 Body 0.67 (0.49; 0.9) 8.9E-03
cg20637014 PTPRN2 chr7 Body 1.73 (1.15; 2.61) 9.1E-03
cg14476013 AKAP3 chr12 5'UTR 1.56 (1.12; 2.19) 9.2E-03
cg14476013 NDUFA9 chr12 TSS1500 1.56 (1.12; 2.19) 9.2E-03
cg20760085 BARX2 chr11 Body 0.57 (0.37; 0.87) 9.3E-03
cg11318232 CSMD2 chr1 TSS1500 0.62 (0.43; 0.89) 9.3E-03
cg11318232 CSMD2 chr1 TSS200 0.62 (0.43; 0.89) 9.3E-03
cg02394998 PTPRN2 chr7 Body 0.65 (0.47; 0.9) 9.3E-03
cg23489038 CUX2 chr12 Body 0.44 (0.24; 0.82) 9.5E-03
cg14012538 PTPRN2 chr7 Body 0.64 (0.46; 0.9) 9.6E-03
cg16513467 WAC chr10 Body 0.6 (0.41; 0.88) 9.8E-03
cg16513467 WAC chr10 1stExon 0.6 (0.41; 0.88) 9.8E-03
cg16513467 WAC chr10 5'UTR 0.6 (0.41; 0.88) 9.8E-03
cg17904797 CSMD2 chr1 Body 1.73 (1.14; 2.61) 9.8E-03
cg24829323 UBE2E2 chr3 TSS1500 0.66 (0.48; 0.9) 9.9E-03
cg18134437 PTPRN2 chr7 Body 1.63 (1.12; 2.38) 1.0E-02
cg21798574 CHD6 chr20 Body 0.47 (0.27; 0.84) 1.0E-02
cg10778298 PEX14 chr1 Body 1.54 (1.11; 2.15) 1.0E-02
cg06767389 PTPRN2 chr7 Body 0.54 (0.34; 0.87) 1.0E-02
cg00765518 CCDC80 chr3 Body 1.54 (1.11; 2.14) 1.1E-02
cg08753951 RTN4R chr22 Body 1.72 (1.13; 2.6) 1.1E-02
cg02899718 DACH1 chr13 TSS200 0.64 (0.46; 0.9) 1.1E-02
cg09270225 CSMD2 chr1 TSS1500 0.64 (0.45; 0.9) 1.1E-02
cg15063355 CHFR chr12 TSS1500 0.68 (0.51; 0.92) 1.1E-02
cg23298862 PTPRN2 chr7 Body 0.65 (0.47; 0.91) 1.1E-02
cg23874606 PTPRS chr19 Body 1.67 (1.12; 2.48) 1.1E-02
cg26025358 ATP8A1 chr4 Body 0.53 (0.33; 0.87) 1.1E-02
cg04431143 CTDSPL chr3 Body 0.53 (0.32; 0.86) 1.1E-02
cg09914263 TENM2 chr5 Body 0.62 (0.43; 0.9) 1.1E-02
cg26912640 RAP1B chr12 5'UTR 1.64 (1.12; 2.39) 1.1E-02
cg06223313 CTNND2 chr5 Body 0.63 (0.44; 0.9) 1.1E-02
cg06223313 CTNND2 chr5 5'UTR 0.63 (0.44; 0.9) 1.1E-02
cg07157902 TNRC6A chr16 Body 1.62 (1.11; 2.34) 1.1E-02
cg12267407 CEP350 chr1 5'UTR 0.64 (0.45; 0.9) 1.1E-02
cg19956836 RTN4RL2 chr11 Body 2.28 (1.2; 4.31) 1.1E-02
cg20096382 CUX2 chr12 Body 1.59 (1.11; 2.27) 1.2E-02
cg20515302 MEIS2 chr15 5'UTR 1.66 (1.12; 2.47) 1.2E-02
cg20515302 MEIS2 chr15 1stExon 1.66 (1.12; 2.47) 1.2E-02
cg20515302 MEIS2 chr15 Body 1.66 (1.12; 2.47) 1.2E-02
cg20515302 MEIS2 chr15 TSS1500 1.66 (1.12; 2.47) 1.2E-02
cg09029192 TNRC6C chr17 5'UTR 1.96 (1.16; 3.33) 1.2E-02
cg12559179 PTPRS chr19 5'UTR 0.68 (0.5; 0.92) 1.2E-02
cg13333383 CDH13 chr16 Body 1.54 (1.1; 2.17) 1.2E-02
cg02577881 FBXO34 chr14 5'UTR 0.59 (0.39; 0.89) 1.2E-02
cg03685124 SGIP1 chr1 TSS200 0.65 (0.46; 0.91) 1.2E-02
cg03685124 SGIP1 chr1 TSS1500 0.65 (0.46; 0.91) 1.2E-02
cg18088578 PTPRU chr1 ExonBnd 2.03 (1.17; 3.52) 1.2E-02
cg18088578 PTPRU chr1 Body 2.03 (1.17; 3.52) 1.2E-02
cg27003456 CTDSPL chr3 Body 1.57 (1.1; 2.23) 1.2E-02
cg03391854 PTPRN2 chr7 Body 0.63 (0.44; 0.9) 1.2E-02



cg23384615 PTPRN2 chr7 Body 1.56 (1.1; 2.21) 1.2E-02
cg10331038 TNR chr1 5'UTR 0.62 (0.42; 0.9) 1.3E-02
cg05971061 SGIP1 chr1 TSS1500 0.6 (0.4; 0.9) 1.3E-02
cg14178173 PTPRN2 chr7 Body 0.67 (0.49; 0.92) 1.3E-02
cg16435591 AKAP13 chr15 Body 0.61 (0.41; 0.9) 1.3E-02
cg16435591 AKAP13 chr15 ExonBnd 0.61 (0.41; 0.9) 1.3E-02
cg27604944 DACH1 chr13 1stExon 0.57 (0.37; 0.89) 1.3E-02
cg01454124 TENM2 chr5 Body 0.68 (0.51; 0.92) 1.3E-02
cg13300744 CUX2 chr12 Body 1.68 (1.12; 2.53) 1.3E-02
cg00585187 CTDSPL chr3 Body 1.56 (1.1; 2.22) 1.3E-02
cg08113851 PTPRN2 chr7 Body 0.66 (0.47; 0.91) 1.3E-02
cg17852290 CDH13 chr16 Body 1.84 (1.14; 2.99) 1.3E-02
cg16381315 ZBTB20 chr3 Body 0.64 (0.45; 0.91) 1.3E-02
cg16381315 ZBTB20 chr3 5'UTR 0.64 (0.45; 0.91) 1.3E-02
cg16232236 CPEB1 chr15 Body 0.62 (0.43; 0.91) 1.3E-02
cg20114394 FSTL1 chr3 TSS1500 1.73 (1.12; 2.66) 1.3E-02
cg08698795 CCDC80 chr3 Body 1.59 (1.1; 2.3) 1.3E-02
cg21839449 PTPRN2 chr7 Body 1.53 (1.09; 2.15) 1.3E-02
cg13093457 CDH13 chr16 Body 1.64 (1.11; 2.43) 1.3E-02
cg04139300 CHD6 chr20 5'UTR 1.64 (1.11; 2.42) 1.3E-02
cg04139300 CHD6 chr20 1stExon 1.64 (1.11; 2.42) 1.3E-02
cg18136028 TNRC18 chr7 Body 1.76 (1.12; 2.75) 1.4E-02
cg06684201 PTPRN2 chr7 Body 1.5 (1.09; 2.06) 1.4E-02
cg05166022 CACNA1C chr12 3'UTR 1.76 (1.12; 2.76) 1.4E-02
cg15622556 TNFRSF1B chr1 Body 1.6 (1.1; 2.33) 1.4E-02
cg19708702 SUGCT chr7 Body 0.56 (0.36; 0.89) 1.4E-02
cg13965321 FBXO38 chr5 5'UTR 1.47 (1.08; 2) 1.4E-02
cg00404049 SRSF10 chr1 Body 0.61 (0.41; 0.9) 1.4E-02
cg09702799 MTCL1 chr18 Body 0.58 (0.38; 0.9) 1.4E-02
cg07747177 DCUN1D4 chr4 TSS1500 1.52 (1.09; 2.13) 1.4E-02
cg17050526 TENM2 chr5 Body 0.61 (0.41; 0.91) 1.4E-02
cg26242726 TNFRSF11A chr18 Body 1.93 (1.14; 3.27) 1.4E-02
cg02839565 CACNA1C chr12 Body 1.52 (1.09; 2.11) 1.4E-02
cg03173748 CDH13 chr16 Body 1.56 (1.09; 2.22) 1.4E-02
cg27100547 CREBBP chr16 Body 1.54 (1.09; 2.18) 1.4E-02
cg04448648 RECQL5 chr17 Body 1.68 (1.11; 2.53) 1.4E-02
cg12027899 ZFP91 chr11 3'UTR 1.65 (1.1; 2.48) 1.5E-02
cg25215360 PEX14 chr1 Body 1.55 (1.09; 2.2) 1.5E-02
cg18828966 AKAP13 chr15 Body 1.56 (1.09; 2.23) 1.5E-02
cg02160692 FBXO11 chr2 5'UTR 0.67 (0.48; 0.93) 1.5E-02
cg09023979 EIF2S1 chr14 TSS1500 1.63 (1.1; 2.41) 1.5E-02
cg23218943 FBXO36 chr2 TSS1500 0.6 (0.39; 0.91) 1.5E-02
cg17203820 SUGCT chr7 Body 1.54 (1.08; 2.18) 1.6E-02
cg21432513 CHFR chr12 Body 0.67 (0.49; 0.93) 1.6E-02
cg20663709 COL1A2 chr7 Body 0.61 (0.41; 0.91) 1.6E-02
cg04083208 PTPRN2 chr7 Body 1.6 (1.09; 2.34) 1.6E-02
cg27431037 CACNA1C chr12 Body 0.65 (0.46; 0.92) 1.6E-02
cg06263372 BRUNOL4 chr18 Body 0.68 (0.49; 0.93) 1.6E-02
cg11830694 CACNA1C chr12 Body 0.65 (0.46; 0.92) 1.6E-02
cg01571169 FBXO31 chr16 Body 1.66 (1.1; 2.5) 1.6E-02
cg12001456 PTPRN2 chr7 Body 1.51 (1.08; 2.11) 1.6E-02
cg15465343 PEX14 chr1 Body 1.68 (1.1; 2.58) 1.6E-02
cg09214447 ARID1A chr1 Body 0.62 (0.42; 0.92) 1.6E-02
cg20899329 PTPRN2 chr7 Body 0.64 (0.45; 0.92) 1.6E-02
cg13085404 BARX2 chr11 Body 0.65 (0.46; 0.92) 1.7E-02
cg09335647 CNTNAP2 chr7 Body 0.62 (0.42; 0.92) 1.7E-02
cg26407924 CTNND2 chr5 TSS1500 1.52 (1.08; 2.15) 1.7E-02
cg25598678 PTPRS chr19 Body 1.65 (1.09; 2.49) 1.7E-02
cg20338628 DDHD2 chr8 5'UTR 0.67 (0.49; 0.93) 1.7E-02
cg20338628 DDHD2 chr8 1stExon 0.67 (0.49; 0.93) 1.7E-02
cg20338628 DDHD2 chr8 TSS1500 0.67 (0.49; 0.93) 1.7E-02



cg05040815 SLC16A9 chr10 Body 0.57 (0.35; 0.9) 1.7E-02
cg18216587 CNTNAP2 chr7 Body 0.58 (0.37; 0.91) 1.7E-02
cg15685922 MEX3A chr1 3'UTR 1.5 (1.07; 2.08) 1.7E-02
cg17958768 CTDSPL2 chr15 Body 0.58 (0.38; 0.91) 1.7E-02
cg07264461 AKAP13 chr15 5'UTR 0.55 (0.33; 0.9) 1.7E-02
cg04193909 TNRC18 chr7 Body 0.66 (0.47; 0.93) 1.7E-02
cg16468350 TNRC6B chr22 Body 2.02 (1.13; 3.59) 1.7E-02
cg06648780 ALCAM chr3 Body 0.67 (0.48; 0.93) 1.7E-02
cg26167736 ATP6V0C chr16 Body 1.75 (1.1; 2.77) 1.7E-02
cg00089915 SGIP1 chr1 TSS200 1.59 (1.08; 2.34) 1.8E-02
cg02860108 PTPRN2 chr7 Body 1.52 (1.08; 2.15) 1.8E-02
cg05341539 AKAP13 chr15 Body 1.48 (1.07; 2.03) 1.8E-02
cg10618874 CHD6 chr20 5'UTR 1.56 (1.08; 2.26) 1.8E-02
cg00496170 EIF2S1 chr14 TSS200 0.64 (0.45; 0.93) 1.8E-02
cg19360425 PTPRS chr19 Body 2.01 (1.13; 3.58) 1.8E-02
cg24688143 PTPRN2 chr7 Body 1.61 (1.09; 2.4) 1.8E-02
cg04076461 DCUN1D4 chr4 Body 0.66 (0.47; 0.93) 1.8E-02
cg22125926 TNFRSF19 chr13 TSS200 0.66 (0.47; 0.93) 1.8E-02
cg20749591 SUGCT chr7 Body 0.56 (0.35; 0.91) 1.8E-02
cg26896818 PDE8A chr15 Body 0.32 (0.13; 0.83) 1.8E-02
cg25656514 WAC chr10 Body 0.65 (0.46; 0.93) 1.8E-02
cg01125058 ZNF704 chr8 Body 1.55 (1.08; 2.23) 1.8E-02
cg19192649 TXNDC9 chr2 TSS200 1.51 (1.07; 2.12) 1.9E-02
cg24443768 RTN4 chr2 Body 0.53 (0.31; 0.9) 1.9E-02
cg08975641 COL5A2 chr2 Body 0.64 (0.44; 0.93) 1.9E-02
cg17116969 ZNF704 chr8 Body 1.61 (1.08; 2.41) 1.9E-02
cg23030397 CHFR chr12 3'UTR 0.64 (0.45; 0.93) 1.9E-02
cg08098392 CACNA1C chr12 Body 1.45 (1.06; 1.99) 1.9E-02
cg12348202 PTPRN2 chr7 TSS1500 0.55 (0.34; 0.91) 1.9E-02
cg14610403 SGIP1 chr1 TSS1500 0.63 (0.42; 0.93) 1.9E-02
cg08930672 PTPRN2 chr7 Body 0.67 (0.47; 0.94) 1.9E-02
cg01067813 CNTNAP2 chr7 Body 0.58 (0.37; 0.92) 1.9E-02
cg09313299 TAOK3 chr12 5'UTR 1.55 (1.07; 2.23) 1.9E-02
cg01528768 RTN4RL1 chr17 Body 0.54 (0.32; 0.9) 1.9E-02
cg09828503 TNRC18 chr7 Body 0.64 (0.44; 0.93) 2.0E-02
cg21459816 PTPRN2 chr7 Body 0.66 (0.47; 0.94) 2.0E-02
cg26152597 ZBTB20 chr3 5'UTR 0.72 (0.54; 0.95) 2.0E-02
cg04555113 CTNND2 chr5 Body 0.67 (0.48; 0.94) 2.0E-02
cg04555113 CTNND2 chr5 5'UTR 0.67 (0.48; 0.94) 2.0E-02
cg12834378 PTPRN2 chr7 Body 1.46 (1.06; 2) 2.0E-02
cg00312762 CSMD2 chr1 Body 1.71 (1.09; 2.68) 2.0E-02
cg12138780 PTPRN2 chr7 Body 0.67 (0.47; 0.94) 2.0E-02
cg07315426 PTPRN2 chr7 Body 0.65 (0.45; 0.94) 2.1E-02
cg21575121 CHD6 chr20 Body 1.47 (1.06; 2.04) 2.1E-02
cg04774496 CHFR chr12 TSS1500 1.55 (1.07; 2.24) 2.1E-02
cg08722541 CACNA1C chr12 Body 1.72 (1.09; 2.72) 2.1E-02
cg05983814 DNAI2 chr17 5'UTR 3.18 (1.19; 8.5) 2.1E-02
cg12520664 CDH13 chr16 Body 1.69 (1.08; 2.63) 2.1E-02
cg20035319 TNRC6C chr17 3'UTR 1.69 (1.08; 2.65) 2.1E-02
cg21508011 TENM2 chr5 Body 0.52 (0.29; 0.91) 2.1E-02
cg08401938 PTPRN2 chr7 Body 1.54 (1.07; 2.22) 2.1E-02
cg01312486 ELAVL4 chr1 Body 0.58 (0.36; 0.92) 2.1E-02
cg10203440 CREBBP chr16 3'UTR 1.56 (1.07; 2.29) 2.2E-02
cg06208270 MEX3A chr1 3'UTR 1.54 (1.07; 2.21) 2.2E-02
cg18725076 CTNND2 chr5 TSS1500 0.63 (0.43; 0.93) 2.2E-02
cg17174566 ACVR2A chr2 Body 1.59 (1.07; 2.36) 2.2E-02
cg20149255 CEP350 chr1 5'UTR 0.62 (0.41; 0.93) 2.2E-02
cg00545804 TSHZ3 chr19 TSS1500 0.64 (0.43; 0.94) 2.2E-02
cg14689490 PTPRN2 chr7 Body 1.53 (1.06; 2.21) 2.2E-02
cg22188450 ELAVL4 chr1 TSS1500 0.57 (0.35; 0.92) 2.2E-02
cg22188450 ELAVL4 chr1 Body 0.57 (0.35; 0.92) 2.2E-02



cg12968518 ACVR2A chr2 TSS200 0.58 (0.36; 0.93) 2.2E-02
cg02896073 NOL4 chr18 Body 1.49 (1.06; 2.1) 2.3E-02
cg04495299 TNRC18 chr7 Body 0.67 (0.48; 0.95) 2.3E-02
cg23066936 CHCHD6 chr3 Body 0.65 (0.45; 0.94) 2.3E-02
cg00624878 CREBBP chr16 Body 0.69 (0.5; 0.95) 2.3E-02
cg19738802 PTPRN2 chr7 Body 1.52 (1.06; 2.19) 2.3E-02
cg11757808 CTNND2 chr5 Body 1.47 (1.06; 2.05) 2.3E-02
cg23758354 PTPRN2 chr7 Body 1.59 (1.07; 2.37) 2.3E-02
cg05209192 PTPRN2 chr7 Body 0.62 (0.41; 0.94) 2.3E-02
cg08861449 CSMD2 chr1 3'UTR 1.71 (1.08; 2.73) 2.3E-02
cg10502354 PTPRN2 chr7 Body 0.6 (0.39; 0.93) 2.3E-02
cg07736327 DCUN1D4 chr4 Body 0.69 (0.5; 0.95) 2.3E-02
cg09533758 SUSD4 chr1 Body 1.54 (1.06; 2.25) 2.4E-02
cg14310768 FBXO11 chr2 TSS1500 0.69 (0.5; 0.95) 2.4E-02
cg18742528 PHACTR1 chr6 Body 0.58 (0.36; 0.93) 2.4E-02
cg02350295 CREBBP chr16 Body 1.46 (1.05; 2.03) 2.4E-02
cg17561365 PTPRN2 chr7 Body 0.64 (0.43; 0.94) 2.4E-02
cg26138500 PTPRN2 chr7 Body 0.63 (0.42; 0.94) 2.4E-02
cg05370334 WWOX chr16 Body 0.69 (0.5; 0.95) 2.4E-02
cg05529091 CUX2 chr12 Body 0.71 (0.53; 0.96) 2.4E-02
cg14357226 FBXO33 chr14 TSS1500 0.68 (0.48; 0.95) 2.5E-02
cg10055059 NOL4 chr18 Body 0.68 (0.49; 0.95) 2.5E-02
cg24002522 ALCAM chr3 Body 1.58 (1.06; 2.35) 2.5E-02
cg05024901 AKAP13 chr15 5'UTR 1.51 (1.05; 2.16) 2.5E-02
cg04545942 DACH1 chr13 Body 1.56 (1.06; 2.29) 2.5E-02
cg16609021 PTPRN2 chr7 Body 1.45 (1.05; 2) 2.5E-02
cg04040672 CDH13 chr16 5'UTR 0.63 (0.42; 0.94) 2.5E-02
cg04040672 CDH13 chr16 Body 0.63 (0.42; 0.94) 2.5E-02
cg18889973 PTPRN2 chr7 Body 0.7 (0.51; 0.96) 2.5E-02
cg17218498 TDRP chr8 5'UTR 1.52 (1.05; 2.19) 2.5E-02
cg17218498 TDRP chr8 TSS200 1.52 (1.05; 2.19) 2.5E-02
cg16387516 CDH13 chr16 Body 0.67 (0.47; 0.95) 2.5E-02
cg13561598 PTPRN2 chr7 Body 0.67 (0.47; 0.95) 2.5E-02
cg06041067 PTPRN2 chr7 Body 1.46 (1.05; 2.04) 2.6E-02
cg19689370 MEIS2 chr15 Body 0.69 (0.5; 0.96) 2.6E-02
cg12312863 ATP6V0C chr16 3'UTR 0.65 (0.45; 0.95) 2.6E-02
cg09395552 CHD6 chr20 Body 0.59 (0.37; 0.94) 2.6E-02
cg06176929 PTPRN2 chr7 Body 0.65 (0.45; 0.95) 2.6E-02
cg19798199 DDHD2 chr8 5'UTR 0.67 (0.47; 0.95) 2.6E-02
cg19798199 DDHD2 chr8 ExonBnd 0.67 (0.47; 0.95) 2.6E-02
cg05522408 ZBTB20 chr3 Body 0.66 (0.46; 0.95) 2.6E-02
cg05522408 ZBTB20 chr3 5'UTR 0.66 (0.46; 0.95) 2.6E-02
cg20136855 TNFRSF1B chr1 Body 1.89 (1.08; 3.32) 2.6E-02
cg01480833 ZBTB20 chr3 Body 0.49 (0.26; 0.92) 2.6E-02
cg01480833 ZBTB20 chr3 5'UTR 0.49 (0.26; 0.92) 2.6E-02
cg21725496 TNRC18 chr7 Body 1.51 (1.05; 2.17) 2.6E-02
cg13464117 PTPRN2 chr7 Body 0.65 (0.44; 0.95) 2.6E-02
cg01689048 FBXO31 chr16 Body 1.52 (1.05; 2.19) 2.6E-02
cg01689048 FBXO31 chr16 5'UTR 1.52 (1.05; 2.19) 2.6E-02
cg00006600 AKAP13 chr15 5'UTR 0.71 (0.52; 0.96) 2.6E-02
cg15267623 NOL4L chr20 Body 0.6 (0.39; 0.94) 2.7E-02
cg11173773 TXNDC9 chr2 1stExon 0.67 (0.47; 0.95) 2.7E-02
cg11173773 TXNDC9 chr2 5'UTR 0.67 (0.47; 0.95) 2.7E-02
cg05645404 ALCAM chr3 Body 0.68 (0.48; 0.96) 2.7E-02
cg06614534 CREBBP chr16 Body 1.5 (1.05; 2.15) 2.7E-02
cg10010183 PTPRU chr1 Body 0.65 (0.44; 0.95) 2.7E-02
cg09473826 TNR chr1 5'UTR 0.68 (0.48; 0.96) 2.7E-02
cg04110886 PEX14 chr1 Body 1.74 (1.06; 2.83) 2.7E-02
cg19939572 ATF7IP chr12 5'UTR 0.68 (0.48; 0.96) 2.7E-02
cg19939572 ATF7IP chr12 Body 0.68 (0.48; 0.96) 2.7E-02
cg08615694 PTPRN2 chr7 Body 1.48 (1.04; 2.09) 2.7E-02



cg24350296 TNFRSF19 chr13 TSS1500 0.69 (0.5; 0.96) 2.8E-02
cg05818685 CTNND2 chr5 Body 1.66 (1.06; 2.59) 2.8E-02
cg08883197 TNFRSF19 chr13 Body 1.5 (1.05; 2.14) 2.8E-02
cg25329538 ZBTB20 chr3 Body 0.61 (0.39; 0.95) 2.8E-02
cg25329538 ZBTB20 chr3 5'UTR 0.61 (0.39; 0.95) 2.8E-02
cg17186086 TAOK3 chr12 TSS200 0.69 (0.5; 0.96) 2.8E-02
cg16640553 FBXO31 chr16 Body 0.65 (0.44; 0.95) 2.8E-02
cg15204882 NOL4L chr20 Body 0.66 (0.46; 0.96) 2.8E-02
cg02637432 BARX2 chr11 Body 0.68 (0.49; 0.96) 2.8E-02
cg03375339 FBXO36 chr2 Body 0.67 (0.46; 0.96) 2.8E-02
cg13569053 PTPRU chr1 Body 0.62 (0.4; 0.95) 2.9E-02
cg25363807 ERI3 chr1 Body 1.8 (1.06; 3.04) 2.9E-02
cg27581190 PTPRN2 chr7 Body 1.44 (1.04; 2) 2.9E-02
cg04853218 FBXO34 chr14 5'UTR 1.95 (1.07; 3.54) 2.9E-02
cg04159098 CSMD2 chr1 3'UTR 0.66 (0.45; 0.96) 2.9E-02
cg13564859 DCUN1D4 chr4 Body 0.64 (0.43; 0.96) 2.9E-02
cg13564859 DCUN1D4 chr4 1stExon 0.64 (0.43; 0.96) 2.9E-02
cg13564859 DCUN1D4 chr4 5'UTR 0.64 (0.43; 0.96) 2.9E-02
cg12222588 BRUNOL4 chr18 3'UTR 1.64 (1.05; 2.55) 2.9E-02
cg23752651 TNFRSF1A chr12 Body 0.6 (0.38; 0.95) 2.9E-02
cg25513853 DNAI2 chr17 5'UTR 0.66 (0.46; 0.96) 2.9E-02
cg24029819 PTPRN2 chr7 Body 1.5 (1.04; 2.17) 2.9E-02
cg18460884 CSMD2 chr1 Body 0.64 (0.42; 0.96) 3.0E-02
cg15044674 TNRC18 chr7 Body 1.43 (1.04; 1.98) 3.0E-02
cg03966010 PTPRN2 chr7 Body 0.64 (0.42; 0.96) 3.0E-02
cg22337605 TNFRSF1B chr1 Body 0.7 (0.51; 0.97) 3.0E-02
cg03071124 PTPRN2 chr7 Body 0.68 (0.48; 0.96) 3.0E-02
cg06059332 CNTNAP2 chr7 Body 1.51 (1.04; 2.2) 3.0E-02
cg25216403 BRUNOL4 chr18 TSS1500 0.7 (0.5; 0.97) 3.0E-02
cg08201986 PTPRN2 chr7 Body 1.55 (1.04; 2.3) 3.0E-02
cg16992960 PTPRN2 chr7 Body 0.69 (0.49; 0.97) 3.0E-02
cg10316877 FBXO31 chr16 Body 0.69 (0.49; 0.97) 3.0E-02
cg10316877 FBXO31 chr16 5'UTR 0.69 (0.49; 0.97) 3.0E-02
cg07060175 TENM2 chr5 Body 1.4 (1.03; 1.91) 3.1E-02
cg05180009 CDH13 chr16 Body 0.67 (0.47; 0.96) 3.1E-02
cg08211967 AKAP13 chr15 TSS200 1.45 (1.03; 2.03) 3.1E-02
cg18156396 WWOX chr16 Body 0.67 (0.47; 0.96) 3.1E-02
cg07584721 POU2F1 chr1 Body 0.41 (0.19; 0.92) 3.1E-02
cg03330374 PTPRN2 chr7 Body 0.73 (0.55; 0.97) 3.1E-02
cg20983647 PTPRN2 chr7 Body 0.66 (0.45; 0.96) 3.1E-02
cg10073916 NOL4L chr20 Body 1.51 (1.04; 2.19) 3.1E-02
cg01595298 TNR chr1 5'UTR 0.67 (0.46; 0.96) 3.1E-02
cg21325485 PTPRN2 chr7 Body 1.42 (1.03; 1.96) 3.1E-02
cg14183712 PTPRN2 chr7 Body 1.39 (1.03; 1.89) 3.2E-02
cg09077317 CTDSPL chr3 Body 1.58 (1.04; 2.4) 3.2E-02
cg01880569 CDH13 chr16 TSS1500 0.68 (0.48; 0.97) 3.2E-02
cg02420724 COL5A2 chr2 TSS1500 0.67 (0.47; 0.97) 3.2E-02
cg04403629 ZBTB20 chr3 TSS1500 0.67 (0.46; 0.97) 3.2E-02
cg17692125 BARX2 chr11 TSS1500 0.67 (0.47; 0.97) 3.2E-02
cg00150128 TNRC6C chr17 TSS1500 1.49 (1.04; 2.14) 3.2E-02
cg21606115 PTPRN2 chr7 Body 0.68 (0.48; 0.97) 3.2E-02
cg24093300 PTPRN2 chr7 Body 1.48 (1.03; 2.12) 3.2E-02
cg14086681 PTPRN2 chr7 Body 0.72 (0.54; 0.97) 3.2E-02
cg05475712 CHCHD6 chr3 Body 1.44 (1.03; 2.01) 3.2E-02
cg12076945 RAP1B chr12 5'UTR 0.71 (0.52; 0.97) 3.2E-02
cg04486528 CNTNAP2 chr7 Body 0.71 (0.51; 0.97) 3.2E-02
cg22302675 PTPRN2 chr7 Body 1.39 (1.03; 1.88) 3.3E-02
cg16278604 CTNND2 chr5 Body 0.64 (0.43; 0.96) 3.3E-02
cg07031120 PHACTR1 chr6 TSS1500 0.68 (0.48; 0.97) 3.3E-02
cg21867714 TNRC18 chr7 Body 0.67 (0.46; 0.97) 3.3E-02
cg06703980 CHCHD6 chr3 Body 1.5 (1.03; 2.18) 3.3E-02



cg13328862 ATP8A1 chr4 Body 0.55 (0.32; 0.95) 3.3E-02
cg11900210 BRUNOL4 chr18 Body 1.7 (1.04; 2.77) 3.3E-02
cg06712763 TNFRSF12A chr16 TSS1500 0.62 (0.4; 0.96) 3.3E-02
cg19027985 PTPRN2 chr7 Body 1.49 (1.03; 2.15) 3.3E-02
cg15439038 MBD5 chr2 5'UTR 0.66 (0.45; 0.97) 3.3E-02
cg14724283 PTPRU chr1 Body 1.41 (1.03; 1.95) 3.3E-02
cg15334096 PTPRN2 chr7 Body 1.45 (1.03; 2.05) 3.3E-02
cg06423822 PTPRN2 chr7 Body 0.67 (0.46; 0.97) 3.3E-02
cg08954025 PTPRN2 chr7 Body 0.7 (0.5; 0.97) 3.3E-02
cg12344326 SGIP1 chr1 Body 0.7 (0.5; 0.97) 3.3E-02
cg11410032 CTNND2 chr5 3'UTR 1.56 (1.04; 2.34) 3.4E-02
cg21626408 TAOK3 chr12 5'UTR 0.71 (0.51; 0.97) 3.4E-02
cg25699602 NRXN1 chr2 5'UTR 0.7 (0.5; 0.97) 3.4E-02
cg05529201 FBXO31 chr16 Body 1.48 (1.03; 2.13) 3.4E-02
cg02024855 PTPRN2 chr7 Body 1.45 (1.03; 2.05) 3.4E-02
cg20334079 TNFRSF19 chr13 TSS200 0.68 (0.48; 0.97) 3.4E-02
cg08454053 RTN4RL1 chr17 Body 0.61 (0.39; 0.96) 3.4E-02
cg16684217 PHACTR1 chr6 Body 1.99 (1.05; 3.78) 3.4E-02
cg12975130 RNU5E-1 chr5 Body 1.46 (1.03; 2.09) 3.4E-02
cg20891097 MEIS2 chr15 5'UTR 1.45 (1.03; 2.04) 3.5E-02
cg20891097 MEIS2 chr15 1stExon 1.45 (1.03; 2.04) 3.5E-02
cg20891097 MEIS2 chr15 Body 1.45 (1.03; 2.04) 3.5E-02
cg20891097 MEIS2 chr15 TSS1500 1.45 (1.03; 2.04) 3.5E-02
cg15397975 NRXN1 chr2 Body 1.82 (1.04; 3.17) 3.5E-02
cg07834314 GNA12 chr7 Body 0.72 (0.53; 0.98) 3.5E-02
cg10459548 CUX2 chr12 Body 0.69 (0.48; 0.97) 3.5E-02
cg26784211 TNRC6B chr22 Body 0.57 (0.34; 0.96) 3.5E-02
cg12804517 CHD6 chr20 5'UTR 0.62 (0.39; 0.97) 3.5E-02
cg12181907 TAOK3 chr12 Body 0.55 (0.31; 0.96) 3.5E-02
cg10567625 CHCHD6 chr3 Body 1.47 (1.03; 2.09) 3.5E-02
cg17330843 TNFRSF1A chr12 TSS1500 0.71 (0.51; 0.98) 3.5E-02
cg06409588 CSMD2 chr1 ExonBnd 0.64 (0.42; 0.97) 3.5E-02
cg06409588 CSMD2 chr1 Body 0.64 (0.42; 0.97) 3.5E-02
cg10322560 PTPRN2 chr7 Body 1.42 (1.02; 1.98) 3.5E-02
cg06400095 SMARCD3 chr7 Body 2.04 (1.05; 3.98) 3.5E-02
cg18332814 TNFRSF19 chr13 3'UTR 0.65 (0.43; 0.97) 3.6E-02
cg27555525 PTPRS chr19 Body 1.52 (1.03; 2.24) 3.6E-02
cg10856813 SUSD4 chr1 1stExon 0.66 (0.45; 0.97) 3.6E-02
cg10856813 SUSD4 chr1 5'UTR 0.66 (0.45; 0.97) 3.6E-02
cg22630180 CREBBP chr16 Body 1.45 (1.02; 2.04) 3.6E-02
cg09170652 GOLT1B chr12 Body 1.54 (1.03; 2.31) 3.6E-02
cg09170652 RECQL chr12 TSS1500 1.54 (1.03; 2.31) 3.6E-02
cg05144259 PTPRN2 chr7 Body 1.42 (1.02; 1.97) 3.6E-02
cg00504595 TNFRSF19 chr13 5'UTR 0.68 (0.47; 0.98) 3.6E-02
cg00504595 TNFRSF19 chr13 1stExon 0.68 (0.47; 0.98) 3.6E-02
cg01516459 PHACTR1 chr6 Body 1.78 (1.04; 3.05) 3.6E-02
cg23631556 PTPRN2 chr7 Body 0.71 (0.51; 0.98) 3.6E-02
cg11229352 CHCHD6 chr3 Body 1.49 (1.03; 2.16) 3.6E-02
cg01999622 PTPRN2 chr7 Body 0.65 (0.44; 0.97) 3.7E-02
cg25246636 SGIP1 chr1 Body 0.68 (0.47; 0.98) 3.7E-02
cg06524757 DACH1 chr13 TSS200 0.65 (0.43; 0.97) 3.7E-02
cg06571425 CUX2 chr12 Body 1.45 (1.02; 2.05) 3.7E-02
cg15517030 CTNND2 chr5 Body 0.66 (0.44; 0.97) 3.7E-02
cg22406012 NDUFA9 chr12 TSS200 1.43 (1.02; 1.99) 3.7E-02
cg08789220 RTN4RL2 chr11 TSS200 1.4 (1.02; 1.93) 3.7E-02
cg00566158 PTPRN2 chr7 Body 1.47 (1.02; 2.1) 3.7E-02
cg24996339 PHACTR1 chr6 3'UTR 0.7 (0.5; 0.98) 3.7E-02
cg07689148 TNRC6A chr16 Body 1.57 (1.03; 2.41) 3.8E-02
cg05688350 PHACTR1 chr6 ExonBnd 0.33 (0.12; 0.94) 3.8E-02
cg05688350 PHACTR1 chr6 Body 0.33 (0.12; 0.94) 3.8E-02
cg05085782 UNC80 chr2 TSS1500 0.67 (0.46; 0.98) 3.8E-02



cg08573562 PTPRN2 chr7 Body 0.65 (0.44; 0.98) 3.8E-02
cg07677545 ALCAM chr3 Body 0.7 (0.5; 0.98) 3.8E-02
cg07313835 POU2F1 chr1 Body 0.7 (0.5; 0.98) 3.8E-02
cg01883164 TENM2 chr5 Body 0.71 (0.51; 0.98) 3.8E-02
cg14556531 MEIS2 chr15 5'UTR 1.49 (1.02; 2.17) 3.8E-02
cg14556531 MEIS2 chr15 1stExon 1.49 (1.02; 2.17) 3.8E-02
cg14556531 MEIS2 chr15 Body 1.49 (1.02; 2.17) 3.8E-02
cg14556531 MEIS2 chr15 TSS1500 1.49 (1.02; 2.17) 3.8E-02
cg11008701 PTPRN2 chr7 Body 0.68 (0.48; 0.98) 3.8E-02
cg21426559 CUX2 chr12 Body 0.59 (0.36; 0.97) 3.8E-02
cg08008931 NRXN1 chr2 5'UTR 0.68 (0.48; 0.98) 3.8E-02
cg08008931 NRXN1 chr2 1stExon 0.68 (0.48; 0.98) 3.8E-02
cg26735980 CDH13 chr16 Body 0.71 (0.51; 0.98) 3.9E-02
cg05482502 PTPRN2 chr7 Body 0.69 (0.48; 0.98) 3.9E-02
cg24673769 CHCHD6 chr3 Body 0.67 (0.45; 0.98) 3.9E-02
cg20177355 MEIS2 chr15 Body 0.63 (0.41; 0.98) 3.9E-02
cg01471034 CHD6 chr20 5'UTR 1.43 (1.02; 2.02) 3.9E-02
cg12368062 CHD6 chr20 Body 0.63 (0.4; 0.98) 3.9E-02
cg06320135 NOL4L chr20 1stExon 0.7 (0.49; 0.98) 3.9E-02
cg23819092 MEX3A chr1 Body 1.45 (1.02; 2.06) 3.9E-02
cg04338042 TNFRSF10B chr8 TSS200 0.72 (0.52; 0.98) 3.9E-02
cg14449833 PTPRS chr19 Body 1.57 (1.02; 2.41) 3.9E-02
cg21192063 SMARCD3 chr7 Body 0.6 (0.37; 0.97) 3.9E-02
cg27105304 PTPRN2 chr7 Body 0.71 (0.51; 0.98) 3.9E-02
cg14717305 HMGB4 chr1 TSS200 0.7 (0.49; 0.98) 4.0E-02
cg14717305 CSMD2 chr1 Body 0.7 (0.49; 0.98) 4.0E-02
cg13806256 PDE8A chr15 5'UTR 1.61 (1.02; 2.52) 4.0E-02
cg13806256 PDE8A chr15 Body 1.61 (1.02; 2.52) 4.0E-02
cg15083678 CACNA1C chr12 Body 1.42 (1.02; 1.97) 4.0E-02
cg00721125 FBXO31 chr16 Body 1.4 (1.02; 1.93) 4.0E-02
cg00721125 FBXO31 chr16 TSS200 1.4 (1.02; 1.93) 4.0E-02
cg18766475 CEP350 chr1 TSS1500 1.5 (1.02; 2.2) 4.0E-02
cg02546607 WWOX chr16 Body 1.6 (1.02; 2.52) 4.0E-02
cg11504793 NOL4L chr20 Body 1.53 (1.02; 2.31) 4.0E-02
cg00989220 TNFRSF1A chr12 Body 0.71 (0.51; 0.98) 4.0E-02
cg10468535 PTPRN2 chr7 Body 0.7 (0.5; 0.98) 4.0E-02
cg20045834 ELAVL4 chr1 Body 0.71 (0.51; 0.99) 4.0E-02
cg09258020 NRXN1 chr2 Body 1.48 (1.02; 2.15) 4.1E-02
cg16495675 RTN4 chr2 TSS200 1.48 (1.02; 2.14) 4.1E-02
cg16495675 RTN4 chr2 Body 1.48 (1.02; 2.14) 4.1E-02
cg19206986 ATP8A1 chr4 5'UTR 1.49 (1.02; 2.18) 4.1E-02
cg19206986 ATP8A1 chr4 1stExon 1.49 (1.02; 2.18) 4.1E-02
cg18105702 CUX2 chr12 Body 1.6 (1.02; 2.5) 4.1E-02
cg00289496 FBXO31 chr16 5'UTR 1.44 (1.01; 2.03) 4.1E-02
cg10977989 CTNND2 chr5 Body 0.66 (0.45; 0.98) 4.1E-02
cg01218565 NOL4L chr20 Body 1.5 (1.02; 2.22) 4.1E-02
cg01218565 NOL4L chr20 TSS1500 1.5 (1.02; 2.22) 4.1E-02
cg15604008 SRSF10 chr1 TSS200 0.74 (0.55; 0.99) 4.1E-02
cg08894980 CUX2 chr12 Body 0.68 (0.46; 0.98) 4.1E-02
cg22560937 RNU5E-1 chr5 Body 0.67 (0.46; 0.98) 4.1E-02
cg02183851 TNRC6A chr16 Body 0.66 (0.45; 0.99) 4.2E-02
cg15531497 FBXO11 chr2 TSS1500 0.72 (0.52; 0.99) 4.2E-02
cg02518760 NOL4 chr18 Body 1.45 (1.01; 2.08) 4.2E-02
cg06003986 BRUNOL4 chr18 Body 0.65 (0.43; 0.98) 4.2E-02
cg23906085 FBXO36 chr2 Body 1.38 (1.01; 1.89) 4.2E-02
cg12229458 MTNR1B chr11 Body 0.7 (0.49; 0.99) 4.2E-02
cg20065718 CHFR chr12 Body 1.53 (1.01; 2.31) 4.2E-02
cg21929771 PTPRU chr1 Body 0.71 (0.51; 0.99) 4.2E-02
cg09254768 FBXO38 chr5 5'UTR 0.67 (0.45; 0.99) 4.3E-02
cg26337914 PTPRN2 chr7 Body 1.47 (1.01; 2.14) 4.3E-02
cg25630635 DMXL2 chr15 Body 0.68 (0.47; 0.99) 4.3E-02



cg24780101 CDH13 chr16 Body 1.42 (1.01; 1.99) 4.3E-02
cg07093496 TNRC6C chr17 5'UTR 0.54 (0.3; 0.98) 4.3E-02
cg20908993 EIF2S1 chr14 TSS1500 0.68 (0.47; 0.99) 4.3E-02
cg15819410 PTPRN2 chr7 Body 0.7 (0.5; 0.99) 4.4E-02
cg07096868 ACVR2A chr2 5'UTR 1.58 (1.01; 2.48) 4.4E-02
cg07096868 ACVR2A chr2 Body 1.58 (1.01; 2.48) 4.4E-02
cg06771303 TNRC18 chr7 Body 1.58 (1.01; 2.47) 4.4E-02
cg08895845 TNFRSF11A chr18 Body 0.66 (0.45; 0.99) 4.4E-02
cg05166028 PTPRN2 chr7 Body 1.44 (1.01; 2.05) 4.4E-02
cg07738938 TNRC18 chr7 Body 0.71 (0.51; 0.99) 4.4E-02
cg16093065 TNRC6B chr22 3'UTR 0.57 (0.33; 0.99) 4.4E-02
cg08493049 SUGCT chr7 Body 0.69 (0.49; 0.99) 4.4E-02
cg00771867 PTPRN2 chr7 Body 1.42 (1.01; 2) 4.5E-02
cg03473125 PTPRN2 chr7 Body 1.39 (1.01; 1.92) 4.5E-02
cg10159648 PTPRN2 chr7 Body 1.38 (1.01; 1.9) 4.5E-02
cg08668411 PDE8A chr15 TSS200 0.63 (0.4; 0.99) 4.5E-02
cg08668411 PDE8A chr15 5'UTR 0.63 (0.4; 0.99) 4.5E-02
cg00906088 CHCHD6 chr3 TSS200 1.46 (1.01; 2.13) 4.5E-02
cg02306526 CACNA1C chr12 Body 0.7 (0.49; 0.99) 4.5E-02
cg14853265 CHFR chr12 Body 0.73 (0.54; 0.99) 4.5E-02
cg01670430 GNA12 chr7 Body 0.62 (0.38; 0.99) 4.5E-02
cg08197956 RTN4RL1 chr17 3'UTR 1.49 (1.01; 2.2) 4.5E-02
cg02295261 NOL4L chr20 Body 1.43 (1.01; 2.03) 4.5E-02
cg16910830 CNTNAP2 chr7 TSS200 1.69 (1.01; 2.82) 4.5E-02
cg19218679 CUX2 chr12 Body 1.85 (1.01; 3.37) 4.5E-02
cg07062711 MEIS2 chr15 5'UTR 1.41 (1.01; 1.97) 4.5E-02
cg07062711 MEIS2 chr15 1stExon 1.41 (1.01; 1.97) 4.5E-02
cg07062711 MEIS2 chr15 TSS1500 1.41 (1.01; 1.97) 4.5E-02
cg22810156 AKAP13 chr15 Body 0.68 (0.47; 0.99) 4.5E-02
cg22277103 PTPRN2 chr7 Body 1.5 (1.01; 2.23) 4.5E-02
cg14898177 CACNA1C chr12 Body 0.64 (0.41; 0.99) 4.6E-02
cg27476859 GNA12 chr7 Body 0.72 (0.53; 0.99) 4.6E-02
cg08571531 FBXO31 chr16 TSS1500 0.72 (0.53; 0.99) 4.6E-02
cg15704204 TENM2 chr5 Body 0.72 (0.52; 0.99) 4.6E-02
cg14003853 AKAP13 chr15 Body 0.71 (0.51; 0.99) 4.6E-02
cg25743622 SUSD4 chr1 Body 1.68 (1.01; 2.8) 4.6E-02
cg11783003 ATF7IP chr12 5'UTR 0.71 (0.51; 0.99) 4.6E-02
cg11783003 ATF7IP chr12 Body 0.71 (0.51; 0.99) 4.6E-02
cg10762511 RECQL5 chr17 Body 1.51 (1.01; 2.27) 4.6E-02
cg19985495 CDH13 chr16 5'UTR 0.6 (0.37; 0.99) 4.6E-02
cg19985495 CDH13 chr16 Body 0.6 (0.37; 0.99) 4.6E-02
cg12161045 TNFRSF1B chr1 Body 1.6 (1.01; 2.54) 4.6E-02
cg02666246 PTPRN2 chr7 Body 1.36 (1; 1.85) 4.7E-02
cg03951877 PHACTR1 chr6 Body 1.44 (1.01; 2.07) 4.7E-02
cg07600871 BRUNOL4 chr18 TSS1500 1.39 (1; 1.92) 4.7E-02
cg18026197 CHCHD6 chr3 TSS1500 1.4 (1; 1.95) 4.7E-02
cg04106255 SGIP1 chr1 Body 0.7 (0.5; 1) 4.7E-02
cg15197582 TNFRSF11A chr18 Body 1.44 (1; 2.06) 4.7E-02
cg12164753 CTDSPL2 chr15 1stExon 1.45 (1; 2.11) 4.7E-02
cg12164753 CTDSPL2 chr15 5'UTR 1.45 (1; 2.11) 4.7E-02
cg04237822 PTPRN2 chr7 Body 1.4 (1; 1.96) 4.7E-02
cg11534937 TNRC18 chr7 TSS1500 0.73 (0.54; 1) 4.7E-02
cg05874111 CUX2 chr12 Body 1.45 (1; 2.1) 4.8E-02
cg18369715 PTPRN2 chr7 Body 0.66 (0.43; 1) 4.8E-02
cg04215870 SLC16A9 chr10 5'UTR 0.73 (0.54; 1) 4.8E-02
cg17287605 PTPRN2 chr7 Body 0.64 (0.42; 1) 4.8E-02
cg04081153 ARID1A chr1 TSS1500 0.65 (0.43; 1) 4.8E-02
cg18537923 ZBTB20 chr3 Body 0.67 (0.45; 1) 4.8E-02
cg18537923 ZBTB20 chr3 5'UTR 0.67 (0.45; 1) 4.8E-02
cg01518344 FBXO34 chr14 5'UTR 0.71 (0.51; 1) 4.8E-02
cg16537155 ERI3 chr1 Body 0.64 (0.41; 1) 4.8E-02



cg05308829 GNA12 chr7 Body 0.72 (0.52; 1) 4.8E-02
cg03894650 CTNND2 chr5 Body 0.72 (0.52; 1) 4.8E-02
cg24794412 EIF2S1 chr14 TSS200 0.71 (0.5; 1) 4.8E-02
cg05226390 ELAVL4 chr1 TSS1500 0.67 (0.45; 1) 4.8E-02
cg05226390 ELAVL4 chr1 Body 0.67 (0.45; 1) 4.8E-02
cg17904068 CHFR chr12 Body 0.72 (0.52; 1) 4.8E-02
cg07517487 TNFRSF19 chr13 5'UTR 1.44 (1; 2.07) 4.8E-02
cg07517487 TNFRSF19 chr13 TSS200 1.44 (1; 2.07) 4.8E-02
cg19056691 CUX2 chr12 Body 0.63 (0.4; 1) 4.9E-02
cg24723255 TAOK3 chr12 Body 1.4 (1; 1.95) 4.9E-02
cg13196844 PHACTR1 chr6 Body 1.55 (1; 2.4) 4.9E-02
cg17750024 TNR chr1 5'UTR 0.69 (0.47; 1) 4.9E-02
cg03879109 CREBBP chr16 3'UTR 0.7 (0.49; 1) 4.9E-02
cg00935267 PTPRN2 chr7 Body 0.68 (0.47; 1) 4.9E-02
cg19766638 NOL4 chr18 5'UTR 0.68 (0.46; 1) 4.9E-02
cg19766638 NOL4 chr18 Body 0.68 (0.46; 1) 4.9E-02
cg19766638 NOL4 chr18 1stExon 0.68 (0.46; 1) 4.9E-02
cg26391891 TNFRSF1A chr12 Body 1.55 (1; 2.39) 4.9E-02
cg03352776 CUX2 chr12 TSS1500 0.71 (0.5; 1) 4.9E-02
cg12286857 PTPRN2 chr7 Body 1.39 (1; 1.94) 4.9E-02
cg23093175 ZBTB20 chr3 TSS1500 0.71 (0.51; 1) 4.9E-02
cg23093175 ZBTB20 chr3 Body 0.71 (0.51; 1) 4.9E-02
cg23093175 ZBTB20 chr3 5'UTR 0.71 (0.51; 1) 4.9E-02
cg03395724 SUSD4 chr1 Body 0.71 (0.5; 1) 4.9E-02
cg13680200 TNR chr1 Body 0.67 (0.45; 1) 5.0E-02
cg12634594 NRXN1 chr2 Body 1.48 (1; 2.17) 5.0E-02
cg08317883 CUX2 chr12 Body 1.43 (1; 2.04) 5.0E-02
cg24535649 CACNA1C chr12 Body 0.71 (0.51; 1) 5.0E-02
cg10392504 TNRC18 chr7 TSS1500 0.73 (0.53; 1) 5.0E-02
cg14942155 PTPRN2 chr7 Body 1.59 (1; 2.52) 5.0E-02
cg05991442 RECQL5 chr17 Body 0.73 (0.54; 1) 5.0E-02
cg00864064 SMARCD3 chr7 TSS200 1.37 (1; 1.87) 5.0E-02
cg00864064 SMARCD3 chr7 TSS1500 1.37 (1; 1.87) 5.0E-02
cg14086205 NOL4 chr18 5'UTR 0.71 (0.5; 1) 5.0E-02
cg14086205 NOL4 chr18 Body 0.71 (0.5; 1) 5.0E-02
cg19026593 TNFRSF1A chr12 Body 0.69 (0.48; 1) 5.0E-02
cg09571420 CNTNAP2 chr7 TSS1500 0.69 (0.48; 1) 5.0E-02
cg06286135 PTPRN2 chr7 Body 1.41 (1; 2) 5.0E-02
cg06631944 PTPRN2 chr7 Body 1.39 (1; 1.94) 5.1E-02
cg02058924 CHFR chr12 TSS1500 1.38 (1; 1.92) 5.1E-02
cg23805664 UNC80 chr2 Body 1.43 (1; 2.04) 5.1E-02
cg01093138 CDH13 chr16 Body 0.74 (0.55; 1) 5.1E-02
cg04713531 PTPRN2 chr7 Body 0.67 (0.44; 1) 5.1E-02
cg26051910 SUSD4 chr1 Body 0.63 (0.39; 1) 5.1E-02
cg17334266 PTPRN2 chr7 Body 0.75 (0.56; 1) 5.1E-02
cg03150319 CREBBP chr16 Body 1.38 (1; 1.92) 5.1E-02
cg07879612 PTPRN2 chr7 Body 1.34 (1; 1.8) 5.1E-02
cg08819065 ZBTB20 chr3 Body 1.37 (1; 1.89) 5.1E-02
cg23916626 SUGCT chr7 Body 0.73 (0.53; 1) 5.1E-02
cg18887119 CREBBP chr16 Body 1.39 (1; 1.94) 5.1E-02
cg26302009 PHACTR1 chr6 Body 1.46 (1; 2.15) 5.2E-02
cg07040435 TNFRSF19 chr13 5'UTR 1.52 (1; 2.33) 5.2E-02
cg07040435 TNFRSF19 chr13 TSS1500 1.52 (1; 2.33) 5.2E-02
cg04950452 TENM2 chr5 Body 0.68 (0.45; 1) 5.2E-02
cg05083624 TNRC6B chr22 3'UTR 0.54 (0.29; 1.01) 5.2E-02
cg09656981 ELAVL4 chr1 TSS200 1.4 (1; 1.96) 5.2E-02
cg09656981 ELAVL4 chr1 Body 1.4 (1; 1.96) 5.2E-02
cg15554126 PEX14 chr1 3'UTR 1.4 (1; 1.96) 5.2E-02
cg10151741 PTPRS chr19 1stExon 0.45 (0.2; 1.01) 5.2E-02
cg10151741 PTPRS chr19 5'UTR 0.45 (0.2; 1.01) 5.2E-02
cg22721472 TSHZ3 chr19 3'UTR 0.71 (0.51; 1) 5.2E-02



cg01554539 PTPRN2 chr7 Body 0.69 (0.48; 1) 5.2E-02
cg23343389 PTPRN2 chr7 Body 0.71 (0.51; 1) 5.2E-02
cg03894975 PTPRU chr1 Body 0.73 (0.53; 1) 5.3E-02
cg27571230 PEX14 chr1 Body 1.41 (1; 1.98) 5.3E-02
cg20540557 BARX2 chr11 Body 0.67 (0.45; 1) 5.3E-02
cg17527902 COL1A2 chr7 Body 1.44 (1; 2.09) 5.3E-02
cg19067989 NRXN1 chr2 5'UTR 1.37 (1; 1.88) 5.3E-02
cg08898492 AKAP13 chr15 Body 0.74 (0.55; 1) 5.3E-02
cg08898492 AKAP13 chr15 5'UTR 0.74 (0.55; 1) 5.3E-02
cg02329175 CTDSP2 chr12 1stExon 0.68 (0.45; 1.01) 5.3E-02
cg02329175 CTDSP2 chr12 5'UTR 0.68 (0.45; 1.01) 5.3E-02
cg20931902 PTPRU chr1 Body 0.66 (0.43; 1.01) 5.3E-02
cg05475027 WWOX chr16 Body 1.38 (1; 1.91) 5.3E-02
cg01396387 CDH13 chr16 TSS200 0.64 (0.41; 1.01) 5.4E-02
cg27183602 DCUN1D4 chr4 TSS200 0.68 (0.46; 1.01) 5.4E-02
cg18998543 GNA12 chr7 3'UTR 0.49 (0.23; 1.01) 5.4E-02
cg20548013 PHACTR1 chr6 Body 0.7 (0.49; 1.01) 5.4E-02
cg05533447 WWOX chr16 Body 1.41 (0.99; 1.99) 5.4E-02
cg22558134 PTPRN2 chr7 Body 0.69 (0.48; 1.01) 5.4E-02
cg13773631 BARX1 chr9 Body 0.7 (0.49; 1.01) 5.4E-02
cg13103340 FBXO31 chr16 Body 0.75 (0.55; 1.01) 5.4E-02
cg13103340 FBXO31 chr16 5'UTR 0.75 (0.55; 1.01) 5.4E-02
cg08688512 MEIS2 chr15 TSS1500 0.73 (0.53; 1.01) 5.4E-02
cg18381465 FBXO32 chr8 1stExon 0.73 (0.53; 1.01) 5.4E-02
cg18381465 FBXO32 chr8 ExonBnd 0.73 (0.53; 1.01) 5.4E-02
cg18381465 FBXO32 chr8 5'UTR 0.73 (0.53; 1.01) 5.4E-02
cg18381465 FBXO32 chr8 Body 0.73 (0.53; 1.01) 5.4E-02
cg22057372 PTPRN2 chr7 Body 1.38 (0.99; 1.91) 5.5E-02
cg20602914 TNRC18 chr7 Body 0.62 (0.38; 1.01) 5.5E-02
cg10069437 WWOX chr16 Body 0.72 (0.52; 1.01) 5.5E-02
cg14668986 ZBTB20 chr3 Body 1.4 (0.99; 1.96) 5.5E-02
cg14668986 ZBTB20 chr3 1stExon 1.4 (0.99; 1.96) 5.5E-02
cg14668986 ZBTB20 chr3 5'UTR 1.4 (0.99; 1.96) 5.5E-02
cg22792862 EIF2S1 chr14 5'UTR 0.66 (0.43; 1.01) 5.5E-02
cg22792862 EIF2S1 chr14 1stExon 0.66 (0.43; 1.01) 5.5E-02
cg16861365 AKAP13 chr15 5'UTR 1.41 (0.99; 2.01) 5.5E-02
cg17095257 PDE8A chr15 Body 0.68 (0.46; 1.01) 5.5E-02
cg18371428 PTPRN2 chr7 Body 1.39 (0.99; 1.95) 5.5E-02
cg11556740 SUGCT chr7 Body 0.66 (0.43; 1.01) 5.6E-02
cg15207669 CSMD2 chr1 Body 0.73 (0.53; 1.01) 5.6E-02
cg20540042 POU2F1 chr1 TSS200 0.74 (0.55; 1.01) 5.6E-02
cg22165310 WAC chr10 Body 1.37 (0.99; 1.9) 5.6E-02
cg00271311 CNTF chr11 TSS1500 1.46 (0.99; 2.15) 5.6E-02
cg26886268 PTPRN2 chr7 Body 0.72 (0.52; 1.01) 5.6E-02
cg01026915 NOL4L chr20 Body 0.31 (0.09; 1.03) 5.6E-02
cg02464123 CTDSP2 chr12 1stExon 0.69 (0.47; 1.01) 5.6E-02
cg02464123 CTDSP2 chr12 5'UTR 0.69 (0.47; 1.01) 5.6E-02
cg24364593 CSMD2 chr1 Body 0.7 (0.48; 1.01) 5.6E-02
cg17725607 PTPRU chr1 Body 1.46 (0.99; 2.15) 5.6E-02
cg07263694 CUX2 chr12 Body 1.38 (0.99; 1.93) 5.6E-02
cg25364469 ZBTB20 chr3 5'UTR 0.7 (0.48; 1.01) 5.6E-02
cg25364469 ZBTB20 chr3 Body 0.7 (0.48; 1.01) 5.6E-02
cg27230472 WWOX chr16 Body 1.45 (0.99; 2.12) 5.6E-02
cg16765393 GNA12 chr7 Body 0.71 (0.5; 1.01) 5.6E-02
cg26873115 CREBBP chr16 Body 0.72 (0.52; 1.01) 5.6E-02
cg09229912 CUX2 chr12 1stExon 0.69 (0.47; 1.01) 5.7E-02
cg09229912 CUX2 chr12 5'UTR 0.69 (0.47; 1.01) 5.7E-02
cg17086900 PTPRN2 chr7 3'UTR 1.38 (0.99; 1.91) 5.7E-02
cg08924696 RTN4RL2 chr11 Body 0.72 (0.52; 1.01) 5.7E-02
cg11586220 CDH13 chr16 5'UTR 0.67 (0.45; 1.01) 5.7E-02
cg11586220 CDH13 chr16 Body 0.67 (0.45; 1.01) 5.7E-02



cg21280014 PTPRN2 chr7 Body 1.34 (0.99; 1.81) 5.7E-02
cg27585878 FBXO31 chr16 Body 1.42 (0.99; 2.03) 5.7E-02
cg14301531 CACNA1C chr12 Body 0.7 (0.49; 1.01) 5.7E-02
cg14286928 EIF2S1 chr14 TSS1500 0.68 (0.45; 1.01) 5.7E-02
cg12830684 PEX14 chr1 Body 0.73 (0.53; 1.01) 5.7E-02
cg18222509 ZNF704 chr8 Body 1.41 (0.99; 2.02) 5.7E-02
cg08628777 PTPRN2 chr7 Body 1.31 (0.99; 1.74) 5.7E-02
cg04739400 PTPRN2 chr7 Body 0.73 (0.53; 1.01) 5.7E-02
cg27051715 ZNF704 chr8 Body 0.67 (0.44; 1.01) 5.7E-02
cg17283542 PTPRN2 chr7 Body 0.72 (0.51; 1.01) 5.8E-02
cg00556715 AKAP13 chr15 Body 1.49 (0.99; 2.25) 5.8E-02
cg25107254 MTNR1A chr4 1stExon 0.6 (0.35; 1.02) 5.8E-02
cg05406230 PEX14 chr1 TSS1500 0.71 (0.51; 1.01) 5.8E-02
cg11028633 PTPRN2 chr7 Body 1.42 (0.99; 2.05) 5.8E-02
cg24935409 PTPRN2 chr7 Body 1.34 (0.99; 1.81) 5.8E-02
cg01845277 ZNF704 chr8 3'UTR 1.41 (0.99; 2.01) 5.8E-02
cg05334416 MEIS2 chr15 Body 0.65 (0.42; 1.01) 5.8E-02
cg27109989 PTPRN2 chr7 Body 0.71 (0.5; 1.01) 5.8E-02
cg11147878 SUSD4 chr1 Body 1.53 (0.99; 2.38) 5.8E-02
cg11147878 SUSD4 chr1 3'UTR 1.53 (0.99; 2.38) 5.8E-02
cg04643858 DNAI2 chr17 Body 0.72 (0.51; 1.01) 5.8E-02
cg17255108 PTPRN2 chr7 Body 1.38 (0.99; 1.91) 5.8E-02
cg07571977 ALCAM chr3 Body 0.72 (0.52; 1.01) 5.8E-02
cg00368924 PTPRN2 chr7 Body 1.36 (0.99; 1.87) 5.8E-02
cg11854356 TAOK3 chr12 Body 1.48 (0.99; 2.22) 5.9E-02
cg14992320 PTPRN2 chr7 Body 1.36 (0.99; 1.88) 5.9E-02
cg26660036 PTPRS chr19 Body 1.36 (0.99; 1.87) 5.9E-02
cg26154568 AKAP13 chr15 Body 1.48 (0.99; 2.22) 5.9E-02
cg23559222 ZFP91 chr11 TSS1500 1.5 (0.98; 2.27) 5.9E-02
cg12982767 SRSF10 chr1 Body 0.43 (0.18; 1.03) 5.9E-02
cg12982767 SRSF10 chr1 3'UTR 0.43 (0.18; 1.03) 5.9E-02
cg26999577 CACNA1C chr12 Body 0.74 (0.53; 1.01) 5.9E-02
cg24453836 CEP350 chr1 1stExon 0.74 (0.55; 1.01) 5.9E-02
cg24453836 CEP350 chr1 5'UTR 0.74 (0.55; 1.01) 5.9E-02
cg23910983 TDRP chr8 Body 0.65 (0.41; 1.02) 5.9E-02
cg10958924 MEIS2 chr15 5'UTR 0.65 (0.42; 1.02) 5.9E-02
cg10958924 MEIS2 chr15 1stExon 0.65 (0.42; 1.02) 5.9E-02
cg10958924 MEIS2 chr15 Body 0.65 (0.42; 1.02) 5.9E-02
cg10958924 MEIS2 chr15 TSS1500 0.65 (0.42; 1.02) 5.9E-02
cg09314071 PDE8A chr15 TSS200 0.71 (0.5; 1.01) 5.9E-02
cg07289040 CTNND2 chr5 Body 0.65 (0.41; 1.02) 6.0E-02
cg15268622 POU2F1 chr1 TSS1500 1.42 (0.99; 2.05) 6.0E-02
cg14250783 PTPRN2 chr7 Body 0.72 (0.51; 1.01) 6.0E-02
cg05829224 AKAP3 chr12 3'UTR 1.37 (0.99; 1.91) 6.0E-02
cg07974531 RTN4RL1 chr17 1stExon 1.37 (0.99; 1.91) 6.0E-02
cg07974531 RTN4RL1 chr17 5'UTR 1.37 (0.99; 1.91) 6.0E-02
cg16508202 CNTNAP2 chr7 Body 0.72 (0.51; 1.01) 6.0E-02
cg01385312 TNRC18 chr7 Body 0.73 (0.53; 1.01) 6.0E-02
cg04001311 CACNA1C chr12 Body 1.38 (0.99; 1.94) 6.0E-02
cg09975316 AKAP13 chr15 TSS200 0.76 (0.57; 1.01) 6.0E-02
cg14659930 ZBTB20 chr3 5'UTR 0.66 (0.43; 1.02) 6.0E-02
cg12227051 TNRC6B chr22 Body 0.74 (0.54; 1.01) 6.1E-02
cg15851964 CTDSP2 chr12 Body 1.36 (0.99; 1.88) 6.1E-02
cg05901503 TENM2 chr5 Body 0.7 (0.48; 1.02) 6.1E-02
cg14387516 WWOX chr16 Body 1.46 (0.98; 2.18) 6.1E-02
cg11568410 DMXL2 chr15 Body 0.69 (0.48; 1.02) 6.1E-02
cg03738400 PDE8A chr15 5'UTR 0.68 (0.46; 1.02) 6.1E-02
cg03738400 PDE8A chr15 Body 0.68 (0.46; 1.02) 6.1E-02
cg09025274 ALCAM chr3 Body 1.43 (0.98; 2.08) 6.1E-02
cg03541126 PTPRN2 chr7 Body 1.4 (0.98; 2) 6.1E-02
cg10208640 PHACTR1 chr6 Body 1.4 (0.98; 1.98) 6.1E-02



cg03295251 WWOX chr16 Body 0.72 (0.51; 1.02) 6.1E-02
cg26075417 PTPRN2 chr7 Body 0.71 (0.5; 1.02) 6.1E-02
cg13030786 TNRC18 chr7 Body 1.36 (0.99; 1.88) 6.1E-02
cg07054040 MEIS2 chr15 5'UTR 1.47 (0.98; 2.19) 6.1E-02
cg07054040 MEIS2 chr15 1stExon 1.47 (0.98; 2.19) 6.1E-02
cg07054040 MEIS2 chr15 TSS1500 1.47 (0.98; 2.19) 6.1E-02
cg18045670 ATP6V0C chr16 3'UTR 1.34 (0.99; 1.83) 6.1E-02
cg01681049 SCAF8 chr6 Body 0.7 (0.48; 1.02) 6.1E-02
cg21484749 BRUNOL4 chr18 TSS200 0.63 (0.39; 1.02) 6.1E-02
cg23549922 WWOX chr16 Body 1.53 (0.98; 2.39) 6.1E-02
cg06742794 ATF7IP chr12 5'UTR 0.74 (0.54; 1.01) 6.1E-02
cg06742794 ATF7IP chr12 Body 0.74 (0.54; 1.01) 6.1E-02
cg11593799 PTPRN2 chr7 Body 0.7 (0.48; 1.02) 6.1E-02
cg01014179 FBXO36 chr2 TSS200 1.4 (0.98; 1.98) 6.2E-02
cg21991803 CACNA1C chr12 Body 0.71 (0.49; 1.02) 6.2E-02
cg02580308 COL5A2 chr2 Body 1.46 (0.98; 2.16) 6.2E-02
cg04654570 CTDSPL2 chr15 Body 1.44 (0.98; 2.12) 6.2E-02
cg12600858 MTNR1B chr11 TSS1500 1.37 (0.98; 1.9) 6.2E-02
cg11074968 CPEB1 chr15 Body 1.44 (0.98; 2.12) 6.2E-02
cg11074968 CPEB1 chr15 TSS1500 1.44 (0.98; 2.12) 6.2E-02
cg23704413 PTPRN2 chr7 Body 1.36 (0.98; 1.89) 6.2E-02
cg04078118 TNRC6B chr22 TSS1500 0.7 (0.48; 1.02) 6.2E-02
cg21906038 UNC80 chr2 TSS1500 0.63 (0.38; 1.02) 6.3E-02
cg12323274 BRUNOL4 chr18 Body 0.71 (0.49; 1.02) 6.3E-02
cg13219509 TNRC6B chr22 TSS1500 0.74 (0.54; 1.02) 6.3E-02
cg10940698 FBXO34 chr14 5'UTR 0.73 (0.53; 1.02) 6.3E-02
cg06828538 TNRC18 chr7 TSS1500 1.5 (0.98; 2.29) 6.3E-02
cg21418679 FBXO36 chr2 TSS1500 0.71 (0.5; 1.02) 6.3E-02
cg10378898 FBXO34 chr14 TSS1500 0.74 (0.54; 1.02) 6.3E-02
cg10378898 FBXO34 chr14 1stExon 0.74 (0.54; 1.02) 6.3E-02
cg10378898 FBXO34 chr14 5'UTR 0.74 (0.54; 1.02) 6.3E-02
cg04656576 TENM2 chr5 Body 0.7 (0.48; 1.02) 6.3E-02
cg17209276 CTNND2 chr5 Body 0.76 (0.56; 1.02) 6.3E-02
cg00617866 CTNND2 chr5 Body 0.68 (0.45; 1.02) 6.3E-02
cg09825093 CDH13 chr16 TSS200 1.51 (0.98; 2.34) 6.3E-02
cg05817517 CSMD2 chr1 Body 1.39 (0.98; 1.96) 6.3E-02
cg27328297 ARID1A chr1 Body 1.35 (0.98; 1.87) 6.3E-02
cg11173615 PHACTR1 chr6 Body 0.72 (0.52; 1.02) 6.4E-02
cg26724551 PTPRS chr19 Body 1.49 (0.98; 2.29) 6.4E-02
cg23375968 PTPRN2 chr7 Body 0.72 (0.51; 1.02) 6.4E-02
cg23377942 WWOX chr16 Body 1.35 (0.98; 1.84) 6.4E-02
cg03196689 C11orf67 chr11 TSS1500 1.49 (0.98; 2.26) 6.4E-02
cg14749964 TNFRSF1A chr12 5'UTR 1.43 (0.98; 2.08) 6.4E-02
cg14749964 TNFRSF1A chr12 1stExon 1.43 (0.98; 2.08) 6.4E-02
cg26120109 PTPRU chr1 Body 1.38 (0.98; 1.93) 6.4E-02
cg13917957 COL5A2 chr2 Body 0.71 (0.49; 1.02) 6.4E-02
cg00612225 DNAI2 chr17 TSS1500 0.7 (0.48; 1.02) 6.4E-02
cg24852777 CUX2 chr12 Body 1.44 (0.98; 2.13) 6.4E-02
cg15397817 LOC101929698 chr20 Body 0.7 (0.48; 1.02) 6.4E-02
cg15397817 NOL4L chr20 Body 0.7 (0.48; 1.02) 6.4E-02
cg21204965 CSMD2 chr1 Body 0.74 (0.54; 1.02) 6.5E-02
cg07575130 PTPRN2 chr7 Body 0.74 (0.54; 1.02) 6.5E-02
cg24454909 TENM2 chr5 Body 0.66 (0.43; 1.03) 6.5E-02
cg05072064 WWOX chr16 Body 0.74 (0.54; 1.02) 6.5E-02
cg21375294 BRUNOL4 chr18 Body 0.65 (0.41; 1.03) 6.5E-02
cg07857234 TAOK3 chr12 Body 1.41 (0.98; 2.03) 6.5E-02
cg23145382 TNRC6B chr22 5'UTR 0.71 (0.5; 1.02) 6.5E-02
cg14535460 TENM2 chr5 Body 1.37 (0.98; 1.93) 6.5E-02
cg26224223 TSHZ3 chr19 TSS1500 0.7 (0.48; 1.02) 6.5E-02
cg19919303 BARX2 chr11 5'UTR 1.48 (0.98; 2.25) 6.5E-02
cg19919303 BARX2 chr11 1stExon 1.48 (0.98; 2.25) 6.5E-02



cg18327772 HMGB4 chr1 5'UTR 0.72 (0.5; 1.02) 6.5E-02
cg18327772 HMGB4 chr1 TSS1500 0.72 (0.5; 1.02) 6.5E-02
cg18327772 CSMD2 chr1 Body 0.72 (0.5; 1.02) 6.5E-02
cg26389638 PTPRN2 chr7 Body 0.72 (0.51; 1.02) 6.5E-02
cg23405198 FSTL1 chr3 Body 0.69 (0.46; 1.02) 6.5E-02
cg11653336 CHFR chr12 TSS1500 1.45 (0.98; 2.17) 6.5E-02
cg11414276 CACNA1C chr12 Body 0.73 (0.52; 1.02) 6.5E-02
cg15419330 TENM2 chr5 Body 0.71 (0.49; 1.02) 6.6E-02
cg06734435 PTPRN2 chr7 Body 0.73 (0.53; 1.02) 6.6E-02
cg03156546 TNRC6A chr16 Body 0.64 (0.4; 1.03) 6.6E-02
cg24098302 CTDSPL2 chr15 1stExon 1.36 (0.98; 1.88) 6.6E-02
cg24098302 CTDSPL2 chr15 5'UTR 1.36 (0.98; 1.88) 6.6E-02
cg11672159 C11orf67 chr11 TSS1500 0.69 (0.47; 1.02) 6.6E-02
cg11622516 FSTL1 chr3 Body 0.73 (0.53; 1.02) 6.6E-02
cg21526469 ATF7IP2 chr16 5'UTR 1.53 (0.97; 2.4) 6.6E-02
cg21526469 ATF7IP2 chr16 Body 1.53 (0.97; 2.4) 6.6E-02
cg23204897 PHACTR1 chr6 Body 0.7 (0.48; 1.02) 6.6E-02
cg14970975 TNFRSF1A chr12 Body 0.67 (0.43; 1.03) 6.6E-02
cg19418190 PTPRN2 chr7 Body 0.74 (0.54; 1.02) 6.6E-02
cg11178017 TNRC6B chr22 TSS200 0.77 (0.58; 1.02) 6.6E-02
cg07768777 TNRC6A chr16 Body 0.73 (0.52; 1.02) 6.6E-02
cg22222104 UNC80 chr2 Body 0.62 (0.38; 1.03) 6.6E-02
cg24357619 MEIS2 chr15 Body 1.45 (0.97; 2.17) 6.6E-02
cg24019478 TNRC6B chr22 Body 1.45 (0.98; 2.14) 6.6E-02
cg18327617 TNFRSF11A chr18 Body 0.72 (0.51; 1.02) 6.7E-02
cg24123860 TENM2 chr5 Body 1.44 (0.98; 2.12) 6.7E-02
cg05224804 PTPRN2 chr7 Body 1.38 (0.98; 1.94) 6.7E-02
cg27483791 PTPRN2 chr7 Body 0.72 (0.51; 1.02) 6.7E-02
cg23524436 CACNA1C chr12 TSS1500 0.68 (0.45; 1.03) 6.7E-02
cg18558969 BRUNOL4 chr18 Body 1.33 (0.98; 1.81) 6.7E-02
cg04414675 PTPRN2 chr7 Body 1.34 (0.98; 1.83) 6.7E-02
cg16405582 ZNF704 chr8 5'UTR 1.36 (0.98; 1.9) 6.7E-02
cg05949171 CDH13 chr16 1stExon 0.69 (0.46; 1.03) 6.8E-02
cg05949171 CDH13 chr16 5'UTR 0.69 (0.46; 1.03) 6.8E-02
cg09919124 FBXO11 chr2 Body 0.71 (0.49; 1.03) 6.8E-02
cg08151051 PTPRN2 chr7 Body 0.75 (0.55; 1.02) 6.8E-02
cg26233218 PTPRN2 chr7 Body 0.76 (0.57; 1.02) 6.8E-02
cg27550325 PTPRN2 chr7 Body 0.73 (0.52; 1.02) 6.8E-02
cg08325842 ZFP91 chr11 Body 0.71 (0.49; 1.03) 6.8E-02
cg01498219 GNA12 chr7 Body 0.74 (0.54; 1.02) 6.8E-02
cg23266266 DCUN1D4 chr4 TSS1500 0.75 (0.54; 1.02) 6.8E-02
cg07530460 TNRC6C chr17 Body 1.37 (0.98; 1.92) 6.8E-02
cg13999061 ATF7IP2 chr16 TSS1500 0.73 (0.53; 1.02) 6.8E-02
cg10491652 MEX3A chr1 TSS1500 0.76 (0.56; 1.02) 6.8E-02
cg00958342 MEIS2 chr15 Body 0.69 (0.46; 1.03) 6.8E-02
cg14403705 PTPRS chr19 5'UTR 0.75 (0.55; 1.02) 6.9E-02
cg13854296 BARX1 chr9 Body 0.7 (0.48; 1.03) 6.9E-02
cg17005864 TENM2 chr5 Body 0.73 (0.52; 1.02) 6.9E-02
cg18522715 PTPRN2 chr7 Body 0.7 (0.47; 1.03) 6.9E-02
cg19378798 PTPRS chr19 5'UTR 1.37 (0.98; 1.91) 6.9E-02
cg18627042 ZBTB20 chr3 Body 0.72 (0.5; 1.03) 6.9E-02
cg18627042 ZBTB20 chr3 3'UTR 0.72 (0.5; 1.03) 6.9E-02
cg22227034 TNFRSF1B chr1 Body 1.46 (0.97; 2.21) 6.9E-02
cg26411814 CNTF chr11 1stExon 1.4 (0.97; 2) 7.0E-02
cg10652780 RTN4R chr22 Body 1.43 (0.97; 2.11) 7.0E-02
cg16960396 PTPRN2 chr7 Body 0.71 (0.49; 1.03) 7.0E-02
cg22202944 NRXN1 chr2 Body 0.72 (0.5; 1.03) 7.0E-02
cg21813473 CHD6 chr20 TSS200 1.57 (0.96; 2.56) 7.0E-02
cg22095604 NOL4 chr18 5'UTR 0.6 (0.34; 1.04) 7.0E-02
cg22095604 NOL4 chr18 1stExon 0.6 (0.34; 1.04) 7.0E-02
cg02136961 CACNA1C chr12 Body 0.67 (0.43; 1.03) 7.0E-02



cg03228931 CTDSP2 chr12 Body 0.71 (0.49; 1.03) 7.0E-02
cg17102042 PTPRN2 chr7 Body 1.3 (0.98; 1.71) 7.0E-02
cg06352807 PTPRN2 chr7 Body 1.66 (0.96; 2.87) 7.0E-02
cg04508233 TNRC6A chr16 TSS200 1.37 (0.97; 1.92) 7.0E-02
cg26695909 ZNF704 chr8 Body 1.45 (0.97; 2.16) 7.1E-02
cg22760256 SUGCT chr7 Body 0.71 (0.49; 1.03) 7.1E-02
cg13617074 MEIS2 chr15 Body 1.47 (0.97; 2.24) 7.1E-02
cg21904701 UBE2E2 chr3 Body 0.63 (0.39; 1.04) 7.1E-02
cg20808693 SMARCD3 chr7 Body 1.49 (0.97; 2.3) 7.1E-02
cg06805498 ALCAM chr3 TSS1500 1.55 (0.96; 2.49) 7.1E-02
cg13353015 CSMD2 chr1 Body 1.46 (0.97; 2.2) 7.1E-02
cg09043214 TNFRSF1A chr12 Body 0.73 (0.52; 1.03) 7.1E-02
cg24018963 CPEB1 chr15 Body 1.49 (0.97; 2.31) 7.1E-02
cg24018963 CPEB1 chr15 5'UTR 1.49 (0.97; 2.31) 7.1E-02
cg07879269 FSTL1 chr3 Body 0.73 (0.53; 1.03) 7.1E-02
cg17402889 CACNA1C chr12 Body 0.7 (0.48; 1.03) 7.1E-02
cg05955332 CHCHD6 chr3 Body 1.35 (0.97; 1.87) 7.1E-02
cg12944311 PEX14 chr1 Body 1.37 (0.97; 1.94) 7.1E-02
cg04268643 TNRC6C chr17 5'UTR 1.39 (0.97; 1.98) 7.2E-02
cg06933370 MEIS2 chr15 Body 0.65 (0.41; 1.04) 7.2E-02
cg18214796 FBXO33 chr14 TSS1500 1.34 (0.97; 1.85) 7.2E-02
cg18862920 WWOX chr16 Body 1.4 (0.97; 2.02) 7.2E-02
cg26624576 CDH11 chr16 TSS1500 0.73 (0.52; 1.03) 7.2E-02
cg08458170 TSHZ3 chr19 Body 1.36 (0.97; 1.91) 7.2E-02
cg13455291 ZBTB20 chr3 Body 1.37 (0.97; 1.94) 7.2E-02
cg13455291 ZBTB20 chr3 5'UTR 1.37 (0.97; 1.94) 7.2E-02
cg01611626 ATP6V0C chr16 Body 0.57 (0.31; 1.05) 7.2E-02
cg03129172 TNFRSF1B chr1 Body 1.46 (0.97; 2.2) 7.3E-02
cg05123139 AKAP13 chr15 TSS1500 0.66 (0.42; 1.04) 7.3E-02
cg04828658 NRXN1 chr2 Body 1.38 (0.97; 1.97) 7.3E-02
cg07022959 WWOX chr16 Body 0.7 (0.47; 1.03) 7.3E-02
cg10866847 CTDSPL chr3 Body 0.73 (0.51; 1.03) 7.3E-02
cg03753995 CEP350 chr1 Body 1.34 (0.97; 1.84) 7.3E-02
cg03576422 WAC chr10 Body 0.74 (0.54; 1.03) 7.3E-02
cg03480698 PTPRN2 chr7 Body 1.41 (0.97; 2.04) 7.3E-02
cg19803298 PHACTR1 chr6 Body 0.75 (0.54; 1.03) 7.3E-02
cg05328339 PTPRN2 chr7 Body 1.39 (0.97; 2) 7.4E-02
cg06483517 WWOX chr16 Body 1.36 (0.97; 1.9) 7.4E-02
cg19789919 ATF7IP chr12 TSS200 0.73 (0.52; 1.03) 7.4E-02
cg04894644 CACNA1C chr12 Body 0.65 (0.41; 1.04) 7.4E-02
cg10502136 PHACTR1 chr6 Body 0.71 (0.48; 1.03) 7.4E-02
cg16593910 CSMD2 chr1 Body 0.74 (0.53; 1.03) 7.4E-02
cg15105081 C11orf67 chr11 5'UTR 0.74 (0.52; 1.03) 7.5E-02
cg15105081 C11orf67 chr11 1stExon 0.74 (0.52; 1.03) 7.5E-02
cg07208691 CUX2 chr12 Body 0.66 (0.42; 1.04) 7.5E-02
cg15091879 ZBTB20 chr3 TSS200 0.75 (0.55; 1.03) 7.5E-02
cg16370537 PTPRN2 chr7 Body 0.73 (0.51; 1.03) 7.5E-02
cg04170451 WAC chr10 TSS1500 1.35 (0.97; 1.89) 7.5E-02
cg04170451 WAC chr10 5'UTR 1.35 (0.97; 1.89) 7.5E-02
cg03325403 CSMD2 chr1 Body 1.42 (0.96; 2.1) 7.5E-02
cg02351971 FSTL1 chr3 Body 1.42 (0.97; 2.09) 7.5E-02
cg02351971 FSTL1 chr3 ExonBnd 1.42 (0.97; 2.09) 7.5E-02
cg03899558 DCUN1D4 chr4 Body 0.73 (0.51; 1.03) 7.5E-02
cg21643314 MEIS2 chr15 TSS200 0.74 (0.53; 1.03) 7.5E-02
cg21643314 MEIS2 chr15 Body 0.74 (0.53; 1.03) 7.5E-02
cg21643314 MEIS2 chr15 5'UTR 0.74 (0.53; 1.03) 7.5E-02
cg10595396 CDH13 chr16 Body 0.73 (0.52; 1.03) 7.5E-02
cg04576058 ERI3 chr1 Body 0.75 (0.54; 1.03) 7.6E-02
cg04576058 ERI3 chr1 5'UTR 0.75 (0.54; 1.03) 7.6E-02
cg22903773 CHD6 chr20 TSS1500 1.48 (0.96; 2.27) 7.6E-02
cg04393532 DNAI2 chr17 Body 0.76 (0.56; 1.03) 7.6E-02



cg05902801 CUX2 chr12 Body 0.75 (0.54; 1.03) 7.6E-02
cg24995915 ATP8A1 chr4 TSS1500 1.34 (0.97; 1.84) 7.6E-02
cg04328166 CACNA1C chr12 Body 1.45 (0.96; 2.19) 7.6E-02
cg24444035 TENM2 chr5 Body 0.75 (0.55; 1.03) 7.6E-02
cg24444035 CTB-178M22.2 chr5 TSS1500 0.75 (0.55; 1.03) 7.6E-02
cg13031545 PHACTR1 chr6 Body 0.76 (0.56; 1.03) 7.6E-02
cg12771255 MTCL1 chr18 Body 0.73 (0.52; 1.03) 7.6E-02
cg00369194 PTPRN2 chr7 Body 1.32 (0.97; 1.8) 7.6E-02
cg10736303 PTPRN2 chr7 Body 0.75 (0.54; 1.03) 7.7E-02
cg06470298 CHCHD6 chr3 Body 0.72 (0.5; 1.04) 7.7E-02
cg20521805 ZBTB20 chr3 Body 1.41 (0.96; 2.07) 7.7E-02
cg20521805 ZBTB20 chr3 5'UTR 1.41 (0.96; 2.07) 7.7E-02
cg14711108 ERI3 chr1 Body 0.72 (0.5; 1.04) 7.7E-02
cg25519930 CACNA1C chr12 TSS1500 0.69 (0.46; 1.04) 7.7E-02
cg01630032 WWOX chr16 Body 0.76 (0.56; 1.03) 7.7E-02
cg10231400 AKAP13 chr15 Body 0.68 (0.44; 1.04) 7.7E-02
cg14627974 CNTNAP2 chr7 Body 0.7 (0.47; 1.04) 7.7E-02
cg00507497 BRUNOL4 chr18 Body 0.75 (0.54; 1.03) 7.7E-02
cg03879823 PHACTR1 chr6 Body 0.7 (0.48; 1.04) 7.7E-02
cg06310022 ZBTB20 chr3 5'UTR 0.48 (0.21; 1.08) 7.7E-02
cg06310022 ZBTB20 chr3 Body 0.48 (0.21; 1.08) 7.7E-02
cg11387591 PTPRU chr1 Body 0.7 (0.47; 1.04) 7.7E-02
cg17261469 FBXO31 chr16 5'UTR 1.35 (0.97; 1.89) 7.8E-02
cg16280215 PTPRN2 chr7 Body 0.74 (0.53; 1.03) 7.8E-02
cg06402602 FBXO31 chr16 Body 1.39 (0.96; 2) 7.8E-02
cg06402602 FBXO31 chr16 1stExon 1.39 (0.96; 2) 7.8E-02
cg00977640 ERI3 chr1 Body 1.35 (0.97; 1.88) 7.8E-02
cg00977640 ERI3 chr1 5'UTR 1.35 (0.97; 1.88) 7.8E-02
cg26900406 CHCHD6 chr3 Body 1.66 (0.94; 2.92) 7.8E-02
cg22566312 SUGCT chr7 Body 1.58 (0.95; 2.64) 7.8E-02
cg06158347 CDH11 chr16 5'UTR 0.62 (0.37; 1.05) 7.8E-02
cg06158347 CDH11 chr16 1stExon 0.62 (0.37; 1.05) 7.8E-02
cg15578140 CNTNAP2 chr7 Body 1.4 (0.96; 2.04) 7.8E-02
cg03526582 NDUFA9 chr12 ExonBnd 0.69 (0.45; 1.04) 7.8E-02
cg03526582 NDUFA9 chr12 Body 0.69 (0.45; 1.04) 7.8E-02
cg14475362 TNR chr1 5'UTR 0.76 (0.56; 1.03) 7.8E-02
cg01633442 PTPRN2 chr7 Body 1.36 (0.97; 1.93) 7.8E-02
cg09025856 CTNND2 chr5 Body 1.39 (0.96; 2) 7.8E-02
cg04415672 CTDSP2 chr12 Body 0.7 (0.47; 1.04) 7.9E-02
cg23239817 PTPRS chr19 5'UTR 0.74 (0.52; 1.04) 7.9E-02
cg17349753 RTN4RL2 chr11 TSS1500 1.34 (0.97; 1.87) 7.9E-02
cg03637781 CTDSPL chr3 TSS1500 0.71 (0.49; 1.04) 7.9E-02
cg23523780 TNFRSF10C chr8 Body 0.75 (0.54; 1.03) 7.9E-02
cg26173773 PTPRN2 chr7 Body 1.47 (0.96; 2.24) 7.9E-02
cg21818126 SUSD4 chr1 Body 2.02 (0.92; 4.43) 7.9E-02
cg26413827 DACH1 chr13 5'UTR 0.69 (0.46; 1.04) 7.9E-02
cg26413827 DACH1 chr13 1stExon 0.69 (0.46; 1.04) 7.9E-02
cg26297866 MEX3A chr1 TSS1500 1.4 (0.96; 2.05) 7.9E-02
cg13669769 CHFR chr12 Body 1.34 (0.97; 1.86) 8.0E-02
cg09354263 RECQL5 chr17 Body 0.72 (0.5; 1.04) 8.0E-02
cg16977570 TNFRSF19 chr13 5'UTR 0.74 (0.52; 1.04) 8.0E-02
cg16977570 TNFRSF19 chr13 TSS1500 0.74 (0.52; 1.04) 8.0E-02
cg09798033 CUX2 chr12 Body 0.67 (0.42; 1.05) 8.0E-02
cg12058544 PTPRU chr1 Body 1.39 (0.96; 2) 8.0E-02
cg00860742 PTPRN2 chr7 Body 0.75 (0.54; 1.04) 8.0E-02
cg22228488 RECQL chr12 1stExon 0.67 (0.42; 1.05) 8.0E-02
cg22228488 GOLT1B chr12 TSS200 0.67 (0.42; 1.05) 8.0E-02
cg22228488 RECQL chr12 5'UTR 0.67 (0.42; 1.05) 8.0E-02
cg17291423 PTPRN2 chr7 Body 0.7 (0.47; 1.04) 8.0E-02
cg11443327 TNRC6B chr22 Body 0.75 (0.54; 1.04) 8.0E-02
cg00108938 PTPRN2 chr7 Body 0.72 (0.51; 1.04) 8.0E-02



cg17131176 WWOX chr16 Body 1.89 (0.93; 3.86) 8.0E-02
cg11871991 CPEB1 chr15 1stExon 1.49 (0.95; 2.33) 8.0E-02
cg11871991 CPEB1 chr15 Body 1.49 (0.95; 2.33) 8.0E-02
cg16560455 ZBTB20 chr3 Body 0.67 (0.42; 1.05) 8.0E-02
cg16560455 ZBTB20 chr3 5'UTR 0.67 (0.42; 1.05) 8.0E-02
cg09162514 SUGCT chr7 Body 1.98 (0.92; 4.27) 8.0E-02
cg19813207 DNAI2 chr17 Body 1.33 (0.97; 1.84) 8.0E-02
cg16763576 MBD5 chr2 5'UTR 1.31 (0.97; 1.78) 8.0E-02
cg09722236 CTNND2 chr5 Body 0.71 (0.48; 1.04) 8.1E-02
cg08519233 ALCAM chr3 TSS200 0.77 (0.57; 1.03) 8.1E-02
cg15555961 CACNA1C chr12 Body 0.67 (0.42; 1.05) 8.1E-02
cg26225767 CUX2 chr12 Body 1.46 (0.95; 2.24) 8.1E-02
cg22695318 ZBTB20 chr3 Body 2.11 (0.91; 4.9) 8.1E-02
cg22695318 ZBTB20 chr3 5'UTR 2.11 (0.91; 4.9) 8.1E-02
cg14702865 CTDSPL chr3 Body 1.36 (0.96; 1.93) 8.1E-02
cg08161922 CACNA1C chr12 Body 1.36 (0.96; 1.92) 8.1E-02
cg23063047 FBXO32 chr8 5'UTR 0.74 (0.53; 1.04) 8.1E-02
cg23063047 FBXO32 chr8 Body 0.74 (0.53; 1.04) 8.1E-02
cg09452483 PTPRN2 chr7 Body 1.35 (0.96; 1.9) 8.1E-02
cg13254809 FBXO33 chr14 3'UTR 0.74 (0.52; 1.04) 8.1E-02
cg09910067 PTPRN2 chr7 Body 1.35 (0.96; 1.88) 8.1E-02
cg02925076 PTPRN2 chr7 Body 0.73 (0.51; 1.04) 8.1E-02
cg19689077 TNFRSF11A chr18 Body 0.69 (0.45; 1.05) 8.1E-02
cg09650018 CACNA1C chr12 Body 1.36 (0.96; 1.91) 8.1E-02
cg10211530 TNRC18 chr7 Body 1.73 (0.93; 3.22) 8.1E-02
cg19685491 CACNA1C chr12 Body 0.74 (0.53; 1.04) 8.1E-02
cg14354631 PTPRN2 chr7 Body 0.69 (0.46; 1.05) 8.2E-02
cg26069067 CPEB1 chr15 Body 0.76 (0.55; 1.04) 8.2E-02
cg26069067 CPEB1 chr15 5'UTR 0.76 (0.55; 1.04) 8.2E-02
cg20957095 ZFP91 chr11 TSS1500 0.7 (0.47; 1.05) 8.2E-02
cg03601011 ACVR2A chr2 3'UTR 0.73 (0.51; 1.04) 8.2E-02
cg14430408 PTPRN2 chr7 Body 1.4 (0.96; 2.03) 8.2E-02
cg04564000 ZBTB20 chr3 5'UTR 0.71 (0.48; 1.04) 8.2E-02
cg04564000 ZBTB20 chr3 TSS200 0.71 (0.48; 1.04) 8.2E-02
cg00472027 TNRC6C chr17 5'UTR 1.33 (0.96; 1.83) 8.2E-02
cg26182922 PTPRN2 chr7 Body 0.74 (0.53; 1.04) 8.2E-02
cg03531247 NRXN1 chr2 Body 0.66 (0.42; 1.05) 8.2E-02
cg04937416 PTPRN2 chr7 Body 0.76 (0.56; 1.04) 8.2E-02
cg09103617 CACNA1C chr12 Body 0.56 (0.29; 1.08) 8.2E-02
cg05912020 CHD6 chr20 Body 1.38 (0.96; 2) 8.2E-02
cg13517305 CHCHD6 chr3 Body 0.74 (0.53; 1.04) 8.3E-02
cg01874337 GNA12 chr7 Body 0.72 (0.5; 1.04) 8.3E-02
cg17685731 POU2F1 chr1 Body 1.85 (0.92; 3.72) 8.3E-02
cg17685731 POU2F1 chr1 TSS200 1.85 (0.92; 3.72) 8.3E-02
cg21120540 CHCHD6 chr3 Body 1.44 (0.95; 2.17) 8.3E-02
cg15100599 SUSD4 chr1 TSS1500 0.69 (0.45; 1.05) 8.3E-02
cg13263323 AKAP13 chr15 Body 0.76 (0.55; 1.04) 8.3E-02
cg19399302 PTPRN2 chr7 Body 0.76 (0.55; 1.04) 8.4E-02
cg01291336 SMARCD3 chr7 Body 1.48 (0.95; 2.31) 8.4E-02
cg21040759 TNFRSF19 chr13 5'UTR 1.33 (0.96; 1.84) 8.4E-02
cg21040759 TNFRSF19 chr13 TSS200 1.33 (0.96; 1.84) 8.4E-02
cg11158641 TNRC6C chr17 5'UTR 0.71 (0.49; 1.05) 8.4E-02
cg04276099 PTPRN2 chr7 Body 1.37 (0.96; 1.95) 8.4E-02
cg11367790 CACNA1C chr12 3'UTR 1.5 (0.95; 2.39) 8.4E-02
cg09556492 PHACTR1 chr6 Body 0.74 (0.52; 1.04) 8.4E-02
cg04324126 RTN4 chr2 TSS1500 1.38 (0.96; 1.98) 8.5E-02
cg04324126 RTN4 chr2 1stExon 1.38 (0.96; 1.98) 8.5E-02
cg04324126 RTN4 chr2 5'UTR 1.38 (0.96; 1.98) 8.5E-02
cg05869732 PTPRN2 chr7 Body 1.37 (0.96; 1.95) 8.5E-02
cg23738173 CDH13 chr16 5'UTR 0.72 (0.49; 1.05) 8.5E-02
cg23738173 CDH13 chr16 Body 0.72 (0.49; 1.05) 8.5E-02



cg00382632 TNRC6A chr16 Body 0.73 (0.5; 1.05) 8.6E-02
cg09434085 PTPRN2 chr7 Body 0.75 (0.54; 1.04) 8.6E-02
cg09847626 FBXO34 chr14 5'UTR 0.75 (0.54; 1.04) 8.6E-02
cg03852267 TNR chr1 5'UTR 1.38 (0.96; 2) 8.6E-02
cg06016751 TNFRSF1A chr12 ExonBnd 0.67 (0.42; 1.06) 8.6E-02
cg06016751 TNFRSF1A chr12 Body 0.67 (0.42; 1.06) 8.6E-02
cg10430932 CACNA1C chr12 Body 1.57 (0.94; 2.61) 8.6E-02
cg01431992 TAOK3 chr12 5'UTR 0.76 (0.56; 1.04) 8.6E-02
cg25720067 SMARCD3 chr7 Body 1.48 (0.94; 2.33) 8.7E-02
cg15160057 TNFRSF11B chr8 TSS1500 1.32 (0.96; 1.8) 8.7E-02
cg00672192 TNRC6C chr17 Body 0.73 (0.5; 1.05) 8.7E-02
cg24254317 PTPRN2 chr7 Body 0.73 (0.51; 1.05) 8.7E-02
cg09981220 POU2F1 chr1 Body 0.34 (0.1; 1.17) 8.7E-02
cg06897306 PTPRN2 chr7 Body 1.34 (0.96; 1.89) 8.7E-02
cg14659340 POU2F1 chr1 Body 0.76 (0.56; 1.04) 8.7E-02
cg17310653 SGIP1 chr1 Body 1.56 (0.94; 2.61) 8.7E-02
cg07083896 TNFRSF11B chr8 TSS200 0.73 (0.51; 1.05) 8.7E-02
cg10009056 MTNR1A chr4 Body 1.34 (0.96; 1.87) 8.7E-02
cg22202031 CHFR chr12 TSS1500 1.46 (0.95; 2.27) 8.7E-02
cg08489892 ALCAM chr3 Body 0.72 (0.49; 1.05) 8.7E-02
cg15895820 CACNA1C chr12 Body 1.45 (0.95; 2.22) 8.7E-02
cg06747863 TAOK3 chr12 TSS200 1.33 (0.96; 1.83) 8.7E-02
cg09165170 PEX14 chr1 Body 1.29 (0.96; 1.72) 8.7E-02
cg17038626 CACNA1C chr12 Body 0.71 (0.48; 1.05) 8.7E-02
cg04571059 FBXO31 chr16 Body 0.72 (0.49; 1.05) 8.7E-02
cg03541742 CACNA1C chr12 Body 0.74 (0.52; 1.05) 8.8E-02
cg09350411 PTPRN2 chr7 Body 1.31 (0.96; 1.78) 8.8E-02
cg08490529 PTPRN2 chr7 Body 0.77 (0.57; 1.04) 8.8E-02
cg03120102 WWOX chr16 Body 0.74 (0.53; 1.05) 8.8E-02
cg15990800 FBXO34 chr14 TSS200 1.3 (0.96; 1.75) 8.8E-02
cg15990800 FBXO34 chr14 5'UTR 1.3 (0.96; 1.75) 8.8E-02
cg06197043 RTN4R chr22 Body 1.33 (0.96; 1.85) 8.8E-02
cg17716457 CSMD2 chr1 Body 1.43 (0.95; 2.16) 8.8E-02
cg11706165 WWOX chr16 Body 1.39 (0.95; 2.03) 8.8E-02
cg18601426 PTPRN2 chr7 TSS1500 0.71 (0.49; 1.05) 8.9E-02
cg06858773 DACH1 chr13 Body 0.65 (0.4; 1.07) 8.9E-02
cg26022159 UBE2E2 chr3 Body 1.39 (0.95; 2.03) 8.9E-02
cg01146238 RTN4 chr2 Body 0.74 (0.53; 1.05) 8.9E-02
cg13855408 AKAP13 chr15 TSS1500 0.78 (0.58; 1.04) 8.9E-02
cg13796158 TNRC18 chr7 Body 0.77 (0.56; 1.04) 8.9E-02
cg25104186 CSMD2 chr1 Body 0.76 (0.55; 1.04) 8.9E-02
cg20302111 CHCHD6 chr3 TSS1500 1.35 (0.96; 1.91) 8.9E-02
cg09897881 AKAP13 chr15 Body 0.71 (0.47; 1.05) 8.9E-02
cg00614413 PTPRS chr19 5'UTR 1.62 (0.93; 2.82) 8.9E-02
cg08576172 AKAP13 chr15 Body 0.74 (0.53; 1.05) 8.9E-02
cg08576172 AKAP13 chr15 TSS1500 0.74 (0.53; 1.05) 8.9E-02
cg09636406 RECQL5 chr17 1stExon 1.36 (0.95; 1.93) 8.9E-02
cg09636406 RECQL5 chr17 5'UTR 1.36 (0.95; 1.93) 8.9E-02
cg02117294 CHD6 chr20 5'UTR 0.75 (0.53; 1.05) 9.0E-02
cg06542282 PEX14 chr1 Body 1.28 (0.96; 1.7) 9.0E-02
cg11717597 MEX3A chr1 Body 1.41 (0.95; 2.09) 9.0E-02
cg07382588 CTDSPL2 chr15 5'UTR 0.7 (0.47; 1.06) 9.0E-02
cg06395490 ZFP91 chr11 Body 0.75 (0.54; 1.05) 9.0E-02
cg10090141 CDH13 chr16 Body 0.71 (0.48; 1.05) 9.0E-02
cg23009067 GNA12 chr7 Body 0.7 (0.47; 1.06) 9.0E-02
cg21447550 SUSD4 chr1 TSS1500 1.33 (0.96; 1.84) 9.0E-02
cg03147750 PTPRN2 chr7 TSS1500 0.76 (0.55; 1.04) 9.0E-02
cg26816432 PTPRN2 chr7 Body 0.72 (0.49; 1.05) 9.0E-02
cg20093718 LOC100130933 chr17 3'UTR 1.35 (0.95; 1.9) 9.0E-02
cg20093718 RECQL5 chr17 Body 1.35 (0.95; 1.9) 9.0E-02
cg17137122 CTNND2 chr5 Body 1.32 (0.96; 1.81) 9.0E-02



cg17137122 CTNND2 chr5 5'UTR 1.32 (0.96; 1.81) 9.0E-02
cg17137122 CTNND2 chr5 TSS1500 1.32 (0.96; 1.81) 9.0E-02
cg25384488 COL1A2 chr7 Body 0.7 (0.46; 1.06) 9.0E-02
cg21833144 TDRP chr8 TSS1500 1.44 (0.94; 2.18) 9.0E-02
cg21833144 TDRP chr8 TSS200 1.44 (0.94; 2.18) 9.0E-02
cg27099759 ZFP91 chr11 Body 0.69 (0.45; 1.06) 9.0E-02
cg01290565 CUX2 chr12 Body 0.76 (0.55; 1.04) 9.1E-02
cg21240214 WAC chr10 TSS200 0.69 (0.45; 1.06) 9.1E-02
cg21240214 WAC chr10 5'UTR 0.69 (0.45; 1.06) 9.1E-02
cg07183450 PTPRN2 chr7 Body 0.76 (0.55; 1.05) 9.1E-02
cg20934445 PTPRN2 chr7 Body 0.77 (0.57; 1.04) 9.1E-02
cg25607592 CHCHD6 chr3 Body 1.32 (0.96; 1.82) 9.1E-02
cg16549043 MEX3A chr1 Body 0.74 (0.52; 1.05) 9.1E-02
cg17050275 TNRC18 chr7 Body 0.75 (0.54; 1.05) 9.1E-02
cg09566021 CREBBP chr16 Body 1.45 (0.94; 2.23) 9.2E-02
cg21435676 SUSD4 chr1 Body 0.72 (0.49; 1.05) 9.2E-02
cg12538880 TNRC18 chr7 5'UTR 1.3 (0.96; 1.75) 9.2E-02
cg07710734 TNRC6A chr16 Body 0.74 (0.52; 1.05) 9.2E-02
cg17606120 CHD6 chr20 TSS1500 0.73 (0.51; 1.05) 9.2E-02
cg25565504 NRXN1 chr2 Body 0.74 (0.52; 1.05) 9.2E-02
cg11913695 PTPRN2 chr7 Body 0.75 (0.54; 1.05) 9.3E-02
cg27638035 BRUNOL4 chr18 Body 1.4 (0.95; 2.09) 9.3E-02
cg03695236 PTPRN2 chr7 Body 1.35 (0.95; 1.91) 9.3E-02
cg01032359 CUX2 chr12 Body 0.72 (0.5; 1.06) 9.3E-02
cg17701146 PTPRN2 chr7 Body 0.68 (0.44; 1.07) 9.3E-02
cg18114671 NOL4 chr18 TSS1500 1.36 (0.95; 1.96) 9.3E-02
cg10063179 MTNR1A chr4 Body 0.71 (0.47; 1.06) 9.3E-02
cg03005767 CTNND2 chr5 Body 1.32 (0.95; 1.83) 9.3E-02
cg03005767 CTNND2 chr5 5'UTR 1.32 (0.95; 1.83) 9.3E-02
cg23799720 WWOX chr16 5'UTR 1.4 (0.94; 2.08) 9.3E-02
cg23799720 WWOX chr16 Body 1.4 (0.94; 2.08) 9.3E-02
cg23799720 WWOX chr16 1stExon 1.4 (0.94; 2.08) 9.3E-02
cg00353353 PTPRN2 chr7 Body 0.71 (0.48; 1.06) 9.4E-02
cg14761242 PTPRN2 chr7 Body 0.75 (0.54; 1.05) 9.4E-02
cg17627898 TAOK3 chr12 5'UTR 0.49 (0.22; 1.13) 9.4E-02
cg24784868 ARID1A chr1 Body 1.33 (0.95; 1.84) 9.4E-02
cg21270083 ZBTB20 chr3 Body 0.68 (0.43; 1.07) 9.4E-02
cg21270083 ZBTB20 chr3 5'UTR 0.68 (0.43; 1.07) 9.4E-02
cg12534371 CDH13 chr16 Body 0.72 (0.49; 1.06) 9.4E-02
cg27035480 CREBBP chr16 Body 1.62 (0.92; 2.87) 9.4E-02
cg18067337 PTPRS chr19 Body 0.74 (0.52; 1.05) 9.4E-02
cg08597719 PTPRN2 chr7 Body 0.76 (0.55; 1.05) 9.4E-02
cg17354303 BARX1 chr9 Body 0.68 (0.43; 1.07) 9.5E-02
cg04976245 PTPRN2 chr7 Body 0.76 (0.55; 1.05) 9.5E-02
cg11905658 NRXN1 chr2 5'UTR 0.7 (0.47; 1.06) 9.5E-02
cg11905658 NRXN1 chr2 1stExon 0.7 (0.47; 1.06) 9.5E-02
cg07062857 FBXO11 chr2 TSS1500 0.76 (0.55; 1.05) 9.5E-02
cg22520850 CUX2 chr12 Body 1.32 (0.95; 1.83) 9.5E-02
cg04922684 UNC80 chr2 Body 0.73 (0.5; 1.06) 9.5E-02
cg17253835 DACH1 chr13 Body 1.32 (0.95; 1.84) 9.5E-02
cg01582616 PTPRN2 chr7 Body 0.69 (0.45; 1.07) 9.5E-02
cg25911087 SUGCT chr7 Body 0.7 (0.46; 1.06) 9.5E-02
cg27275781 TNRC18 chr7 TSS1500 1.3 (0.96; 1.76) 9.5E-02
cg01933718 PTPRN2 chr7 Body 0.76 (0.54; 1.05) 9.5E-02
cg17499241 MEX3A chr1 1stExon 0.75 (0.54; 1.05) 9.5E-02
cg10724702 DMXL2 chr15 TSS1500 0.62 (0.35; 1.09) 9.5E-02
cg09279037 PTPRN2 chr7 Body 0.75 (0.54; 1.05) 9.5E-02
cg17003970 CHFR chr12 Body 1.28 (0.96; 1.7) 9.6E-02
cg00236302 RAP1B chr12 5'UTR 0.63 (0.37; 1.08) 9.6E-02
cg22187292 TNFRSF11A chr18 Body 1.42 (0.94; 2.14) 9.6E-02
cg21077902 AKAP13 chr15 5'UTR 0.75 (0.53; 1.05) 9.6E-02



cg20011562 PHACTR1 chr6 Body 0.68 (0.43; 1.07) 9.6E-02
cg01191920 PTPRN2 chr7 Body 0.77 (0.57; 1.05) 9.6E-02
cg14724213 MTCL1 chr18 Body 0.75 (0.53; 1.05) 9.6E-02
cg02505956 PTPRN2 chr7 Body 1.29 (0.96; 1.74) 9.6E-02
cg01849851 PEX14 chr1 Body 0.71 (0.48; 1.06) 9.6E-02
cg13474208 DMXL2 chr15 Body 1.32 (0.95; 1.83) 9.7E-02
cg04277631 TNR chr1 5'UTR 0.77 (0.56; 1.05) 9.7E-02
cg24107395 CHD6 chr20 Body 1.37 (0.94; 1.98) 9.7E-02
cg17169243 CTDSP2 chr12 Body 1.48 (0.93; 2.37) 9.7E-02
cg02157894 ATF7 chr12 TSS1500 1.56 (0.92; 2.64) 9.7E-02
cg02157894 ATF7 chr12 5'UTR 1.56 (0.92; 2.64) 9.7E-02
cg01630177 PHACTR1 chr6 Body 0.72 (0.49; 1.06) 9.7E-02
cg02794451 CACNA1C chr12 3'UTR 1.3 (0.95; 1.76) 9.7E-02
cg02576975 PTPRS chr19 5'UTR 0.59 (0.32; 1.1) 9.8E-02
cg09069435 RNU5E-1 chr5 Body 1.53 (0.93; 2.53) 9.8E-02
cg16477262 CTDSPL chr3 Body 1.37 (0.94; 2) 9.8E-02
cg08200878 TAOK3 chr12 Body 0.73 (0.5; 1.06) 9.8E-02
cg05012972 PTPRN2 chr7 Body 1.32 (0.95; 1.82) 9.8E-02
cg20380649 CTNND2 chr5 Body 0.77 (0.56; 1.05) 9.8E-02
cg02110656 TAOK3 chr12 Body 0.75 (0.53; 1.06) 9.8E-02
cg03679716 FBXO31 chr16 Body 0.69 (0.45; 1.07) 9.8E-02
cg14585296 PTPRN2 chr7 Body 1.31 (0.95; 1.8) 9.8E-02
cg09992350 PTPRN2 chr7 Body 0.77 (0.56; 1.05) 9.8E-02
cg21726913 PDE8A chr15 TSS1500 0.76 (0.55; 1.05) 9.9E-02
cg16151354 DACH1 chr13 Body 1.3 (0.95; 1.79) 9.9E-02
cg02161503 PTPRN2 chr7 Body 0.75 (0.54; 1.05) 9.9E-02
cg23434264 AKAP13 chr15 Body 0.72 (0.49; 1.06) 9.9E-02
cg00547139 PTPRN2 chr7 Body 1.39 (0.94; 2.06) 9.9E-02
cg10403292 PTPRN2 chr7 Body 1.37 (0.94; 1.99) 9.9E-02
cg00694512 CHCHD6 chr3 TSS200 1.29 (0.95; 1.76) 9.9E-02
cg23260731 ATP6V0C chr16 1stExon 0.76 (0.55; 1.05) 9.9E-02
cg23260731 ATP6V0C chr16 5'UTR 0.76 (0.55; 1.05) 9.9E-02
cg12897164 FBXO32 chr8 5'UTR 1.77 (0.9; 3.47) 9.9E-02
cg12897164 FBXO32 chr8 Body 1.77 (0.9; 3.47) 9.9E-02
cg13985767 GNA12 chr7 Body 0.73 (0.51; 1.06) 9.9E-02
cg12661624 PTPRN2 chr7 Body 0.76 (0.55; 1.05) 9.9E-02
cg20450337 PTPRS chr19 Body 1.33 (0.95; 1.85) 1.0E-01
cg06413087 PTPRN2 chr7 Body 0.76 (0.55; 1.05) 1.0E-01
cg09510202 PHACTR1 chr6 Body 0.72 (0.49; 1.06) 1.0E-01
cg06804581 ACVR2A chr2 5'UTR 0.61 (0.34; 1.1) 1.0E-01
cg06804581 ACVR2A chr2 TSS200 0.61 (0.34; 1.1) 1.0E-01
cg17946266 PHACTR1 chr6 Body 0.69 (0.45; 1.07) 1.0E-01
cg22692013 CACNA1C chr12 Body 1.32 (0.95; 1.84) 1.0E-01
cg05082805 CNTNAP2 chr7 Body 1.6 (0.91; 2.82) 1.0E-01
cg25045630 PTPRN2 chr7 Body 0.76 (0.54; 1.05) 1.0E-01
cg12866112 PTPRN2 chr7 Body 0.72 (0.48; 1.07) 1.0E-01
cg05224015 PTPRN2 chr7 Body 1.37 (0.94; 2) 1.0E-01
cg06191815 ERI3 chr1 Body 1.33 (0.95; 1.87) 1.0E-01
cg23415810 ATF7 chr12 Body 1.39 (0.94; 2.06) 1.0E-01
cg06017659 PTPRN2 chr7 Body 0.74 (0.52; 1.06) 1.0E-01
cg20518511 TNRC18 chr7 Body 0.64 (0.37; 1.09) 1.0E-01
cg09373730 NRXN1 chr2 Body 1.33 (0.95; 1.86) 1.0E-01
cg11531198 ALCAM chr3 TSS1500 1.48 (0.93; 2.35) 1.0E-01
cg25581124 DMXL2 chr15 Body 0.7 (0.45; 1.07) 1.0E-01
cg04631584 PHACTR1 chr6 Body 0.73 (0.5; 1.06) 1.0E-01
cg06252160 WWOX chr16 Body 0.76 (0.54; 1.06) 1.0E-01
cg09889256 TNRC6A chr16 Body 0.76 (0.54; 1.06) 1.0E-01
cg25665603 ALCAM chr3 TSS200 0.77 (0.56; 1.05) 1.0E-01
cg26875655 CUX2 chr12 Body 0.72 (0.49; 1.07) 1.0E-01
cg20739510 PEX14 chr1 TSS200 0.76 (0.54; 1.06) 1.0E-01
cg26949467 FBXO11 chr2 1stExon 0.74 (0.52; 1.06) 1.0E-01



cg02829656 CPEB1 chr15 Body 1.44 (0.93; 2.22) 1.0E-01
cg02829656 CPEB1 chr15 5'UTR 1.44 (0.93; 2.22) 1.0E-01
cg06356698 CPEB1 chr15 Body 0.75 (0.53; 1.06) 1.0E-01
cg06356698 CPEB1 chr15 5'UTR 0.75 (0.53; 1.06) 1.0E-01
cg06874640 PHACTR1 chr6 TSS1500 0.73 (0.5; 1.06) 1.0E-01
cg21597685 PTPRN2 chr7 Body 1.37 (0.94; 2.01) 1.0E-01
cg04272757 AKAP13 chr15 Body 0.78 (0.58; 1.05) 1.0E-01
cg23172590 CTDSP2 chr12 1stExon 0.74 (0.52; 1.06) 1.0E-01
cg23172590 CTDSP2 chr12 5'UTR 0.74 (0.52; 1.06) 1.0E-01
cg17646855 PTPRN2 chr7 Body 1.34 (0.94; 1.89) 1.0E-01
cg15974196 CTNND2 chr5 Body 1.95 (0.88; 4.34) 1.0E-01
cg00880674 BARX2 chr11 Body 0.75 (0.53; 1.06) 1.0E-01
cg16796151 PTPRN2 chr7 Body 1.33 (0.94; 1.87) 1.0E-01
cg14799696 PTPRN2 chr7 Body 1.33 (0.94; 1.87) 1.0E-01
cg00955290 WAC chr10 TSS200 0.75 (0.53; 1.06) 1.0E-01
cg00955290 WAC chr10 Body 0.75 (0.53; 1.06) 1.0E-01
cg12161122 BRUNOL4 chr18 TSS200 0.7 (0.46; 1.07) 1.0E-01
cg20349753 ELAVL4 chr1 Body 0.73 (0.49; 1.07) 1.0E-01
cg24544309 ARID1A chr1 Body 1.36 (0.94; 1.97) 1.0E-01
cg12381873 DNAI2 chr17 TSS1500 0.76 (0.55; 1.06) 1.0E-01
cg01155916 FBXO38 chr5 TSS1500 0.75 (0.54; 1.06) 1.0E-01
cg10578110 CUX2 chr12 Body 0.76 (0.55; 1.06) 1.0E-01
cg06894149 CHD6 chr20 Body 0.78 (0.57; 1.05) 1.0E-01
cg23110415 SMARCD3 chr7 TSS1500 0.67 (0.42; 1.08) 1.0E-01
cg11730685 PTPRN2 chr7 Body 0.78 (0.58; 1.05) 1.0E-01
cg05396320 CACNA1C chr12 ExonBnd 0.63 (0.36; 1.1) 1.0E-01
cg05396320 CACNA1C chr12 Body 0.63 (0.36; 1.1) 1.0E-01
cg12363722 MTNR1A chr4 TSS200 0.63 (0.36; 1.1) 1.0E-01
cg24402559 CDH13 chr16 5'UTR 1.35 (0.94; 1.93) 1.0E-01
cg24402559 CDH13 chr16 Body 1.35 (0.94; 1.93) 1.0E-01
cg20015729 UBE2E2 chr3 Body 1.35 (0.94; 1.95) 1.0E-01
cg13636543 PTPRN2 chr7 Body 1.33 (0.94; 1.87) 1.0E-01
cg11608521 RNU5E-1 chr5 Body 0.74 (0.51; 1.07) 1.0E-01
cg09690040 CHCHD6 chr3 Body 0.74 (0.51; 1.06) 1.0E-01
cg05708375 NOL4L chr20 Body 0.76 (0.54; 1.06) 1.0E-01
cg16982929 CTNND2 chr5 Body 1.32 (0.94; 1.85) 1.0E-01
cg20227944 CUX2 chr12 Body 1.75 (0.89; 3.43) 1.0E-01
cg23087020 POU2F1 chr1 5'UTR 0.66 (0.4; 1.09) 1.0E-01
cg00148035 CUX2 chr12 Body 1.42 (0.93; 2.18) 1.0E-01
cg08267336 POU2F1 chr1 Body 0.52 (0.24; 1.14) 1.0E-01
cg08267336 POU2F1 chr1 TSS200 0.52 (0.24; 1.14) 1.0E-01
cg19271753 TNRC18 chr7 Body 0.74 (0.51; 1.06) 1.0E-01
cg10823320 CUX2 chr12 Body 1.41 (0.93; 2.12) 1.0E-01
cg04680282 RECQL5 chr17 Body 1.45 (0.93; 2.26) 1.0E-01
cg22668002 TNRC18 chr7 Body 1.31 (0.95; 1.8) 1.0E-01
cg16708047 TENM2 chr5 Body 0.74 (0.52; 1.06) 1.1E-01
cg01866861 NRXN1 chr2 Body 0.7 (0.45; 1.08) 1.1E-01
cg14797308 POU2F1 chr1 Body 0.52 (0.24; 1.15) 1.1E-01
cg14797308 POU2F1 chr1 TSS200 0.52 (0.24; 1.15) 1.1E-01
cg13752708 PTPRN2 chr7 Body 0.76 (0.55; 1.06) 1.1E-01
cg19536177 CUX2 chr12 Body 1.33 (0.94; 1.88) 1.1E-01
cg08051310 PHACTR1 chr6 Body 0.76 (0.55; 1.06) 1.1E-01
cg24938830 UNC80 chr2 TSS200 0.69 (0.44; 1.08) 1.1E-01
cg05963085 CCDC80 chr3 5'UTR 0.7 (0.45; 1.08) 1.1E-01
cg05963085 CCDC80 chr3 1stExon 0.7 (0.45; 1.08) 1.1E-01
cg03951374 MEIS2 chr15 5'UTR 1.4 (0.93; 2.12) 1.1E-01
cg03951374 MEIS2 chr15 1stExon 1.4 (0.93; 2.12) 1.1E-01
cg03951374 MEIS2 chr15 Body 1.4 (0.93; 2.12) 1.1E-01
cg07306604 RTN4R chr22 Body 1.38 (0.93; 2.03) 1.1E-01
cg05971373 PTPRN2 chr7 Body 0.75 (0.52; 1.06) 1.1E-01
cg20592656 TNRC18 chr7 Body 1.32 (0.94; 1.86) 1.1E-01



cg20850204 TAOK3 chr12 Body 1.29 (0.95; 1.74) 1.1E-01
cg21827294 CHFR chr12 Body 1.35 (0.94; 1.95) 1.1E-01
cg24900931 COL5A2 chr2 Body 1.46 (0.92; 2.31) 1.1E-01
cg15335334 LOC100130933 chr17 TSS200 2.09 (0.85; 5.1) 1.1E-01
cg15335334 RECQL5 chr17 Body 2.09 (0.85; 5.1) 1.1E-01
cg13740979 TNFRSF10B chr8 Body 1.41 (0.93; 2.15) 1.1E-01
cg19978041 CACNA1C-AS4 chr12 TSS200 0.77 (0.56; 1.06) 1.1E-01
cg19978041 CACNA1C chr12 Body 0.77 (0.56; 1.06) 1.1E-01
cg26462892 AKAP13 chr15 Body 0.75 (0.52; 1.07) 1.1E-01
cg06124066 PTPRN2 chr7 Body 1.31 (0.94; 1.81) 1.1E-01
cg09494582 NRXN1 chr2 Body 1.29 (0.95; 1.76) 1.1E-01
cg14980255 MEIS2 chr15 Body 0.76 (0.55; 1.06) 1.1E-01
cg12819762 CDH13 chr16 5'UTR 0.71 (0.46; 1.08) 1.1E-01
cg12819762 CDH13 chr16 Body 0.71 (0.46; 1.08) 1.1E-01
cg09844805 HMGB4 chr1 TSS1500 0.75 (0.52; 1.07) 1.1E-01
cg09844805 CSMD2 chr1 Body 0.75 (0.52; 1.07) 1.1E-01
cg22950904 TNFRSF19 chr13 Body 0.65 (0.39; 1.1) 1.1E-01
cg09847283 PTPRN2 chr7 Body 0.75 (0.53; 1.06) 1.1E-01
cg10672108 CNTF chr11 TSS200 0.74 (0.51; 1.07) 1.1E-01
cg08722213 PTPRS chr19 5'UTR 1.32 (0.94; 1.87) 1.1E-01
cg04254167 WWOX chr16 Body 0.75 (0.53; 1.06) 1.1E-01
cg09849688 ARID1A chr1 Body 0.67 (0.41; 1.09) 1.1E-01
cg26881899 NRXN1 chr2 Body 1.3 (0.94; 1.79) 1.1E-01
cg17322774 PTPRN2 chr7 Body 1.49 (0.92; 2.41) 1.1E-01
cg15633082 PTPRN2 chr7 Body 0.66 (0.39; 1.1) 1.1E-01
cg12241599 MEIS2 chr15 Body 1.51 (0.91; 2.5) 1.1E-01
cg08004406 UBE2E2 chr3 Body 1.33 (0.94; 1.89) 1.1E-01
cg14329860 NRXN1 chr2 Body 1.73 (0.89; 3.39) 1.1E-01
cg27445134 MTCL1 chr18 Body 1.41 (0.93; 2.14) 1.1E-01
cg12284600 CTNND2 chr5 Body 0.7 (0.45; 1.08) 1.1E-01
cg12284600 CTNND2 chr5 5'UTR 0.7 (0.45; 1.08) 1.1E-01
cg12284600 CTNND2 chr5 TSS1500 0.7 (0.45; 1.08) 1.1E-01
cg21638374 FBXO38 chr5 TSS200 1.51 (0.91; 2.49) 1.1E-01
cg26967842 PTPRN2 chr7 Body 1.34 (0.94; 1.93) 1.1E-01
cg01365766 WWOX chr16 Body 1.38 (0.93; 2.03) 1.1E-01
cg07831256 FBXO31 chr16 ExonBnd 0.6 (0.32; 1.12) 1.1E-01
cg07831256 FBXO31 chr16 5'UTR 0.6 (0.32; 1.12) 1.1E-01
cg03276353 TAOK3 chr12 5'UTR 0.74 (0.51; 1.07) 1.1E-01
cg27299033 RTN4RL1 chr17 Body 1.41 (0.93; 2.13) 1.1E-01
cg16485976 NOL4L chr20 Body 1.32 (0.94; 1.84) 1.1E-01
cg05090717 CTDSPL chr3 Body 0.69 (0.44; 1.09) 1.1E-01
cg21525946 TENM2 chr5 Body 0.79 (0.59; 1.05) 1.1E-01
cg21491235 RAP1B chr12 5'UTR 0.77 (0.55; 1.06) 1.1E-01
cg21991536 NOL4L chr20 Body 1.4 (0.93; 2.11) 1.1E-01
cg20905910 CHCHD6 chr3 Body 0.39 (0.13; 1.23) 1.1E-01
cg09672286 ZBTB20 chr3 Body 0.79 (0.6; 1.05) 1.1E-01
cg09672286 ZBTB20 chr3 5'UTR 0.79 (0.6; 1.05) 1.1E-01
cg21148404 BRUNOL4 chr18 3'UTR 0.74 (0.51; 1.07) 1.1E-01
cg10576019 CUX2 chr12 Body 0.75 (0.53; 1.07) 1.1E-01
cg16381530 TSHZ3 chr19 Body 0.77 (0.56; 1.06) 1.1E-01
cg10978002 NRXN1 chr2 Body 1.34 (0.94; 1.9) 1.1E-01
cg16493407 MTCL1 chr18 Body 0.72 (0.49; 1.08) 1.1E-01
cg24639176 PHACTR1 chr6 Body 1.38 (0.93; 2.06) 1.1E-01
cg06651119 CDH13 chr16 Body 1.31 (0.94; 1.82) 1.1E-01
cg14249528 RTN4RL1 chr17 Body 0.72 (0.48; 1.08) 1.1E-01
cg02917381 MEIS2 chr15 5'UTR 0.77 (0.55; 1.06) 1.1E-01
cg02917381 MEIS2 chr15 1stExon 0.77 (0.55; 1.06) 1.1E-01
cg02917381 MEIS2 chr15 TSS1500 0.77 (0.55; 1.06) 1.1E-01
cg25520872 ZNF704 chr8 Body 1.39 (0.93; 2.07) 1.1E-01
cg22377978 PTPRN2 chr7 Body 0.76 (0.55; 1.06) 1.1E-01
cg17980184 PTPRN2 chr7 Body 0.73 (0.49; 1.08) 1.1E-01



cg01161698 FBXO38 chr5 Body 0.76 (0.55; 1.06) 1.1E-01
cg11291456 RAP1B chr12 5'UTR 0.75 (0.52; 1.07) 1.1E-01
cg00366722 MEIS2 chr15 TSS200 0.7 (0.45; 1.09) 1.1E-01
cg00366722 MEIS2 chr15 TSS1500 0.7 (0.45; 1.09) 1.1E-01
cg02562602 PTPRN2 chr7 Body 1.3 (0.94; 1.79) 1.1E-01
cg13041975 TXNDC9 chr2 1stExon 0.78 (0.57; 1.06) 1.1E-01
cg13041975 TXNDC9 chr2 5'UTR 0.78 (0.57; 1.06) 1.1E-01
cg01480384 ATF7 chr12 TSS1500 0.74 (0.52; 1.07) 1.1E-01
cg12107643 PTPRS chr19 Body 1.3 (0.94; 1.78) 1.1E-01
cg18445715 COL5A2 chr2 Body 1.4 (0.92; 2.12) 1.1E-01
cg03998264 ATF7 chr12 Body 0.43 (0.15; 1.22) 1.1E-01
cg00691586 AKAP13 chr15 Body 0.73 (0.5; 1.08) 1.1E-01
cg22529607 PDE8A chr15 Body 1.47 (0.91; 2.36) 1.1E-01
cg02392124 WAC chr10 Body 1.57 (0.9; 2.75) 1.1E-01
cg09044981 CDH13 chr16 Body 0.79 (0.59; 1.06) 1.1E-01
cg20299485 FBXO38 chr5 Body 0.75 (0.53; 1.07) 1.1E-01
cg05725666 CACNA1C chr12 Body 0.71 (0.46; 1.08) 1.1E-01
cg19567168 TNFRSF1A chr12 Body 0.78 (0.58; 1.06) 1.1E-01
cg00826640 PTPRN2 chr7 Body 1.37 (0.93; 2.02) 1.1E-01
cg09599652 ZNF704 chr8 Body 0.64 (0.37; 1.11) 1.1E-01
cg10066043 PTPRN2 chr7 Body 1.26 (0.95; 1.68) 1.1E-01
cg01918627 POU2F1 chr1 Body 0.75 (0.52; 1.07) 1.1E-01
cg13739406 POU2F1 chr1 ExonBnd 1.39 (0.93; 2.09) 1.1E-01
cg13739406 POU2F1 chr1 Body 1.39 (0.93; 2.09) 1.1E-01
cg18575602 CHFR chr12 Body 0.78 (0.57; 1.06) 1.1E-01
cg20368294 WWOX chr16 Body 1.41 (0.92; 2.15) 1.1E-01
cg17251643 WWOX chr16 Body 0.75 (0.52; 1.07) 1.1E-01
cg25160042 SUGCT chr7 Body 0.74 (0.51; 1.07) 1.1E-01
cg21102477 CSMD2 chr1 Body 0.75 (0.52; 1.07) 1.1E-01
cg01462349 PTPRN2 chr7 Body 1.61 (0.89; 2.89) 1.1E-01
cg10466626 WWOX chr16 Body 1.3 (0.94; 1.81) 1.1E-01
cg26700469 WWOX chr16 Body 1.44 (0.91; 2.28) 1.1E-01
cg22761819 CACNA1C chr12 Body 1.38 (0.92; 2.06) 1.1E-01
cg25157001 CTDSP2 chr12 TSS1500 1.32 (0.93; 1.86) 1.2E-01
cg15927566 ATP8A1 chr4 Body 1.58 (0.89; 2.79) 1.2E-01
cg26689848 PTPRN2 chr7 Body 1.29 (0.94; 1.77) 1.2E-01
cg11779204 CTNND2 chr5 Body 0.74 (0.5; 1.08) 1.2E-01
cg13645221 PHACTR1 chr6 Body 0.76 (0.55; 1.07) 1.2E-01
cg18970103 CNTNAP2 chr7 Body 0.77 (0.56; 1.07) 1.2E-01
cg22094953 TNRC6C chr17 TSS1500 0.77 (0.56; 1.07) 1.2E-01
cg25934969 COL5A2 chr2 Body 1.34 (0.93; 1.93) 1.2E-01
cg02283042 CDH13 chr16 Body 0.71 (0.46; 1.09) 1.2E-01
cg16193245 PTPRN2 chr7 Body 0.79 (0.59; 1.06) 1.2E-01
cg19547274 CDH13 chr16 Body 0.7 (0.44; 1.09) 1.2E-01
cg22590522 RECQL5 chr17 Body 1.42 (0.92; 2.19) 1.2E-01
cg03874476 WWOX chr16 Body 0.74 (0.51; 1.08) 1.2E-01
cg17946161 TNFRSF1B chr1 Body 1.55 (0.9; 2.7) 1.2E-01
cg09905811 NRXN1 chr2 5'UTR 1.35 (0.93; 1.97) 1.2E-01
cg01935331 MTCL1 chr18 Body 0.77 (0.55; 1.07) 1.2E-01
cg26529778 NOL4 chr18 Body 0.77 (0.55; 1.07) 1.2E-01
cg27289137 UBE2E2 chr3 Body 0.74 (0.51; 1.08) 1.2E-01
cg00219151 SLC16A9 chr10 TSS1500 1.37 (0.93; 2.02) 1.2E-01
cg27177391 ATF7 chr12 TSS1500 1.3 (0.94; 1.8) 1.2E-01
cg10516823 ERI3 chr1 TSS200 0.79 (0.58; 1.06) 1.2E-01
cg07315745 BARX2 chr11 TSS200 0.71 (0.46; 1.09) 1.2E-01
cg01407244 TNFRSF10C chr8 Body 0.77 (0.55; 1.07) 1.2E-01
cg06840100 RNU5E-1 chr5 Body 0.73 (0.49; 1.08) 1.2E-01
cg07165288 ZBTB20 chr3 5'UTR 1.32 (0.93; 1.86) 1.2E-01
cg16207991 PHACTR1 chr6 Body 1.34 (0.93; 1.94) 1.2E-01
cg05943636 CACNA1C chr12 Body 1.33 (0.93; 1.9) 1.2E-01
cg14842970 NOL4 chr18 Body 1.37 (0.92; 2.04) 1.2E-01



cg04083678 ERI3 chr1 Body 0.76 (0.54; 1.07) 1.2E-01
cg04083678 ERI3 chr1 5'UTR 0.76 (0.54; 1.07) 1.2E-01
cg08122051 WWOX chr16 Body 1.3 (0.94; 1.82) 1.2E-01
cg25302419 CTNND2 chr5 5'UTR 0.74 (0.51; 1.08) 1.2E-01
cg25302419 CTNND2 chr5 1stExon 0.74 (0.51; 1.08) 1.2E-01
cg02703822 ZNF704 chr8 Body 0.7 (0.44; 1.1) 1.2E-01
cg01269617 CUX2 chr12 Body 0.77 (0.56; 1.07) 1.2E-01
cg06146784 NOL4L chr20 Body 1.3 (0.94; 1.81) 1.2E-01
cg15162335 RECQL chr12 1stExon 0.75 (0.52; 1.08) 1.2E-01
cg15162335 GOLT1B chr12 TSS200 0.75 (0.52; 1.08) 1.2E-01
cg15162335 RECQL chr12 5'UTR 0.75 (0.52; 1.08) 1.2E-01
cg04118006 CTDSP2 chr12 Body 0.76 (0.53; 1.07) 1.2E-01
cg18646784 ERI3 chr1 Body 1.98 (0.84; 4.64) 1.2E-01
cg18646784 ERI3 chr1 5'UTR 1.98 (0.84; 4.64) 1.2E-01
cg24726661 CACNA1C chr12 Body 1.36 (0.92; 2.02) 1.2E-01
cg17714807 PTPRN2 chr7 Body 0.78 (0.57; 1.06) 1.2E-01
cg01568490 NRXN1 chr2 Body 0.73 (0.5; 1.08) 1.2E-01
cg01568490 NRXN1 chr2 TSS1500 0.73 (0.5; 1.08) 1.2E-01
cg12392429 BRUNOL4 chr18 Body 1.28 (0.94; 1.74) 1.2E-01
cg08284826 CREBBP chr16 Body 0.77 (0.55; 1.07) 1.2E-01
cg13978466 UNC80 chr2 Body 1.38 (0.92; 2.08) 1.2E-01
cg22497084 CACNA1C chr12 Body 0.77 (0.56; 1.07) 1.2E-01
cg11107182 CSMD2 chr1 Body 0.8 (0.6; 1.06) 1.2E-01
cg15507730 MEIS2 chr15 5'UTR 0.75 (0.52; 1.08) 1.2E-01
cg15507730 MEIS2 chr15 TSS1500 0.75 (0.52; 1.08) 1.2E-01
cg01276970 NOL4L chr20 Body 1.62 (0.88; 2.98) 1.2E-01
cg14922895 TNRC6B chr22 TSS200 1.3 (0.93; 1.82) 1.2E-01
cg15557938 CSMD2 chr1 3'UTR 0.74 (0.51; 1.08) 1.2E-01
cg24672611 CTDSP2 chr12 Body 0.77 (0.56; 1.07) 1.2E-01
cg22399511 ATP6V0C chr16 Body 1.28 (0.94; 1.76) 1.2E-01
cg11132582 POU2F1 chr1 5'UTR 0.72 (0.48; 1.09) 1.2E-01
cg07243230 RNU5E-1 chr5 Body 1.69 (0.87; 3.26) 1.2E-01
cg26335752 WAC chr10 Body 2.07 (0.83; 5.17) 1.2E-01
cg00904407 PTPRN2 chr7 Body 0.74 (0.51; 1.08) 1.2E-01
cg18416290 TAOK3 chr12 Body 0.7 (0.45; 1.1) 1.2E-01
cg09896544 MEIS2 chr15 Body 1.3 (0.93; 1.8) 1.2E-01
cg26790395 EIF2S1 chr14 TSS1500 1.3 (0.93; 1.82) 1.2E-01
cg00537335 PTPRN2 chr7 Body 0.75 (0.53; 1.08) 1.2E-01
cg10978194 NOL4 chr18 5'UTR 0.78 (0.57; 1.07) 1.2E-01
cg10978194 NOL4 chr18 Body 0.78 (0.57; 1.07) 1.2E-01
cg04802449 PTPRN2 chr7 Body 1.31 (0.93; 1.84) 1.2E-01
cg09305228 TNRC6B chr22 Body 1.58 (0.89; 2.79) 1.2E-01
cg25533997 BRUNOL4 chr18 Body 1.29 (0.94; 1.76) 1.2E-01
cg20384620 PTPRN2 chr7 Body 1.29 (0.94; 1.79) 1.2E-01
cg08601018 NRXN1 chr2 Body 0.76 (0.54; 1.07) 1.2E-01
cg09306986 CREBBP chr16 Body 1.32 (0.93; 1.87) 1.2E-01
cg12217560 TNFRSF19 chr13 5'UTR 0.63 (0.36; 1.13) 1.2E-01
cg12217560 TNFRSF19 chr13 1stExon 0.63 (0.36; 1.13) 1.2E-01
cg08443882 CTDSPL chr3 Body 1.36 (0.92; 2) 1.2E-01
cg02417663 PTPRN2 chr7 TSS200 0.79 (0.59; 1.06) 1.2E-01
cg19071344 CACNA1C chr12 Body 1.33 (0.93; 1.9) 1.2E-01
cg26692859 ALCAM chr3 Body 0.76 (0.54; 1.08) 1.2E-01
cg01238361 PTPRN2 chr7 Body 0.74 (0.51; 1.08) 1.2E-01
cg22493759 CREBBP chr16 Body 1.38 (0.92; 2.07) 1.2E-01
cg25217583 ELAVL4 chr1 TSS1500 0.75 (0.52; 1.08) 1.2E-01
cg25217583 ELAVL4 chr1 Body 0.75 (0.52; 1.08) 1.2E-01
cg00846554 PHACTR1 chr6 Body 0.71 (0.46; 1.1) 1.2E-01
cg14791799 TNFRSF19 chr13 Body 1.34 (0.93; 1.93) 1.2E-01
cg19800406 CACNA1C chr12 Body 0.77 (0.55; 1.07) 1.2E-01
cg19888535 FBXO32 chr8 TSS200 1.31 (0.93; 1.85) 1.2E-01
cg01397701 TAOK3 chr12 TSS200 0.76 (0.53; 1.08) 1.2E-01



cg11142484 CSMD2 chr1 Body 0.65 (0.38; 1.12) 1.2E-01
cg04264144 ERI3 chr1 Body 0.77 (0.55; 1.07) 1.2E-01
cg21966729 NOL4L chr20 TSS1500 1.34 (0.93; 1.94) 1.2E-01
cg20456528 TAOK3 chr12 Body 0.48 (0.19; 1.22) 1.2E-01
cg27096172 PTPRN2 chr7 Body 0.75 (0.51; 1.08) 1.2E-01
cg22953510 ZBTB20 chr3 5'UTR 0.78 (0.57; 1.07) 1.2E-01
cg22953510 ZBTB20 chr3 Body 0.78 (0.57; 1.07) 1.2E-01
cg06148656 FBXO38 chr5 Body 1.42 (0.91; 2.22) 1.2E-01
cg26577729 TNRC18 chr7 5'UTR 1.3 (0.93; 1.81) 1.2E-01
cg18090200 PTPRN2 chr7 Body 0.68 (0.41; 1.11) 1.2E-01
cg04239715 PTPRN2 chr7 Body 0.74 (0.51; 1.08) 1.2E-01
cg25300624 NDUFA9 chr12 Body 1.3 (0.93; 1.83) 1.2E-01
cg15796392 NOL4L chr20 Body 1.38 (0.92; 2.09) 1.2E-01
cg20757010 TAOK3 chr12 5'UTR 1.47 (0.9; 2.38) 1.2E-01
cg23594135 SGIP1 chr1 Body 1.32 (0.93; 1.89) 1.2E-01
cg11288769 MEIS2 chr15 Body 0.78 (0.57; 1.07) 1.2E-01
cg02729261 DCUN1D4 chr4 Body 1.29 (0.93; 1.78) 1.2E-01
cg01303998 SRSF10 chr1 Body 0.75 (0.53; 1.08) 1.2E-01
cg01303998 SRSF10 chr1 3'UTR 0.75 (0.53; 1.08) 1.2E-01
cg15820033 PTPRS chr19 Body 0.77 (0.55; 1.08) 1.2E-01
cg27456111 NRXN1 chr2 Body 0.75 (0.51; 1.08) 1.2E-01
cg08079693 CHD6 chr20 5'UTR 1.28 (0.93; 1.76) 1.2E-01
cg08079693 CHD6 chr20 1stExon 1.28 (0.93; 1.76) 1.2E-01
cg03347095 PTPRN2 chr7 Body 1.26 (0.94; 1.7) 1.2E-01
cg15983544 TDRP chr8 3'UTR 0.78 (0.56; 1.07) 1.2E-01
cg14947789 FBXO34 chr14 TSS1500 0.77 (0.56; 1.07) 1.2E-01
cg14947789 FBXO34 chr14 5'UTR 0.77 (0.56; 1.07) 1.2E-01
cg22765612 PTPRS chr19 Body 1.41 (0.91; 2.18) 1.2E-01
cg21009420 CNTNAP2 chr7 Body 1.32 (0.93; 1.87) 1.2E-01
cg26758209 NRXN1 chr2 Body 0.73 (0.49; 1.09) 1.2E-01
cg05665383 PTPRN2 chr7 Body 1.32 (0.93; 1.87) 1.3E-01
cg27363021 DACH1 chr13 Body 1.45 (0.9; 2.34) 1.3E-01
cg05894462 PTPRN2 chr7 Body 1.3 (0.93; 1.81) 1.3E-01
cg07580615 FBXO36 chr2 Body 1.36 (0.92; 2.01) 1.3E-01
cg12161625 TNRC18 chr7 Body 0.75 (0.52; 1.08) 1.3E-01
cg26640919 ORC4 chr2 5'UTR 0.79 (0.58; 1.07) 1.3E-01
cg26640919 MBD5 chr2 TSS1500 0.79 (0.58; 1.07) 1.3E-01
cg07371838 GOLT1B chr12 Body 0.76 (0.54; 1.08) 1.3E-01
cg15986307 GNA12 chr7 Body 0.76 (0.53; 1.08) 1.3E-01
cg27142179 CPEB1 chr15 TSS1500 1.4 (0.91; 2.16) 1.3E-01
cg02004860 AKAP13 chr15 Body 0.68 (0.41; 1.11) 1.3E-01
cg09417971 TNFRSF10D chr8 Body 0.76 (0.54; 1.08) 1.3E-01
cg09417971 TNFRSF10D chr8 ExonBnd 0.76 (0.54; 1.08) 1.3E-01
cg19110349 NRXN1 chr2 Body 0.77 (0.56; 1.07) 1.3E-01
cg07877559 CTNND2 chr5 Body 0.78 (0.56; 1.07) 1.3E-01
cg25120425 PTPRN2 chr7 Body 0.78 (0.57; 1.07) 1.3E-01
cg18123086 FBXO31 chr16 TSS200 0.77 (0.54; 1.08) 1.3E-01
cg18123086 FBXO31 chr16 5'UTR 0.77 (0.54; 1.08) 1.3E-01
cg14157417 PTPRN2 chr7 Body 0.76 (0.54; 1.08) 1.3E-01
cg25903223 PTPRN2 chr7 Body 0.78 (0.56; 1.07) 1.3E-01
cg23965061 TNFRSF10C chr8 5'UTR 0.75 (0.52; 1.08) 1.3E-01
cg23965061 TNFRSF10C chr8 1stExon 0.75 (0.52; 1.08) 1.3E-01
cg13077366 BRUNOL4 chr18 Body 1.25 (0.94; 1.68) 1.3E-01
cg23517301 TNR chr1 5'UTR 0.69 (0.43; 1.11) 1.3E-01
cg13142093 PTPRN2 chr7 Body 0.77 (0.55; 1.08) 1.3E-01
cg22612330 ZBTB20 chr3 5'UTR 1.29 (0.93; 1.79) 1.3E-01
cg00016814 CNTNAP2 chr7 Body 1.44 (0.9; 2.31) 1.3E-01
cg11427314 PTPRN2 chr7 Body 0.77 (0.55; 1.08) 1.3E-01
cg17670650 PTPRU chr1 Body 1.33 (0.92; 1.93) 1.3E-01
cg05494565 CDH13 chr16 Body 1.4 (0.91; 2.16) 1.3E-01
cg27143007 PTPRN2 chr7 Body 1.24 (0.94; 1.65) 1.3E-01



cg25723910 DDHD2 chr8 Body 1.32 (0.92; 1.9) 1.3E-01
cg02556360 TNRC18 chr7 Body 0.77 (0.56; 1.08) 1.3E-01
cg26489427 NRXN1 chr2 Body 0.74 (0.5; 1.09) 1.3E-01
cg13386839 TNFRSF1B chr1 Body 0.74 (0.5; 1.09) 1.3E-01
cg08036772 CTNND2 chr5 Body 1.33 (0.92; 1.92) 1.3E-01
cg02073051 PTPRN2 chr7 Body 1.34 (0.92; 1.94) 1.3E-01
cg20095674 UNC80 chr2 Body 0.75 (0.52; 1.09) 1.3E-01
cg14519294 CHFR chr12 TSS1500 1.38 (0.91; 2.09) 1.3E-01
cg14941895 ZBTB20 chr3 5'UTR 0.73 (0.49; 1.09) 1.3E-01
cg14941895 ZBTB20 chr3 Body 0.73 (0.49; 1.09) 1.3E-01
cg14069736 RTN4R chr22 5'UTR 1.3 (0.93; 1.82) 1.3E-01
cg14069736 RTN4R chr22 1stExon 1.3 (0.93; 1.82) 1.3E-01
cg15202874 TENM2 chr5 Body 0.66 (0.38; 1.13) 1.3E-01
cg23325999 PTPRS chr19 Body 1.38 (0.91; 2.1) 1.3E-01
cg00841760 PTPRN2 chr7 Body 1.28 (0.93; 1.76) 1.3E-01
cg09941017 PTPRN2 chr7 Body 0.75 (0.52; 1.09) 1.3E-01
cg01151821 FBXO32 chr8 TSS1500 1.32 (0.92; 1.88) 1.3E-01
cg17899806 RAP1B chr12 5'UTR 0.75 (0.52; 1.09) 1.3E-01
cg07073096 GNA12 chr7 Body 1.33 (0.92; 1.93) 1.3E-01
cg23987244 PEX14 chr1 Body 0.75 (0.51; 1.09) 1.3E-01
cg03180980 CPEB1 chr15 Body 1.34 (0.92; 1.97) 1.3E-01
cg03180980 CPEB1 chr15 TSS200 1.34 (0.92; 1.97) 1.3E-01
cg23548616 CNTNAP2 chr7 Body 0.67 (0.4; 1.12) 1.3E-01
cg16189113 CDH13 chr16 Body 0.77 (0.54; 1.08) 1.3E-01
cg03669936 FBXO11 chr2 ExonBnd 0.77 (0.54; 1.08) 1.3E-01
cg03669936 FBXO11 chr2 Body 0.77 (0.54; 1.08) 1.3E-01
cg10427027 PTPRN2 chr7 Body 0.72 (0.47; 1.1) 1.3E-01
cg17139864 COL5A2 chr2 Body 1.32 (0.92; 1.88) 1.3E-01
cg16671446 CSMD2 chr1 ExonBnd 1.31 (0.92; 1.86) 1.3E-01
cg16671446 CSMD2 chr1 Body 1.31 (0.92; 1.86) 1.3E-01
cg13939602 CACNA1C chr12 Body 0.68 (0.41; 1.12) 1.3E-01
cg14178822 SRSF10 chr1 Body 1.39 (0.91; 2.14) 1.3E-01
cg23539966 RTN4 chr2 TSS1500 0.78 (0.57; 1.08) 1.3E-01
cg23539966 RTN4 chr2 1stExon 0.78 (0.57; 1.08) 1.3E-01
cg23539966 RTN4 chr2 5'UTR 0.78 (0.57; 1.08) 1.3E-01
cg21043886 NOL4L chr20 Body 0.78 (0.56; 1.08) 1.3E-01
cg15792338 TSHZ3 chr19 TSS1500 1.65 (0.86; 3.16) 1.3E-01
cg25943372 BRUNOL4 chr18 Body 0.71 (0.46; 1.1) 1.3E-01
cg24120297 DACH1 chr13 Body 0.78 (0.57; 1.08) 1.3E-01
cg00414136 SUGCT chr7 Body 1.3 (0.93; 1.81) 1.3E-01
cg08141629 AKAP13 chr15 Body 0.76 (0.54; 1.08) 1.3E-01
cg05160295 CTDSP2 chr12 Body 1.35 (0.91; 1.99) 1.3E-01
cg02641990 SGIP1 chr1 5'UTR 0.61 (0.32; 1.16) 1.3E-01
cg02641990 SGIP1 chr1 1stExon 0.61 (0.32; 1.16) 1.3E-01
cg05706373 PDE8A chr15 Body 1.3 (0.92; 1.83) 1.3E-01
cg23069036 FBXO33 chr14 TSS1500 0.78 (0.57; 1.07) 1.3E-01
cg26085328 PTPRN2 chr7 Body 1.3 (0.92; 1.83) 1.3E-01
cg23058673 TNRC18 chr7 Body 1.39 (0.91; 2.14) 1.3E-01
cg12176612 TAOK3 chr12 5'UTR 1.33 (0.92; 1.94) 1.3E-01
cg01273679 BRUNOL4 chr18 TSS1500 1.28 (0.93; 1.77) 1.3E-01
cg25706530 NOL4 chr18 Body 1.54 (0.88; 2.69) 1.3E-01
cg25706530 NOL4 chr18 TSS200 1.54 (0.88; 2.69) 1.3E-01
cg15559898 MTNR1B chr11 Body 1.34 (0.92; 1.96) 1.3E-01
cg22071344 FBXO11 chr2 TSS200 0.79 (0.58; 1.07) 1.3E-01
cg16902746 PTPRS chr19 5'UTR 1.31 (0.92; 1.87) 1.3E-01
cg23604194 ZBTB20 chr3 TSS1500 0.78 (0.56; 1.08) 1.3E-01
cg23604194 ZBTB20 chr3 Body 0.78 (0.56; 1.08) 1.3E-01
cg23604194 ZBTB20 chr3 5'UTR 0.78 (0.56; 1.08) 1.3E-01
cg04977618 CDH11 chr16 5'UTR 0.75 (0.51; 1.09) 1.3E-01
cg25522880 TDRP chr8 Body 0.77 (0.54; 1.08) 1.3E-01
cg00626749 CCDC80 chr3 Body 1.29 (0.93; 1.78) 1.3E-01



cg15694520 ATF7IP chr12 Body 0.75 (0.52; 1.09) 1.3E-01
cg19686543 CNTNAP2 chr7 Body 0.71 (0.45; 1.11) 1.3E-01
cg25901559 PTPRN2 chr7 Body 1.33 (0.92; 1.92) 1.3E-01
cg18239337 ALCAM chr3 TSS200 0.79 (0.59; 1.07) 1.3E-01
cg25821143 PTPRN2 chr7 Body 0.81 (0.61; 1.07) 1.3E-01
cg19767969 CPEB1 chr15 TSS200 0.78 (0.57; 1.08) 1.3E-01
cg19767969 CPEB1 chr15 TSS1500 0.78 (0.57; 1.08) 1.3E-01
cg19708124 NOL4L chr20 Body 1.3 (0.92; 1.82) 1.3E-01
cg04591012 UBE2E2 chr3 Body 0.76 (0.53; 1.09) 1.3E-01
cg08538538 SUGCT chr7 Body 0.71 (0.45; 1.11) 1.3E-01
cg21534788 PEX14 chr1 Body 0.78 (0.57; 1.08) 1.3E-01
cg16829834 CSMD2 chr1 Body 1.71 (0.85; 3.46) 1.3E-01
cg00102711 CSMD2 chr1 Body 0.74 (0.5; 1.1) 1.3E-01
cg02007867 PTPRN2 chr7 Body 0.78 (0.57; 1.08) 1.3E-01
cg13736939 PTPRN2 chr7 Body 0.53 (0.23; 1.21) 1.3E-01
cg06757951 WWOX chr16 Body 0.78 (0.56; 1.08) 1.3E-01
cg08514594 PTPRN2 chr7 Body 0.76 (0.53; 1.09) 1.3E-01
cg17408686 CHCHD6 chr3 TSS1500 1.3 (0.92; 1.82) 1.3E-01
cg15436936 SCAF8 chr6 Body 1.34 (0.91; 1.97) 1.3E-01
cg27188079 RNU5E-1 chr5 Body 1.38 (0.91; 2.1) 1.3E-01
cg22005389 PHACTR1 chr6 Body 0.79 (0.57; 1.08) 1.3E-01
cg01468539 ATF7 chr12 5'UTR 0.78 (0.57; 1.08) 1.3E-01
cg01468539 ATF7 chr12 TSS200 0.78 (0.57; 1.08) 1.3E-01
cg01468539 ATF7 chr12 Body 0.78 (0.57; 1.08) 1.3E-01
cg21151057 PTPRN2 chr7 Body 0.75 (0.51; 1.09) 1.3E-01
cg02794920 UBE2E2 chr3 TSS1500 0.77 (0.55; 1.08) 1.3E-01
cg10563213 TENM2 chr5 Body 1.37 (0.91; 2.07) 1.3E-01
cg09657673 TNRC6A chr16 Body 1.28 (0.93; 1.77) 1.3E-01
cg12105873 MEIS2 chr15 Body 1.37 (0.91; 2.07) 1.3E-01
cg07888234 TNFRSF11A chr18 TSS1500 1.36 (0.91; 2.04) 1.3E-01
cg25309588 ATP8A1 chr4 TSS1500 0.73 (0.48; 1.1) 1.3E-01
cg08111661 CACNA1C chr12 Body 0.69 (0.42; 1.12) 1.3E-01
cg09880724 FBXO31 chr16 Body 1.32 (0.92; 1.91) 1.3E-01
cg01053405 TNRC6A chr16 Body 1.38 (0.91; 2.1) 1.3E-01
cg24422198 TNFRSF11A chr18 TSS200 1.33 (0.92; 1.93) 1.4E-01
cg16560077 CREBBP chr16 Body 1.31 (0.92; 1.87) 1.4E-01
cg09452312 WWOX chr16 Body 1.47 (0.89; 2.42) 1.4E-01
cg17360832 PTPRN2 chr7 Body 0.77 (0.55; 1.08) 1.4E-01
cg03142258 CDH13 chr16 Body 1.34 (0.91; 1.96) 1.4E-01
cg10495227 CDH13 chr16 Body 0.77 (0.55; 1.08) 1.4E-01
cg07545903 PTPRN2 chr7 Body 0.79 (0.58; 1.08) 1.4E-01
cg05921232 CNTF chr11 TSS200 0.76 (0.52; 1.09) 1.4E-01
cg26046284 TENM2 chr5 Body 0.81 (0.61; 1.07) 1.4E-01
cg15819136 TAOK3 chr12 Body 1.29 (0.92; 1.79) 1.4E-01
cg00093930 PTPRU chr1 Body 1.31 (0.92; 1.88) 1.4E-01
cg25352747 ATF7 chr12 Body 1.57 (0.87; 2.83) 1.4E-01
cg04933438 WWOX chr16 Body 1.28 (0.92; 1.77) 1.4E-01
cg08993957 TNRC6B chr22 5'UTR 1.29 (0.92; 1.81) 1.4E-01
cg20648350 TNRC6B chr22 3'UTR 1.46 (0.89; 2.4) 1.4E-01
cg10011537 PTPRN2 chr7 Body 0.75 (0.51; 1.1) 1.4E-01
cg26107538 CNTNAP2 chr7 Body 1.32 (0.92; 1.9) 1.4E-01
cg25207738 DNAI2 chr17 Body 0.75 (0.52; 1.09) 1.4E-01
cg27090216 TNFRSF10C chr8 5'UTR 0.75 (0.52; 1.09) 1.4E-01
cg27090216 TNFRSF10C chr8 1stExon 0.75 (0.52; 1.09) 1.4E-01
cg14099285 NRXN1 chr2 Body 1.32 (0.92; 1.91) 1.4E-01
cg08418872 TNFRSF1A chr12 Body 0.67 (0.39; 1.14) 1.4E-01
cg23287229 FBXO32 chr8 Body 0.78 (0.56; 1.08) 1.4E-01
cg25814236 TENM2 chr5 Body 1.35 (0.91; 1.99) 1.4E-01
cg01014190 NRXN1 chr2 Body 0.7 (0.44; 1.12) 1.4E-01
cg14708628 TNR chr1 TSS1500 0.77 (0.55; 1.09) 1.4E-01
cg14508021 AKAP13 chr15 5'UTR 1.47 (0.89; 2.43) 1.4E-01



cg02972093 PTPRU chr1 Body 0.77 (0.55; 1.09) 1.4E-01
cg11201273 DDHD2 chr8 TSS1500 1.29 (0.92; 1.81) 1.4E-01
cg11201273 DDHD2 chr8 TSS200 1.29 (0.92; 1.81) 1.4E-01
cg00512563 FBXO31 chr16 Body 1.28 (0.92; 1.78) 1.4E-01
cg23914388 RTN4RL1 chr17 TSS1500 1.57 (0.87; 2.83) 1.4E-01
cg04299135 BARX2 chr11 TSS1500 0.78 (0.56; 1.08) 1.4E-01
cg27649764 CTDSPL2 chr15 TSS1500 1.3 (0.92; 1.84) 1.4E-01
cg03097745 TDRP chr8 Body 1.29 (0.92; 1.8) 1.4E-01
cg12247403 PTPRS chr19 5'UTR 1.26 (0.93; 1.72) 1.4E-01
cg20505332 UBE2E2 chr3 Body 0.77 (0.54; 1.09) 1.4E-01
cg01372107 PTPRN2 chr7 Body 0.78 (0.55; 1.09) 1.4E-01
cg00541104 PTPRN2 chr7 Body 1.28 (0.92; 1.77) 1.4E-01
cg02724025 CDH11 chr16 Body 0.77 (0.55; 1.09) 1.4E-01
cg06234781 CREBBP chr16 Body 1.4 (0.9; 2.18) 1.4E-01
cg08763924 PTPRN2 chr7 Body 1.27 (0.93; 1.74) 1.4E-01
cg15090337 NOL4L chr20 Body 1.32 (0.91; 1.92) 1.4E-01
cg26758826 TENM2 chr5 Body 1.44 (0.89; 2.35) 1.4E-01
cg05791779 CHCHD6 chr3 Body 0.75 (0.51; 1.1) 1.4E-01
cg15363349 TNFRSF11A chr18 TSS200 1.27 (0.93; 1.74) 1.4E-01
cg12072376 TNRC6C chr17 5'UTR 0.77 (0.55; 1.09) 1.4E-01
cg18273464 TNRC18 chr7 Body 1.3 (0.92; 1.85) 1.4E-01
cg09930565 CTNND2 chr5 Body 1.32 (0.91; 1.91) 1.4E-01
cg05913555 PTPRN2 chr7 Body 0.77 (0.55; 1.09) 1.4E-01
cg05554406 GNA12 chr7 Body 1.25 (0.93; 1.67) 1.4E-01
cg21316960 ZBTB20 chr3 Body 1.34 (0.91; 1.99) 1.4E-01
cg21316960 ZBTB20 chr3 5'UTR 1.34 (0.91; 1.99) 1.4E-01
cg03383553 TNRC18 chr7 Body 1.26 (0.93; 1.71) 1.4E-01
cg23618588 PTPRN2 chr7 Body 0.67 (0.39; 1.14) 1.4E-01
cg16971599 TNFRSF1A chr12 3'UTR 1.27 (0.92; 1.74) 1.4E-01
cg18424101 PTPRN2 chr7 Body 1.28 (0.92; 1.78) 1.4E-01
cg20717798 PTPRN2 chr7 Body 0.8 (0.6; 1.08) 1.4E-01
cg24637276 TNFRSF10B chr8 Body 1.32 (0.91; 1.9) 1.4E-01
cg26847810 TNRC18 chr7 Body 0.68 (0.41; 1.14) 1.4E-01
cg08707253 ATF7 chr12 Body 1.3 (0.92; 1.83) 1.4E-01
cg10364362 WWOX chr16 Body 0.74 (0.5; 1.1) 1.4E-01
cg11900120 PTPRN2 chr7 Body 1.35 (0.91; 2.01) 1.4E-01
cg17279942 CUX2 chr12 Body 1.31 (0.91; 1.87) 1.4E-01
cg04303033 PTPRN2 chr7 Body 1.36 (0.9; 2.04) 1.4E-01
cg11747820 PTPRU chr1 Body 0.76 (0.52; 1.1) 1.4E-01
cg07077705 CREBBP chr16 Body 0.79 (0.58; 1.08) 1.4E-01
cg09416903 SUSD4 chr1 Body 1.37 (0.9; 2.1) 1.4E-01
cg01637551 CACNA1C chr12 TSS1500 1.33 (0.91; 1.95) 1.4E-01
cg16517753 TNR chr1 3'UTR 1.41 (0.89; 2.23) 1.4E-01
cg27073206 NOL4L chr20 Body 1.26 (0.93; 1.71) 1.4E-01
cg03824573 CACNA1C chr12 Body 1.28 (0.92; 1.78) 1.4E-01
cg13816552 PTPRN2 chr7 Body 1.26 (0.93; 1.71) 1.4E-01
cg22750483 TNFRSF11B chr8 5'UTR 0.77 (0.55; 1.09) 1.4E-01
cg22750483 TNFRSF11B chr8 1stExon 0.77 (0.55; 1.09) 1.4E-01
cg23989770 ATP8A1 chr4 Body 0.79 (0.57; 1.09) 1.4E-01
cg25497530 PTPRN2 chr7 Body 0.78 (0.57; 1.09) 1.4E-01
cg18753811 CACNA1C chr12 TSS200 0.77 (0.54; 1.09) 1.4E-01
cg01405767 RECQL5 chr17 Body 1.39 (0.89; 2.15) 1.4E-01
cg24776343 TNFRSF19 chr13 Body 0.77 (0.54; 1.09) 1.4E-01
cg21984889 PTPRS chr19 5'UTR 1.4 (0.89; 2.21) 1.4E-01
cg03247739 CREBBP chr16 Body 1.38 (0.9; 2.12) 1.4E-01
cg15139644 BRUNOL4 chr18 Body 0.75 (0.51; 1.1) 1.4E-01
cg07838035 SUSD4 chr1 Body 0.6 (0.3; 1.19) 1.4E-01
cg03170878 PTPRN2 chr7 Body 0.78 (0.55; 1.09) 1.4E-01
cg05088120 PTPRN2 chr7 Body 0.77 (0.54; 1.1) 1.4E-01
cg14306578 TNFRSF10B chr8 Body 1.31 (0.91; 1.9) 1.4E-01
cg14306578 TNFRSF10B chr8 ExonBnd 1.31 (0.91; 1.9) 1.4E-01



cg08310756 WWOX chr16 Body 1.37 (0.9; 2.08) 1.4E-01
cg11154070 BRUNOL4 chr18 1stExon 0.74 (0.5; 1.11) 1.4E-01
cg11154070 BRUNOL4 chr18 5'UTR 0.74 (0.5; 1.11) 1.4E-01
cg16975584 CNTNAP2 chr7 Body 0.77 (0.55; 1.09) 1.5E-01
cg18257541 UBE2E2 chr3 TSS1500 0.65 (0.37; 1.16) 1.5E-01
cg22572820 CHCHD6 chr3 Body 0.76 (0.53; 1.1) 1.5E-01
cg06508056 CNTNAP2 chr7 Body 1.43 (0.88; 2.33) 1.5E-01
cg11187662 TNRC18 chr7 Body 0.8 (0.59; 1.08) 1.5E-01
cg09484322 ZBTB20 chr3 5'UTR 0.76 (0.52; 1.1) 1.5E-01
cg05705615 TNRC18 chr7 Body 1.29 (0.91; 1.82) 1.5E-01
cg06934974 PTPRN2 chr7 Body 1.28 (0.92; 1.78) 1.5E-01
cg02838736 PEX14 chr1 Body 0.78 (0.56; 1.09) 1.5E-01
cg13347071 UNC80 chr2 5'UTR 0.69 (0.42; 1.14) 1.5E-01
cg13347071 UNC80 chr2 1stExon 0.69 (0.42; 1.14) 1.5E-01
cg17293641 TNFRSF11B chr8 5'UTR 0.75 (0.51; 1.1) 1.5E-01
cg17293641 TNFRSF11B chr8 1stExon 0.75 (0.51; 1.1) 1.5E-01
cg12350036 CREBBP chr16 Body 1.46 (0.87; 2.45) 1.5E-01
cg26394233 PTPRN2 chr7 Body 1.25 (0.92; 1.7) 1.5E-01
cg04396360 PEX14 chr1 Body 1.25 (0.93; 1.68) 1.5E-01
cg01435313 CSMD2 chr1 Body 0.79 (0.57; 1.09) 1.5E-01
cg24287125 CACNA1C chr12 Body 1.33 (0.9; 1.96) 1.5E-01
cg15784881 CREBBP chr16 Body 0.77 (0.54; 1.1) 1.5E-01
cg23202949 FBXO32 chr8 Body 1.4 (0.89; 2.19) 1.5E-01
cg20262857 ZNF704 chr8 Body 0.58 (0.27; 1.22) 1.5E-01
cg08143003 ALCAM chr3 5'UTR 0.81 (0.6; 1.08) 1.5E-01
cg08143003 ALCAM chr3 1stExon 0.81 (0.6; 1.08) 1.5E-01
cg19446817 CSMD2 chr1 Body 1.27 (0.92; 1.76) 1.5E-01
cg20702204 CHFR chr12 Body 1.25 (0.92; 1.69) 1.5E-01
cg19622597 ZBTB20 chr3 Body 0.79 (0.58; 1.09) 1.5E-01
cg12600749 PTPRN2 chr7 Body 1.34 (0.9; 2) 1.5E-01
cg07783094 PTPRN2 chr7 Body 1.27 (0.92; 1.76) 1.5E-01
cg08123816 PDE8A chr15 Body 0.68 (0.4; 1.15) 1.5E-01

ch.16.1914550R CDH13 chr16 Body 0.77 (0.55; 1.1) 1.5E-01
cg26410484 CHFR chr12 TSS1500 1.31 (0.91; 1.91) 1.5E-01
cg16303353 CACNA1C chr12 Body 0.46 (0.16; 1.33) 1.5E-01
cg19901889 RAP1B chr12 5'UTR 0.77 (0.54; 1.1) 1.5E-01
cg19901889 RAP1B chr12 1stExon 0.77 (0.54; 1.1) 1.5E-01
cg23076878 CACNA1C chr12 Body 0.75 (0.51; 1.11) 1.5E-01
cg17268775 CHFR chr12 Body 0.8 (0.59; 1.09) 1.5E-01
cg14100977 PTPRN2 chr7 Body 1.38 (0.89; 2.13) 1.5E-01
cg24776427 MEIS2 chr15 Body 0.76 (0.53; 1.1) 1.5E-01
cg04471888 CACNA1C chr12 Body 1.35 (0.9; 2.03) 1.5E-01
cg19853833 BRUNOL4 chr18 TSS1500 0.74 (0.49; 1.12) 1.5E-01
cg19981243 ZBTB20 chr3 5'UTR 1.31 (0.91; 1.91) 1.5E-01
cg19981243 ZBTB20 chr3 TSS200 1.31 (0.91; 1.91) 1.5E-01
cg03945777 PTPRN2 chr7 Body 1.29 (0.91; 1.84) 1.5E-01
cg23801281 TDRP chr8 Body 1.28 (0.91; 1.79) 1.5E-01
cg13686919 PTPRS chr19 5'UTR 1.32 (0.9; 1.91) 1.5E-01
cg00703798 DACH1 chr13 Body 0.73 (0.48; 1.12) 1.5E-01
cg20571958 TNR chr1 5'UTR 0.72 (0.45; 1.13) 1.5E-01
cg11308991 NOL4L chr20 Body 0.79 (0.58; 1.09) 1.5E-01
cg19731401 GNA12 chr7 Body 0.76 (0.52; 1.11) 1.5E-01
cg04733367 WWOX chr16 Body 1.26 (0.92; 1.73) 1.5E-01
cg03317987 SUSD4 chr1 Body 1.3 (0.91; 1.86) 1.5E-01
cg11226403 PTPRS chr19 Body 1.32 (0.9; 1.95) 1.5E-01
cg07901851 SMARCD3 chr7 TSS200 1.34 (0.9; 2.02) 1.5E-01
cg07901851 SMARCD3 chr7 TSS1500 1.34 (0.9; 2.02) 1.5E-01
cg22232120 WAC chr10 TSS1500 0.76 (0.52; 1.11) 1.5E-01
cg22232120 WAC chr10 5'UTR 0.76 (0.52; 1.11) 1.5E-01
cg26084603 SUGCT chr7 Body 0.76 (0.53; 1.1) 1.5E-01
cg09904539 CPEB1 chr15 Body 1.42 (0.88; 2.28) 1.5E-01



cg09904539 CPEB1 chr15 5'UTR 1.42 (0.88; 2.28) 1.5E-01
cg09466348 NOL4L chr20 Body 0.72 (0.45; 1.13) 1.5E-01
cg09466348 NOL4L chr20 5'UTR 0.72 (0.45; 1.13) 1.5E-01
cg27147846 WWOX chr16 Body 0.78 (0.55; 1.1) 1.5E-01
cg13982612 PTPRN2 chr7 Body 0.78 (0.55; 1.1) 1.5E-01
cg02512806 CREBBP chr16 3'UTR 1.34 (0.9; 1.99) 1.5E-01
cg00635075 AKAP13 chr15 Body 1.32 (0.9; 1.95) 1.5E-01
cg21926033 PTPRN2 chr7 Body 1.35 (0.9; 2.02) 1.5E-01
cg15961780 AKAP13 chr15 Body 1.27 (0.91; 1.77) 1.5E-01
cg14086078 ATF7IP chr12 Body 1.37 (0.89; 2.11) 1.5E-01
cg14863485 NDUFA9 chr12 Body 1.33 (0.9; 1.96) 1.5E-01
cg15684231 PTPRN2 chr7 Body 0.7 (0.42; 1.14) 1.5E-01
cg26238057 TENM2 chr5 Body 0.76 (0.52; 1.11) 1.5E-01
cg12761046 AKAP13 chr15 Body 1.54 (0.85; 2.77) 1.5E-01
cg27558095 SGIP1 chr1 TSS1500 1.4 (0.88; 2.23) 1.5E-01
cg04954894 DDHD2 chr8 5'UTR 0.77 (0.54; 1.1) 1.5E-01
cg18675899 TENM2 chr5 Body 1.32 (0.9; 1.94) 1.5E-01
cg17080902 DMXL2 chr15 Body 0.71 (0.44; 1.14) 1.5E-01
cg12393104 RTN4R chr22 Body 1.36 (0.89; 2.08) 1.5E-01
cg13331610 FSTL1 chr3 Body 1.53 (0.85; 2.76) 1.5E-01
cg03515663 PTPRN2 chr7 Body 0.73 (0.48; 1.12) 1.5E-01
cg12749729 ATF7IP chr12 5'UTR 1.34 (0.9; 2.01) 1.5E-01
cg12749729 ATF7IP chr12 TSS1500 1.34 (0.9; 2.01) 1.5E-01
cg06722216 NOL4 chr18 1stExon 1.4 (0.88; 2.23) 1.5E-01
cg08165078 CACNA1C chr12 Body 1.47 (0.86; 2.51) 1.5E-01
cg05388548 PHACTR1 chr6 Body 1.28 (0.91; 1.8) 1.5E-01
cg00872170 PTPRN2 chr7 Body 0.8 (0.6; 1.09) 1.5E-01
cg06098639 NDUFA9 chr12 Body 1.31 (0.9; 1.89) 1.5E-01
cg10626803 PTPRN2 chr7 Body 1.27 (0.91; 1.78) 1.5E-01
cg23932711 PTPRN2 chr7 Body 0.81 (0.61; 1.08) 1.5E-01
cg07256199 POU2F1 chr1 Body 1.37 (0.89; 2.1) 1.5E-01
cg00931972 WWOX chr16 Body 0.81 (0.6; 1.09) 1.5E-01
cg07402808 PTPRN2 chr7 Body 1.29 (0.91; 1.84) 1.6E-01
cg00997976 FSTL1 chr3 5'UTR 0.8 (0.59; 1.09) 1.6E-01
cg00997976 FSTL1 chr3 1stExon 0.8 (0.59; 1.09) 1.6E-01
cg02150961 TAOK3 chr12 Body 1.25 (0.92; 1.71) 1.6E-01
cg17084390 ATP8A1 chr4 Body 1.32 (0.9; 1.93) 1.6E-01
cg16232391 SUGCT chr7 Body 1.29 (0.91; 1.84) 1.6E-01
cg27445072 CDH13 chr16 Body 0.79 (0.56; 1.1) 1.6E-01
cg01936090 CEP350 chr1 TSS200 0.79 (0.57; 1.09) 1.6E-01
cg01608683 NOL4L chr20 Body 2.04 (0.76; 5.48) 1.6E-01
cg05490423 WWOX chr16 Body 0.8 (0.58; 1.09) 1.6E-01
cg00294419 UBE2E2 chr3 TSS200 0.75 (0.5; 1.12) 1.6E-01
cg13181950 CTNND2 chr5 Body 1.26 (0.91; 1.75) 1.6E-01
cg13181950 CTNND2 chr5 5'UTR 1.26 (0.91; 1.75) 1.6E-01
cg08893585 BARX2 chr11 TSS1500 0.79 (0.57; 1.09) 1.6E-01
cg18542613 DACH1 chr13 Body 0.73 (0.47; 1.13) 1.6E-01
cg12510614 PTPRN2 chr7 Body 1.25 (0.92; 1.69) 1.6E-01
cg08884588 CSMD2 chr1 Body 0.69 (0.41; 1.16) 1.6E-01
cg15440158 CNTNAP2 chr7 Body 1.36 (0.89; 2.08) 1.6E-01
cg09943550 CHFR chr12 Body 0.79 (0.57; 1.09) 1.6E-01
cg03301404 PTPRN2 chr7 Body 0.79 (0.57; 1.09) 1.6E-01
cg07803501 AKAP13 chr15 Body 0.78 (0.56; 1.1) 1.6E-01
cg07803501 AKAP13 chr15 TSS1500 0.78 (0.56; 1.1) 1.6E-01
cg01350636 PHACTR1 chr6 Body 1.28 (0.91; 1.79) 1.6E-01
cg09120938 CHFR chr12 Body 1.39 (0.88; 2.18) 1.6E-01
cg11626857 ZNF704 chr8 Body 0.74 (0.49; 1.12) 1.6E-01
cg26137350 COL5A2 chr2 Body 1.28 (0.91; 1.81) 1.6E-01
cg19852147 WWOX chr16 Body 0.73 (0.48; 1.13) 1.6E-01
cg13442689 PTPRN2 chr7 Body 1.26 (0.92; 1.72) 1.6E-01
cg12744979 WWOX chr16 Body 0.64 (0.34; 1.19) 1.6E-01



cg24977670 CTNND2 chr5 Body 1.34 (0.89; 2) 1.6E-01
cg11199770 TSHZ3 chr19 TSS1500 1.32 (0.9; 1.93) 1.6E-01
cg10122553 RTN4RL2 chr11 TSS200 1.26 (0.91; 1.75) 1.6E-01
cg19568022 AKAP13 chr15 Body 0.77 (0.53; 1.11) 1.6E-01
cg19568022 AKAP13 chr15 TSS200 0.77 (0.53; 1.11) 1.6E-01
cg16733654 PTPRS chr19 5'UTR 0.77 (0.54; 1.1) 1.6E-01
cg14962548 TXNDC9 chr2 1stExon 1.25 (0.92; 1.69) 1.6E-01
cg14962548 TXNDC9 chr2 5'UTR 1.25 (0.92; 1.69) 1.6E-01
cg01394138 RECQL5 chr17 TSS1500 1.22 (0.92; 1.62) 1.6E-01
cg19885224 FBXO34 chr14 5'UTR 1.36 (0.89; 2.09) 1.6E-01
cg14251555 RECQL5 chr17 TSS200 0.79 (0.57; 1.1) 1.6E-01
cg12430757 CCDC80 chr3 Body 1.35 (0.89; 2.06) 1.6E-01
cg25277638 PTPRN2 chr7 Body 0.78 (0.54; 1.1) 1.6E-01
cg06761921 BRUNOL4 chr18 1stExon 1.29 (0.91; 1.83) 1.6E-01
cg18134619 ALCAM chr3 Body 1.35 (0.89; 2.05) 1.6E-01
cg21163617 PTPRN2 chr7 Body 1.29 (0.91; 1.84) 1.6E-01
cg16660359 CREBBP chr16 Body 1.28 (0.91; 1.8) 1.6E-01
cg25902202 CUX2 chr12 Body 0.77 (0.54; 1.11) 1.6E-01
cg21723994 ELAVL4 chr1 Body 1.32 (0.9; 1.93) 1.6E-01
cg10175712 UNC80 chr2 Body 1.32 (0.9; 1.94) 1.6E-01
cg15959113 TENM2 chr5 Body 0.79 (0.57; 1.1) 1.6E-01
cg01115565 PTPRU chr1 Body 0.78 (0.56; 1.1) 1.6E-01
cg12948116 ATF7IP chr12 5'UTR 0.77 (0.53; 1.11) 1.6E-01
cg08799766 GNA12 chr7 Body 1.26 (0.91; 1.73) 1.6E-01
cg03338924 PHACTR1 chr6 Body 1.32 (0.9; 1.94) 1.6E-01
cg14905261 TDRP chr8 TSS1500 0.8 (0.58; 1.09) 1.6E-01
cg14905261 TDRP chr8 5'UTR 0.8 (0.58; 1.09) 1.6E-01
cg04733649 ERI3 chr1 Body 1.25 (0.92; 1.71) 1.6E-01
cg17495501 CHD6 chr20 Body 0.78 (0.56; 1.1) 1.6E-01
cg22578966 PTPRN2 chr7 Body 1.27 (0.91; 1.77) 1.6E-01
cg24743283 GNA12 chr7 TSS1500 1.27 (0.91; 1.77) 1.6E-01
cg17582545 PTPRN2 chr7 Body 1.24 (0.92; 1.67) 1.6E-01
cg03660162 WWOX chr16 Body 1.23 (0.92; 1.64) 1.6E-01
cg21231189 PTPRN2 chr7 Body 1.25 (0.92; 1.71) 1.6E-01
cg03319337 CTNND2 chr5 Body 1.25 (0.92; 1.71) 1.6E-01
cg01690390 NRXN1 chr2 Body 1.26 (0.91; 1.75) 1.6E-01
cg04071758 CREBBP chr16 3'UTR 0.77 (0.54; 1.11) 1.6E-01
cg05119810 CHFR chr12 Body 1.25 (0.91; 1.72) 1.6E-01
cg19398794 MEX3A chr1 1stExon 0.81 (0.6; 1.09) 1.6E-01
cg03802982 CDH11 chr16 5'UTR 0.78 (0.55; 1.1) 1.6E-01
cg06017944 MEIS2 chr15 Body 0.76 (0.52; 1.12) 1.6E-01
cg21755457 ATF7 chr12 TSS200 0.8 (0.58; 1.09) 1.6E-01
cg02304201 ATP6V0C chr16 Body 0.82 (0.61; 1.08) 1.6E-01
cg18048949 CHD6 chr20 5'UTR 0.81 (0.61; 1.09) 1.6E-01
cg18048949 CHD6 chr20 1stExon 0.81 (0.61; 1.09) 1.6E-01
cg23419050 NOL4 chr18 Body 0.78 (0.55; 1.1) 1.6E-01
cg23419050 NOL4 chr18 TSS200 0.78 (0.55; 1.1) 1.6E-01
cg20827128 PHACTR1 chr6 Body 0.8 (0.58; 1.09) 1.6E-01
cg01776825 CPEB1 chr15 Body 1.27 (0.91; 1.79) 1.6E-01
cg07959864 PTPRN2 chr7 Body 0.77 (0.53; 1.11) 1.6E-01
cg27124598 SMARCD3 chr7 Body 1.28 (0.91; 1.8) 1.6E-01
cg04321470 AKAP13 chr15 Body 0.8 (0.58; 1.1) 1.6E-01
cg03717942 ATF7 chr12 TSS1500 1.36 (0.88; 2.09) 1.6E-01
cg03717942 ATF7 chr12 TSS200 1.36 (0.88; 2.09) 1.6E-01
cg02907102 CUX2 chr12 Body 1.42 (0.87; 2.32) 1.6E-01
cg06707406 NRXN1 chr2 Body 0.76 (0.52; 1.12) 1.6E-01
cg12398651 RNU5E-1 chr5 Body 0.79 (0.57; 1.1) 1.6E-01
cg21611461 RNU5E-1 chr5 Body 0.8 (0.58; 1.1) 1.6E-01
cg15727524 PTPRN2 chr7 Body 0.8 (0.58; 1.1) 1.6E-01
cg13401196 PTPRN2 chr7 Body 1.27 (0.91; 1.77) 1.6E-01
cg18499250 CTDSPL chr3 Body 0.79 (0.57; 1.1) 1.6E-01



cg22087642 PTPRN2 chr7 Body 0.62 (0.31; 1.22) 1.6E-01
cg05224021 CSMD2 chr1 Body 1.29 (0.9; 1.83) 1.6E-01
cg24998459 PTPRN2 chr7 Body 0.79 (0.57; 1.1) 1.6E-01
cg26510975 TNRC18 chr7 3'UTR 0.8 (0.59; 1.09) 1.6E-01
cg08535112 SLC16A9 chr10 Body 0.69 (0.4; 1.17) 1.6E-01
cg21750545 DCUN1D4 chr4 1stExon 1.24 (0.92; 1.67) 1.6E-01
cg21750545 DCUN1D4 chr4 5'UTR 1.24 (0.92; 1.67) 1.6E-01
cg02301622 WWOX chr16 Body 0.77 (0.53; 1.11) 1.6E-01
cg06612016 PTPRN2 chr7 Body 0.78 (0.55; 1.11) 1.6E-01
cg16903025 FBXO32 chr8 Body 0.73 (0.47; 1.14) 1.6E-01
cg08783300 TNFRSF10C chr8 TSS200 1.32 (0.89; 1.96) 1.6E-01
cg02132593 ZBTB20 chr3 5'UTR 0.79 (0.57; 1.1) 1.6E-01
cg19406367 SGIP1 chr1 5'UTR 0.79 (0.56; 1.1) 1.6E-01
cg19406367 SGIP1 chr1 1stExon 0.79 (0.56; 1.1) 1.6E-01
cg18237446 PTPRN2 chr7 Body 0.82 (0.61; 1.09) 1.6E-01
cg04214710 PTPRN2 chr7 Body 1.26 (0.91; 1.76) 1.6E-01
cg19958653 WWOX chr16 Body 1.27 (0.91; 1.78) 1.6E-01
cg08068659 ERI3 chr1 Body 1.26 (0.91; 1.74) 1.6E-01
cg16521917 CNTNAP2 chr7 5'UTR 0.69 (0.4; 1.17) 1.7E-01
cg16521917 CNTNAP2 chr7 1stExon 0.69 (0.4; 1.17) 1.7E-01
cg01068714 FBXO31 chr16 Body 0.79 (0.57; 1.1) 1.7E-01
cg02194882 ZBTB20 chr3 5'UTR 0.81 (0.6; 1.09) 1.7E-01
cg02194882 ZBTB20 chr3 Body 0.81 (0.6; 1.09) 1.7E-01
cg02194882 ZBTB20 chr3 TSS200 0.81 (0.6; 1.09) 1.7E-01
cg15408722 PTPRN2 chr7 Body 1.31 (0.89; 1.93) 1.7E-01
cg15284977 BARX2 chr11 Body 1.27 (0.91; 1.79) 1.7E-01
cg06750038 FBXO31 chr16 Body 0.79 (0.57; 1.1) 1.7E-01
cg22331825 PTPRN2 chr7 Body 1.28 (0.9; 1.8) 1.7E-01
cg24855446 ALCAM chr3 Body 0.79 (0.56; 1.11) 1.7E-01
cg01879525 ZBTB20 chr3 Body 0.7 (0.43; 1.16) 1.7E-01
cg01879525 ZBTB20 chr3 5'UTR 0.7 (0.43; 1.16) 1.7E-01
cg22464182 ACVR2A chr2 5'UTR 1.28 (0.9; 1.8) 1.7E-01
cg22464182 ACVR2A chr2 1stExon 1.28 (0.9; 1.8) 1.7E-01
cg00771935 FBXO31 chr16 Body 1.28 (0.9; 1.8) 1.7E-01
cg02117685 RECQL5 chr17 Body 0.79 (0.57; 1.1) 1.7E-01
cg14779376 PTPRN2 chr7 Body 1.23 (0.92; 1.66) 1.7E-01
cg26140240 PTPRN2 chr7 Body 1.28 (0.9; 1.81) 1.7E-01
cg18504656 DACH1 chr13 Body 0.78 (0.55; 1.11) 1.7E-01
cg14404064 DNAI2 chr17 5'UTR 0.76 (0.51; 1.12) 1.7E-01
cg17540765 RECQL5 chr17 Body 0.78 (0.55; 1.11) 1.7E-01
cg02854791 PTPRN2 chr7 Body 1.25 (0.91; 1.72) 1.7E-01
cg18451156 CHFR chr12 Body 0.77 (0.53; 1.12) 1.7E-01
cg11645141 AKAP13 chr15 Body 1.28 (0.9; 1.8) 1.7E-01
cg05874309 CPEB1 chr15 Body 1.23 (0.92; 1.66) 1.7E-01
cg15965891 PTPRN2 chr7 Body 0.73 (0.47; 1.14) 1.7E-01
cg04071872 FBXO34 chr14 TSS1500 0.76 (0.51; 1.12) 1.7E-01
cg09301410 PTPRN2 chr7 Body 1.29 (0.9; 1.84) 1.7E-01
cg09230507 RTN4RL1 chr17 Body 0.75 (0.5; 1.13) 1.7E-01
cg09607915 FBXO11 chr2 5'UTR 1.49 (0.85; 2.61) 1.7E-01
cg14720477 TENM2 chr5 Body 0.72 (0.46; 1.15) 1.7E-01
cg21182322 POU2F1 chr1 TSS1500 0.8 (0.59; 1.1) 1.7E-01
cg07895284 TAOK3 chr12 5'UTR 1.23 (0.92; 1.67) 1.7E-01
cg03561600 WWOX chr16 Body 1.58 (0.82; 3.03) 1.7E-01
cg13382322 BRUNOL4 chr18 TSS1500 1.33 (0.89; 1.99) 1.7E-01
cg07055718 HMGB4 chr1 TSS1500 0.73 (0.47; 1.14) 1.7E-01
cg07055718 CSMD2 chr1 Body 0.73 (0.47; 1.14) 1.7E-01
cg21170961 ZBTB20 chr3 Body 1.36 (0.88; 2.12) 1.7E-01
cg21170961 ZBTB20 chr3 5'UTR 1.36 (0.88; 2.12) 1.7E-01
cg27119004 FBXO31 chr16 Body 1.27 (0.9; 1.78) 1.7E-01
cg05901462 PTPRN2 chr7 Body 0.79 (0.56; 1.11) 1.7E-01
cg22556505 CNTNAP2 chr7 Body 0.73 (0.47; 1.14) 1.7E-01



cg00056624 CTDSPL chr3 TSS1500 0.8 (0.59; 1.1) 1.7E-01
cg08348475 TNFRSF12A chr16 TSS1500 0.79 (0.56; 1.11) 1.7E-01
cg12802468 PTPRN2 chr7 Body 0.81 (0.59; 1.1) 1.7E-01
cg14597280 PTPRN2 chr7 Body 1.27 (0.9; 1.79) 1.7E-01
cg03276831 ERI3 chr1 Body 1.28 (0.9; 1.82) 1.7E-01
cg21048050 DMXL2 chr15 Body 1.25 (0.91; 1.7) 1.7E-01
cg26539949 ZBTB20 chr3 5'UTR 0.69 (0.41; 1.17) 1.7E-01
cg26539949 ZBTB20 chr3 Body 0.69 (0.41; 1.17) 1.7E-01
cg08229360 CTDSPL chr3 Body 1.91 (0.76; 4.78) 1.7E-01
cg21804178 NOL4L chr20 TSS1500 1.28 (0.9; 1.81) 1.7E-01
cg19892140 ZBTB20 chr3 Body 0.82 (0.62; 1.09) 1.7E-01
cg21211608 RAP1B chr12 TSS1500 1.26 (0.91; 1.76) 1.7E-01
cg02301039 TXNDC9 chr2 5'UTR 0.78 (0.55; 1.11) 1.7E-01
cg15524111 FBXO31 chr16 Body 1.29 (0.9; 1.87) 1.7E-01
cg15524111 FBXO31 chr16 ExonBnd 1.29 (0.9; 1.87) 1.7E-01
cg00677455 CTDSP2 chr12 TSS1500 1.22 (0.92; 1.63) 1.7E-01
cg19228118 CSMD2 chr1 Body 1.26 (0.91; 1.75) 1.7E-01
cg27578811 CPEB1 chr15 Body 0.77 (0.53; 1.12) 1.7E-01
cg19837298 TNRC18 chr7 Body 1.25 (0.91; 1.7) 1.7E-01
cg21312939 AKAP13 chr15 Body 0.77 (0.52; 1.12) 1.7E-01
cg25099403 POU2F1 chr1 TSS200 0.82 (0.61; 1.09) 1.7E-01
cg25099403 POU2F1 chr1 TSS1500 0.82 (0.61; 1.09) 1.7E-01
cg20156450 SLC16A9 chr10 TSS1500 0.77 (0.53; 1.12) 1.7E-01
cg22242926 RECQL5 chr17 Body 0.78 (0.54; 1.12) 1.7E-01
cg08920745 TNFRSF11B chr8 TSS1500 0.79 (0.57; 1.1) 1.7E-01
cg27346088 SLC16A9 chr10 TSS200 1.31 (0.89; 1.93) 1.7E-01
cg05239225 AKAP13 chr15 5'UTR 1.61 (0.81; 3.21) 1.7E-01
cg06219351 PTPRN2 chr7 Body 1.25 (0.91; 1.72) 1.7E-01
cg25993717 ZBTB20 chr3 TSS200 0.8 (0.58; 1.1) 1.7E-01
cg15807855 PTPRN2 chr7 Body 0.79 (0.56; 1.11) 1.7E-01
cg20653662 DDHD2 chr8 Body 0.76 (0.51; 1.13) 1.7E-01
cg04633846 PHACTR1 chr6 Body 1.27 (0.9; 1.77) 1.7E-01
cg23318724 CTDSPL2 chr15 Body 1.23 (0.91; 1.67) 1.7E-01
cg22383831 PTPRN2 chr7 Body 1.23 (0.91; 1.67) 1.7E-01
cg00769251 CDH11 chr16 Body 0.78 (0.55; 1.11) 1.7E-01
cg18525240 CTNND2 chr5 Body 0.78 (0.55; 1.11) 1.7E-01
cg18748888 TNRC6C chr17 3'UTR 0.76 (0.52; 1.13) 1.7E-01
cg20378837 TNRC18 chr7 Body 1.27 (0.9; 1.78) 1.7E-01
cg10218605 PTPRN2 chr7 Body 0.81 (0.6; 1.09) 1.7E-01
cg01900212 TNFRSF11A chr18 Body 0.79 (0.57; 1.11) 1.7E-01
cg12983997 PHACTR1 chr6 ExonBnd 1.31 (0.89; 1.93) 1.7E-01
cg12983997 PHACTR1 chr6 Body 1.31 (0.89; 1.93) 1.7E-01
cg11761615 TNRC18 chr7 Body 0.79 (0.56; 1.11) 1.7E-01
cg09226185 PTPRN2 chr7 Body 1.28 (0.9; 1.81) 1.7E-01
cg17196984 ARID1A chr1 Body 1.22 (0.92; 1.62) 1.7E-01
cg24311743 UBE2E2 chr3 TSS1500 0.73 (0.46; 1.15) 1.7E-01
cg04207084 PTPRN2 chr7 Body 0.77 (0.52; 1.12) 1.7E-01
cg02118559 CTNND2 chr5 3'UTR 1.3 (0.89; 1.88) 1.7E-01
cg13117953 PTPRN2 chr7 Body 0.79 (0.56; 1.11) 1.7E-01
cg20045572 SMARCD3 chr7 TSS1500 1.33 (0.88; 1.99) 1.7E-01
cg05695384 CSMD2 chr1 Body 0.77 (0.53; 1.12) 1.7E-01
cg04166874 ERI3 chr1 TSS1500 1.26 (0.9; 1.74) 1.7E-01
cg14190846 ATF7IP chr12 5'UTR 0.81 (0.59; 1.1) 1.7E-01
cg14190846 ATF7IP chr12 TSS200 0.81 (0.59; 1.1) 1.7E-01
cg12634271 MEIS2 chr15 3'UTR 0.61 (0.29; 1.25) 1.7E-01
cg12634271 MEIS2 chr15 Body 0.61 (0.29; 1.25) 1.7E-01
cg08600538 CTDSPL2 chr15 5'UTR 1.26 (0.9; 1.77) 1.7E-01
cg08004934 LOC101928417 chr16 Body 0.79 (0.56; 1.11) 1.7E-01
cg08004934 CDH13 chr16 5'UTR 0.79 (0.56; 1.11) 1.7E-01
cg08004934 CDH13 chr16 Body 0.79 (0.56; 1.11) 1.7E-01
cg11367633 CHD6 chr20 TSS1500 0.72 (0.45; 1.16) 1.7E-01



cg10285392 POU2F1 chr1 Body 0.79 (0.57; 1.11) 1.7E-01
cg23070153 CUX2 chr12 Body 0.79 (0.56; 1.11) 1.7E-01
cg12619398 DDHD2 chr8 5'UTR 0.8 (0.59; 1.1) 1.7E-01
cg12619398 DDHD2 chr8 TSS200 0.8 (0.59; 1.1) 1.7E-01
cg09970590 MEIS2 chr15 Body 1.28 (0.9; 1.82) 1.8E-01
cg02851312 PTPRN2 chr7 Body 0.79 (0.56; 1.11) 1.8E-01
cg05437294 PTPRN2 chr7 Body 1.23 (0.91; 1.65) 1.8E-01
cg12419766 PTPRN2 chr7 Body 1.31 (0.89; 1.92) 1.8E-01
cg08954353 TNFRSF10B chr8 Body 1.36 (0.87; 2.12) 1.8E-01
cg13462030 TNFRSF10B chr8 TSS1500 0.81 (0.59; 1.1) 1.8E-01
cg21872919 PTPRN2 chr7 Body 1.25 (0.91; 1.72) 1.8E-01
cg17298352 AKAP13 chr15 Body 0.76 (0.51; 1.13) 1.8E-01
cg10329117 CSMD2 chr1 Body 0.78 (0.55; 1.12) 1.8E-01
cg16263825 ZBTB20 chr3 TSS1500 1.26 (0.9; 1.75) 1.8E-01
cg00499831 CSMD2 chr1 Body 1.28 (0.9; 1.82) 1.8E-01
cg12601933 TNFRSF1B chr1 Body 1.25 (0.91; 1.72) 1.8E-01
cg04045539 TNR chr1 Body 1.25 (0.9; 1.73) 1.8E-01
cg04514601 MBD5 chr2 Body 1.25 (0.9; 1.74) 1.8E-01
cg26356782 PHACTR1 chr6 Body 1.28 (0.89; 1.84) 1.8E-01
cg02467339 PTPRN2 chr7 Body 1.29 (0.89; 1.88) 1.8E-01
cg14338114 ZBTB20 chr3 5'UTR 0.75 (0.49; 1.14) 1.8E-01
cg20387392 ZBTB20 chr3 5'UTR 0.8 (0.58; 1.11) 1.8E-01
cg00296158 POU2F1 chr1 TSS1500 0.77 (0.53; 1.13) 1.8E-01
cg16595458 CNTNAP2 chr7 Body 0.75 (0.49; 1.14) 1.8E-01
cg16478012 FBXO31 chr16 TSS200 0.81 (0.6; 1.1) 1.8E-01
cg27330193 ZBTB20 chr3 5'UTR 0.77 (0.52; 1.13) 1.8E-01
cg16594495 PHACTR1 chr6 Body 1.35 (0.87; 2.07) 1.8E-01
cg10653465 AKAP13 chr15 Body 0.78 (0.54; 1.12) 1.8E-01
cg05483509 ATP6V0C chr16 TSS1500 0.78 (0.55; 1.12) 1.8E-01
cg14932349 CREBBP chr16 Body 1.25 (0.9; 1.73) 1.8E-01
cg07624226 PTPRN2 chr7 Body 0.8 (0.57; 1.11) 1.8E-01
cg08996334 ZBTB20 chr3 5'UTR 1.26 (0.9; 1.76) 1.8E-01
cg15307908 FBXO32 chr8 TSS200 1.31 (0.88; 1.94) 1.8E-01
cg07657658 CNTNAP2 chr7 Body 1.27 (0.9; 1.79) 1.8E-01
cg07536341 NDUFA9 chr12 TSS200 0.79 (0.56; 1.11) 1.8E-01
cg08777703 DACH1 chr13 Body 0.7 (0.42; 1.18) 1.8E-01
cg19795796 PTPRN2 chr7 Body 1.25 (0.9; 1.73) 1.8E-01
cg00476944 PTPRN2 chr7 Body 0.75 (0.49; 1.14) 1.8E-01
cg04732872 ELAVL4 chr1 TSS200 1.29 (0.89; 1.86) 1.8E-01
cg04732872 ELAVL4 chr1 Body 1.29 (0.89; 1.86) 1.8E-01
cg21579197 MEIS2 chr15 Body 0.8 (0.57; 1.11) 1.8E-01
cg12261762 MTCL1 chr18 Body 1.25 (0.9; 1.72) 1.8E-01
cg02492778 CSMD2 chr1 Body 0.81 (0.59; 1.11) 1.8E-01
cg22282410 PTPRN2 chr7 TSS1500 0.76 (0.51; 1.13) 1.8E-01
cg26252389 ERI3 chr1 Body 1.34 (0.87; 2.06) 1.8E-01
cg11424597 ERI3 chr1 1stExon 0.77 (0.52; 1.13) 1.8E-01
cg11424597 ERI3 chr1 5'UTR 0.77 (0.52; 1.13) 1.8E-01
cg16677554 ATP6V0C chr16 TSS1500 1.31 (0.88; 1.95) 1.8E-01
cg16677554 ATP6V0C chr16 TSS200 1.31 (0.88; 1.95) 1.8E-01
cg02030008 PTPRN2 chr7 Body 1.27 (0.89; 1.81) 1.8E-01
cg16016583 PTPRN2 chr7 Body 0.74 (0.47; 1.15) 1.8E-01
cg16728539 CACNA1C chr12 Body 0.47 (0.16; 1.42) 1.8E-01
cg11724873 WAC chr10 Body 1.23 (0.91; 1.65) 1.8E-01
cg01536803 PTPRN2 chr7 Body 1.26 (0.9; 1.76) 1.8E-01
cg21681396 CSMD2 chr1 Body 0.81 (0.59; 1.11) 1.8E-01
cg21762610 UNC80 chr2 Body 1.28 (0.89; 1.84) 1.8E-01
cg23653008 CHFR chr12 TSS1500 0.8 (0.58; 1.11) 1.8E-01
cg00163546 BRUNOL4 chr18 Body 1.3 (0.88; 1.92) 1.8E-01
cg16761843 TENM2 chr5 Body 0.78 (0.54; 1.13) 1.8E-01
cg00847166 CTNND2 chr5 TSS1500 1.23 (0.91; 1.66) 1.8E-01
cg13900349 PTPRN2 chr7 Body 1.31 (0.88; 1.94) 1.8E-01



cg05928980 PTPRU chr1 Body 0.79 (0.56; 1.12) 1.8E-01
cg01047111 UBE2E2 chr3 Body 1.39 (0.86; 2.27) 1.8E-01
cg05544095 ZBTB20 chr3 5'UTR 1.43 (0.84; 2.44) 1.8E-01
cg22770560 PTPRN2 chr7 Body 1.29 (0.89; 1.87) 1.8E-01
cg25737169 AKAP13 chr15 Body 0.78 (0.55; 1.12) 1.8E-01
cg11397606 SGIP1 chr1 Body 0.77 (0.52; 1.13) 1.8E-01
cg03627409 PTPRU chr1 Body 0.78 (0.54; 1.12) 1.8E-01
cg14420245 ACVR2A chr2 TSS1500 1.24 (0.9; 1.71) 1.8E-01
cg26781464 ZNF704 chr8 3'UTR 1.32 (0.88; 1.97) 1.8E-01
cg07826767 PTPRS chr19 Body 0.8 (0.58; 1.11) 1.8E-01
cg02331784 ZBTB20 chr3 5'UTR 0.51 (0.19; 1.37) 1.8E-01
cg02331784 ZBTB20 chr3 Body 0.51 (0.19; 1.37) 1.8E-01
cg23616097 TNRC18 chr7 TSS200 0.75 (0.5; 1.14) 1.8E-01
cg18943258 NOL4L chr20 Body 0.77 (0.52; 1.13) 1.8E-01
cg10409449 AKAP13 chr15 Body 0.82 (0.61; 1.1) 1.8E-01
cg25436034 AKAP13 chr15 Body 0.62 (0.3; 1.26) 1.8E-01
cg09077609 PTPRN2 chr7 Body 0.8 (0.57; 1.11) 1.8E-01
cg14607496 ZNF704 chr8 Body 0.68 (0.39; 1.2) 1.8E-01
cg09247695 PTPRN2 chr7 Body 0.81 (0.6; 1.1) 1.8E-01
cg11610558 CTDSPL2 chr15 Body 0.8 (0.58; 1.11) 1.8E-01
cg24506862 BRUNOL4 chr18 TSS1500 0.72 (0.45; 1.17) 1.8E-01
cg27402091 PTPRN2 chr7 Body 1.25 (0.9; 1.75) 1.8E-01
cg07884070 RAP1B chr12 5'UTR 1.23 (0.91; 1.67) 1.8E-01
cg21685565 GNA12 chr7 1stExon 0.81 (0.6; 1.1) 1.8E-01
cg16512311 CDH13 chr16 Body 1.25 (0.9; 1.74) 1.8E-01
cg25720625 CACNA1C chr12 Body 0.8 (0.57; 1.11) 1.8E-01
cg06677781 ZFP91 chr11 TSS1500 1.21 (0.91; 1.62) 1.8E-01
cg12625454 PTPRN2 chr7 Body 1.23 (0.9; 1.68) 1.9E-01
cg02530350 CNTNAP2 chr7 Body 0.73 (0.46; 1.16) 1.9E-01
cg13509638 TNFRSF1B chr1 Body 0.43 (0.12; 1.5) 1.9E-01
cg22416051 PTPRN2 chr7 Body 1.25 (0.9; 1.74) 1.9E-01
cg22063108 GNA12 chr7 Body 1.22 (0.91; 1.62) 1.9E-01
cg01833890 CACNA1C chr12 Body 1.45 (0.84; 2.5) 1.9E-01
cg23447239 PTPRN2 chr7 Body 1.23 (0.91; 1.67) 1.9E-01
cg16218340 CHCHD6 chr3 TSS1500 1.22 (0.91; 1.65) 1.9E-01
cg17190608 CUX2 chr12 TSS1500 1.25 (0.9; 1.74) 1.9E-01
cg20655099 TNRC18 chr7 Body 1.36 (0.86; 2.16) 1.9E-01
cg22527572 AKAP3 chr12 Body 0.78 (0.55; 1.13) 1.9E-01
cg04643437 ATF7IP chr12 5'UTR 0.81 (0.59; 1.11) 1.9E-01
cg04643437 ATF7IP chr12 1stExon 0.81 (0.59; 1.11) 1.9E-01
cg09356014 FBXO31 chr16 Body 1.24 (0.9; 1.72) 1.9E-01
cg12855611 DNAI2 chr17 Body 0.81 (0.59; 1.11) 1.9E-01
cg22648168 ZBTB20 chr3 TSS1500 1.26 (0.89; 1.77) 1.9E-01
cg22648168 ZBTB20 chr3 5'UTR 1.26 (0.89; 1.77) 1.9E-01
cg24445167 CACNA1C chr12 Body 0.72 (0.44; 1.18) 1.9E-01
cg05790989 POU2F1 chr1 5'UTR 1.45 (0.83; 2.51) 1.9E-01
cg16341266 CNTNAP2 chr7 Body 1.42 (0.84; 2.38) 1.9E-01
cg01172234 PTPRN2 chr7 Body 0.81 (0.58; 1.11) 1.9E-01
cg13562751 PHACTR1 chr6 Body 1.27 (0.89; 1.82) 1.9E-01
cg08635011 CUX2 chr12 Body 0.81 (0.59; 1.11) 1.9E-01
cg04344190 WWOX chr16 Body 1.26 (0.89; 1.79) 1.9E-01
cg13033090 BRUNOL4 chr18 TSS200 0.76 (0.51; 1.14) 1.9E-01
cg07267845 PTPRN2 chr7 Body 0.72 (0.43; 1.18) 1.9E-01
cg04584023 CACNA1C chr12 Body 0.73 (0.45; 1.17) 1.9E-01
cg15057818 PTPRN2 chr7 Body 0.78 (0.54; 1.13) 1.9E-01
cg05861880 CACNA1C-IT2 chr12 TSS1500 0.76 (0.51; 1.14) 1.9E-01
cg09439964 ORC4 chr2 5'UTR 0.76 (0.5; 1.15) 1.9E-01
cg10733196 RTN4RL1 chr17 Body 1.26 (0.89; 1.78) 1.9E-01
cg16937735 PTPRN2 chr7 Body 0.82 (0.61; 1.1) 1.9E-01
cg14566868 AKAP13 chr15 Body 0.73 (0.46; 1.16) 1.9E-01
cg23364266 PTPRN2 chr7 Body 0.8 (0.58; 1.11) 1.9E-01



cg15014116 SMARCD3 chr7 Body 1.26 (0.89; 1.77) 1.9E-01
cg20427538 DNAI2 chr17 Body 1.32 (0.87; 1.99) 1.9E-01
cg26600653 PTPRN2 chr7 Body 1.26 (0.89; 1.77) 1.9E-01
cg00589639 RECQL5 chr17 1stExon 1.24 (0.9; 1.71) 1.9E-01
cg00589639 RECQL5 chr17 5'UTR 1.24 (0.9; 1.71) 1.9E-01
cg09816107 TNRC6A chr16 Body 1.26 (0.89; 1.78) 1.9E-01
cg26837182 POU2F1 chr1 Body 0.71 (0.43; 1.18) 1.9E-01
cg22950899 PTPRS chr19 Body 1.26 (0.89; 1.8) 1.9E-01
cg16186051 CHD6 chr20 TSS200 1.25 (0.89; 1.76) 1.9E-01
cg16718902 TNRC18 chr7 Body 0.8 (0.57; 1.12) 1.9E-01
cg10952495 TSHZ3 chr19 Body 0.61 (0.29; 1.28) 1.9E-01
cg19405040 COL5A2 chr2 Body 0.76 (0.5; 1.15) 1.9E-01
cg08677692 PTPRN2 chr7 Body 0.81 (0.6; 1.11) 1.9E-01
cg26861487 PTPRN2 chr7 Body 1.26 (0.89; 1.79) 1.9E-01
cg06281409 FBXO38 chr5 Body 1.34 (0.86; 2.09) 1.9E-01
cg10739246 ERI3 chr1 Body 1.27 (0.89; 1.82) 1.9E-01
cg10739246 ERI3 chr1 5'UTR 1.27 (0.89; 1.82) 1.9E-01
cg06949619 TNRC18 chr7 Body 0.79 (0.56; 1.12) 1.9E-01
cg10802509 SGIP1 chr1 Body 1.38 (0.85; 2.24) 1.9E-01
cg09559021 CSMD2 chr1 Body 1.4 (0.84; 2.33) 1.9E-01
cg03017865 CEP350 chr1 Body 0.79 (0.56; 1.12) 1.9E-01
cg20818337 RTN4 chr2 TSS200 0.81 (0.59; 1.11) 1.9E-01
cg21921460 CTNND2 chr5 Body 0.78 (0.54; 1.13) 1.9E-01
cg18185149 PTPRN2 chr7 Body 1.25 (0.89; 1.75) 1.9E-01
cg19593762 CTDSP2 chr12 TSS200 1.23 (0.9; 1.67) 1.9E-01
cg08502322 TENM2 chr5 Body 0.76 (0.5; 1.15) 1.9E-01
cg09756125 PTPRN2 chr7 Body 0.8 (0.57; 1.12) 1.9E-01
cg27470433 CACNA1C chr12 Body 0.79 (0.56; 1.13) 1.9E-01
cg18664013 PTPRN2 chr7 Body 0.82 (0.61; 1.1) 1.9E-01
cg01363648 PTPRU chr1 Body 1.27 (0.89; 1.82) 1.9E-01
cg13908074 MBD5 chr2 Body 0.78 (0.54; 1.13) 1.9E-01
cg08165083 PEX14 chr1 Body 0.81 (0.6; 1.11) 1.9E-01
cg01615815 CNTNAP2 chr7 Body 0.8 (0.57; 1.12) 1.9E-01
cg16057915 PEX14 chr1 3'UTR 1.25 (0.89; 1.75) 1.9E-01
cg25042845 SRSF10 chr1 Body 1.24 (0.9; 1.71) 1.9E-01
cg03920574 UBE2E2 chr3 Body 0.72 (0.44; 1.18) 1.9E-01
cg19090762 FBXO31 chr16 5'UTR 0.79 (0.56; 1.12) 1.9E-01
cg13511195 BRUNOL4 chr18 Body 0.8 (0.58; 1.12) 1.9E-01
cg12592194 CTDSP2 chr12 1stExon 1.26 (0.89; 1.79) 1.9E-01
cg12592194 CTDSP2 chr12 5'UTR 1.26 (0.89; 1.79) 1.9E-01
cg07696310 FBXO31 chr16 TSS1500 1.25 (0.89; 1.75) 1.9E-01
cg12043230 CACNA1C chr12 Body 0.63 (0.31; 1.26) 1.9E-01
cg06297677 TENM2 chr5 Body 0.76 (0.49; 1.15) 1.9E-01
cg21787390 PTPRU chr1 Body 0.79 (0.55; 1.13) 1.9E-01
cg17051124 PTPRN2 chr7 Body 0.81 (0.59; 1.11) 1.9E-01
cg16546717 GNA12 chr7 Body 0.73 (0.46; 1.17) 1.9E-01
cg22623223 PTPRN2 chr7 Body 0.8 (0.57; 1.12) 1.9E-01
cg05803237 MTNR1B chr11 TSS200 1.33 (0.87; 2.03) 1.9E-01
cg02258303 FBXO31 chr16 Body 0.81 (0.59; 1.11) 1.9E-01
cg22741595 C11orf67 chr11 5'UTR 0.82 (0.61; 1.11) 1.9E-01
cg10223066 CHFR chr12 TSS1500 0.81 (0.59; 1.11) 1.9E-01
cg06379340 UNC80 chr2 3'UTR 0.79 (0.55; 1.13) 1.9E-01
cg06717083 SUSD4 chr1 Body 0.78 (0.53; 1.14) 1.9E-01
cg14549482 BARX2 chr11 Body 0.79 (0.55; 1.13) 1.9E-01
cg24363180 NRXN1 chr2 Body 0.8 (0.57; 1.12) 1.9E-01
cg21548071 ALCAM chr3 Body 0.82 (0.6; 1.11) 1.9E-01
cg15612628 ZBTB20 chr3 Body 1.23 (0.9; 1.68) 1.9E-01
cg15612628 ZBTB20 chr3 5'UTR 1.23 (0.9; 1.68) 1.9E-01
cg01190876 EIF2S1 chr14 5'UTR 0.81 (0.59; 1.11) 1.9E-01
cg04619955 ATF7 chr12 3'UTR 1.25 (0.89; 1.74) 1.9E-01
cg04619955 ATF7 chr12 Body 1.25 (0.89; 1.74) 1.9E-01



cg23677243 MEIS2 chr15 Body 0.77 (0.52; 1.14) 1.9E-01
cg02783912 MBD5 chr2 5'UTR 1.25 (0.89; 1.77) 2.0E-01
cg07149535 COL5A2 chr2 Body 1.3 (0.87; 1.93) 2.0E-01
cg27501686 CACNA1C chr12 Body 0.78 (0.54; 1.13) 2.0E-01
cg13399259 ZBTB20 chr3 Body 0.81 (0.59; 1.12) 2.0E-01
cg13399259 ZBTB20 chr3 5'UTR 0.81 (0.59; 1.12) 2.0E-01
cg08692211 MEIS2 chr15 Body 1.31 (0.87; 1.99) 2.0E-01
cg18973247 ARID1A chr1 Body 1.25 (0.89; 1.76) 2.0E-01
cg02481714 TNRC6B chr22 TSS1500 0.8 (0.57; 1.12) 2.0E-01
cg11336887 PTPRU chr1 Body 1.26 (0.89; 1.78) 2.0E-01
cg05675621 PTPRN2 chr7 Body 0.79 (0.55; 1.13) 2.0E-01
cg01722932 MTNR1B chr11 TSS200 1.34 (0.86; 2.1) 2.0E-01
cg27129731 MEIS2 chr15 5'UTR 0.82 (0.61; 1.11) 2.0E-01
cg27129731 MEIS2 chr15 TSS1500 0.82 (0.61; 1.11) 2.0E-01
cg21126403 ZBTB20 chr3 Body 0.81 (0.58; 1.12) 2.0E-01
cg21126403 ZBTB20 chr3 5'UTR 0.81 (0.58; 1.12) 2.0E-01
cg21126403 ZBTB20 chr3 TSS200 0.81 (0.58; 1.12) 2.0E-01
cg26189827 SUGCT chr7 Body 0.76 (0.51; 1.15) 2.0E-01
cg00556515 TNFRSF1A chr12 Body 0.81 (0.59; 1.11) 2.0E-01
cg15855881 AKAP13 chr15 Body 1.28 (0.88; 1.87) 2.0E-01
cg00879840 WWOX chr16 Body 0.77 (0.52; 1.14) 2.0E-01
cg05878101 SMARCD3 chr7 3'UTR 1.33 (0.86; 2.05) 2.0E-01
cg08278167 ELAVL4 chr1 Body 1.27 (0.88; 1.82) 2.0E-01
cg22505746 MEX3A chr1 TSS1500 1.25 (0.89; 1.77) 2.0E-01
cg12583607 MTCL1 chr18 Body 0.8 (0.56; 1.13) 2.0E-01
cg20726070 PTPRN2 chr7 Body 1.31 (0.87; 1.99) 2.0E-01
cg16959075 PDE8A chr15 5'UTR 0.8 (0.57; 1.12) 2.0E-01
cg16959075 PDE8A chr15 Body 0.8 (0.57; 1.12) 2.0E-01
cg12176856 PDE8A chr15 Body 1.27 (0.88; 1.84) 2.0E-01
cg07883956 PDE8A chr15 TSS1500 1.23 (0.9; 1.68) 2.0E-01
cg26363263 CUX2 chr12 Body 1.3 (0.87; 1.92) 2.0E-01
cg02459107 SGIP1 chr1 Body 0.77 (0.52; 1.14) 2.0E-01
cg27024992 FBXO11 chr2 5'UTR 0.79 (0.56; 1.13) 2.0E-01
cg00235442 PTPRN2 chr7 Body 1.3 (0.87; 1.93) 2.0E-01
cg16594957 CREBBP chr16 3'UTR 1.26 (0.89; 1.78) 2.0E-01
cg21790991 FSTL1 chr3 Body 1.26 (0.89; 1.79) 2.0E-01
cg16153170 CTDSPL chr3 Body 0.78 (0.54; 1.14) 2.0E-01
cg09136529 BARX1 chr9 Body 1.34 (0.86; 2.08) 2.0E-01
cg01751992 DCUN1D4 chr4 Body 0.79 (0.56; 1.13) 2.0E-01
cg11686722 MEIS2 chr15 5'UTR 1.27 (0.88; 1.83) 2.0E-01
cg11686722 MEIS2 chr15 1stExon 1.27 (0.88; 1.83) 2.0E-01
cg11686722 MEIS2 chr15 TSS200 1.27 (0.88; 1.83) 2.0E-01
cg11686722 MEIS2 chr15 TSS1500 1.27 (0.88; 1.83) 2.0E-01
cg11649415 PTPRS chr19 5'UTR 1.24 (0.89; 1.71) 2.0E-01
cg24125890 RECQL chr12 1stExon 0.81 (0.59; 1.12) 2.0E-01
cg24125890 GOLT1B chr12 TSS1500 0.81 (0.59; 1.12) 2.0E-01
cg24125890 RECQL chr12 5'UTR 0.81 (0.59; 1.12) 2.0E-01
cg25717438 NRXN1 chr2 TSS200 0.8 (0.58; 1.12) 2.0E-01
cg16379698 MTNR1A chr4 Body 0.82 (0.6; 1.11) 2.0E-01
cg11218876 PHACTR1 chr6 ExonBnd 0.8 (0.57; 1.12) 2.0E-01
cg11218876 PHACTR1 chr6 5'UTR 0.8 (0.57; 1.12) 2.0E-01
cg26416745 CSMD2 chr1 Body 1.62 (0.77; 3.41) 2.0E-01
cg04047827 TNRC6A chr16 TSS200 0.82 (0.61; 1.11) 2.0E-01
cg12763900 ZBTB20 chr3 TSS200 0.79 (0.56; 1.13) 2.0E-01
cg12741427 CACNA1C chr12 Body 1.33 (0.86; 2.05) 2.0E-01
cg19901515 CTNND2 chr5 Body 1.23 (0.89; 1.7) 2.0E-01
cg05951776 PEX14 chr1 Body 1.39 (0.84; 2.28) 2.0E-01
cg18451131 TNRC18 chr7 Body 0.8 (0.57; 1.12) 2.0E-01
cg26870936 RECQL5 chr17 Body 0.73 (0.44; 1.18) 2.0E-01
cg14926149 ACVR2A chr2 Body 0.83 (0.62; 1.1) 2.0E-01
cg13204432 NRXN1 chr2 Body 0.79 (0.56; 1.13) 2.0E-01



cg12796689 PTPRN2 chr7 Body 1.23 (0.89; 1.7) 2.0E-01
cg18835653 NOL4 chr18 Body 0.79 (0.55; 1.13) 2.0E-01
cg11664313 DACH1 chr13 TSS1500 1.3 (0.87; 1.95) 2.0E-01
cg16569650 GNA12 chr7 Body 0.7 (0.41; 1.21) 2.0E-01
cg23376070 CDH13 chr16 5'UTR 0.81 (0.58; 1.12) 2.0E-01
cg23376070 CDH13 chr16 Body 0.81 (0.58; 1.12) 2.0E-01
cg04901174 WWOX chr16 Body 0.81 (0.58; 1.12) 2.0E-01
cg04584833 RTN4RL1 chr17 TSS1500 0.81 (0.58; 1.12) 2.0E-01
cg17134302 FBXO36 chr2 Body 1.29 (0.87; 1.89) 2.0E-01
cg05175762 PTPRN2 chr7 Body 0.75 (0.48; 1.17) 2.0E-01
cg24306278 PTPRN2 chr7 Body 0.81 (0.59; 1.12) 2.0E-01
cg16589617 CSMD2 chr1 Body 0.82 (0.6; 1.11) 2.0E-01
cg11417811 TAOK3 chr12 5'UTR 0.79 (0.54; 1.14) 2.0E-01
cg01341698 TAOK3 chr12 5'UTR 1.28 (0.88; 1.87) 2.0E-01
cg14096207 SUSD4 chr1 Body 1.26 (0.88; 1.79) 2.0E-01
cg06015275 CDH13 chr16 Body 0.82 (0.6; 1.11) 2.0E-01
cg04488837 FBXO31 chr16 Body 0.82 (0.6; 1.11) 2.0E-01
cg10934522 TENM2 chr5 Body 0.81 (0.59; 1.12) 2.0E-01
cg18164357 C11orf67 chr11 5'UTR 0.81 (0.59; 1.12) 2.0E-01
cg06931515 SGIP1 chr1 Body 0.8 (0.57; 1.13) 2.0E-01
cg25177851 CPEB1 chr15 Body 1.26 (0.88; 1.79) 2.0E-01
cg20858308 ERI3 chr1 Body 1.24 (0.89; 1.71) 2.0E-01
cg20858308 ERI3 chr1 5'UTR 1.24 (0.89; 1.71) 2.0E-01
cg07017275 FBXO34 chr14 TSS200 0.82 (0.6; 1.11) 2.0E-01
cg07017275 FBXO34 chr14 5'UTR 0.82 (0.6; 1.11) 2.0E-01
cg02552868 FBXO31 chr16 Body 1.27 (0.88; 1.85) 2.0E-01
cg05977259 FBXO11 chr2 TSS1500 0.76 (0.49; 1.16) 2.0E-01
cg23054284 WWOX chr16 Body 1.28 (0.88; 1.86) 2.0E-01
cg21464353 SCAF8 chr6 Body 0.77 (0.52; 1.15) 2.0E-01
cg26597305 PTPRN2 chr7 Body 1.25 (0.89; 1.77) 2.0E-01
cg25362361 TNRC6C chr17 Body 0.78 (0.53; 1.14) 2.0E-01
cg04329969 CTNND2 chr5 Body 1.25 (0.89; 1.77) 2.0E-01
cg00023196 PTPRN2 chr7 Body 0.81 (0.58; 1.12) 2.0E-01
cg06730364 CNTNAP2 chr7 Body 0.82 (0.61; 1.11) 2.0E-01
cg02810291 AKAP13 chr15 5'UTR 1.34 (0.85; 2.1) 2.0E-01
cg19804009 WWOX chr16 Body 1.41 (0.83; 2.41) 2.0E-01
cg25910285 SGIP1 chr1 Body 0.8 (0.57; 1.13) 2.0E-01
cg14821713 RTN4 chr2 Body 1.29 (0.87; 1.92) 2.0E-01
cg09441904 CDH13 chr16 Body 0.83 (0.63; 1.1) 2.0E-01
cg06039392 MTNR1A chr4 TSS1500 0.81 (0.59; 1.12) 2.0E-01
cg10926303 TNRC18 chr7 Body 1.21 (0.9; 1.63) 2.0E-01
cg19059344 CDH13 chr16 Body 0.79 (0.55; 1.14) 2.0E-01
cg12209024 DCUN1D4 chr4 Body 0.81 (0.58; 1.12) 2.0E-01
cg01982592 WWOX chr16 Body 0.8 (0.57; 1.13) 2.0E-01
cg04738410 TNRC6B chr22 Body 1.29 (0.87; 1.9) 2.0E-01
cg02420582 NOL4L chr20 Body 1.37 (0.84; 2.23) 2.0E-01
cg11453792 ACVR2A chr2 Body 1.23 (0.89; 1.69) 2.0E-01
cg02452209 PTPRN2 chr7 Body 1.34 (0.85; 2.09) 2.0E-01
cg00964557 MBD5 chr2 5'UTR 1.32 (0.86; 2.02) 2.1E-01
cg02570004 FBXO11 chr2 TSS1500 1.2 (0.9; 1.61) 2.1E-01
cg16200207 NRXN1 chr2 Body 1.24 (0.89; 1.75) 2.1E-01
cg03134083 TNR chr1 5'UTR 1.23 (0.89; 1.68) 2.1E-01
cg08055733 SUSD4 chr1 Body 0.65 (0.33; 1.27) 2.1E-01
cg17334689 TAOK3 chr12 Body 0.69 (0.39; 1.23) 2.1E-01
cg12069304 TNRC6A chr16 Body 1.21 (0.9; 1.62) 2.1E-01
cg27382164 CHFR chr12 TSS1500 0.81 (0.58; 1.13) 2.1E-01
cg01250490 TNFRSF1B chr1 Body 1.26 (0.88; 1.79) 2.1E-01
cg10893656 PTPRN2 chr7 Body 1.28 (0.87; 1.87) 2.1E-01
cg02092785 PHACTR1 chr6 Body 1.26 (0.88; 1.81) 2.1E-01
cg24132146 PHACTR1 chr6 TSS1500 1.28 (0.87; 1.88) 2.1E-01
cg18089847 CUX2 chr12 Body 0.8 (0.57; 1.13) 2.1E-01



cg09292030 PTPRN2 chr7 Body 1.3 (0.87; 1.95) 2.1E-01
cg00510447 TNFRSF12A chr16 Body 1.32 (0.86; 2.02) 2.1E-01
cg09146982 TNRC6C chr17 5'UTR 1.23 (0.89; 1.71) 2.1E-01
cg20066677 CHFR chr12 Body 0.79 (0.55; 1.14) 2.1E-01
cg20199354 TNFRSF12A chr16 TSS200 0.78 (0.54; 1.14) 2.1E-01
cg12057741 TNFRSF11B chr8 5'UTR 1.26 (0.88; 1.8) 2.1E-01
cg12057741 TNFRSF11B chr8 1stExon 1.26 (0.88; 1.8) 2.1E-01
cg10859424 ALCAM chr3 Body 0.47 (0.14; 1.52) 2.1E-01
cg13812878 TNRC18 chr7 Body 0.77 (0.52; 1.15) 2.1E-01
cg10389371 AKAP13 chr15 5'UTR 1.32 (0.86; 2.02) 2.1E-01
cg17162576 SGIP1 chr1 TSS1500 0.74 (0.46; 1.18) 2.1E-01
cg20879086 UBE2E2 chr3 Body 1.32 (0.86; 2.04) 2.1E-01
cg00574580 TNFRSF1A chr12 TSS1500 0.62 (0.29; 1.31) 2.1E-01
cg04482825 MEIS2 chr15 Body 0.76 (0.49; 1.17) 2.1E-01
cg16558692 PTPRN2 chr7 Body 0.81 (0.58; 1.12) 2.1E-01
cg24052631 CDH13 chr16 Body 0.81 (0.59; 1.12) 2.1E-01
cg10956385 CTDSPL2 chr15 TSS1500 1.27 (0.87; 1.85) 2.1E-01
cg06378494 TNFRSF19 chr13 5'UTR 1.23 (0.89; 1.69) 2.1E-01
cg06378494 TNFRSF19 chr13 TSS200 1.23 (0.89; 1.69) 2.1E-01
cg08514236 PTPRN2 chr7 Body 1.23 (0.89; 1.68) 2.1E-01
cg14795528 PTPRN2 chr7 Body 1.26 (0.88; 1.82) 2.1E-01
cg25203113 WAC chr10 Body 0.81 (0.58; 1.13) 2.1E-01
cg06755671 CNTNAP2 chr7 Body 1.24 (0.89; 1.72) 2.1E-01
cg26589485 RTN4RL1 chr17 3'UTR 0.82 (0.6; 1.12) 2.1E-01
cg25932761 CUX2 chr12 Body 0.69 (0.39; 1.23) 2.1E-01
cg02192117 TNRC18 chr7 Body 0.71 (0.41; 1.22) 2.1E-01
cg16714616 CHD6 chr20 TSS200 0.65 (0.34; 1.27) 2.1E-01
cg25924845 ATF7IP chr12 5'UTR 1.28 (0.87; 1.9) 2.1E-01
cg25924845 ATF7IP chr12 Body 1.28 (0.87; 1.9) 2.1E-01
cg08021602 DACH1 chr13 Body 0.76 (0.49; 1.17) 2.1E-01
cg15972572 PTPRN2 chr7 Body 0.82 (0.6; 1.12) 2.1E-01
cg01303655 TNRC6C chr17 3'UTR 0.75 (0.47; 1.18) 2.1E-01
cg00171942 CSMD2 chr1 Body 0.76 (0.49; 1.17) 2.1E-01
cg25245192 DNAI2 chr17 3'UTR 1.56 (0.78; 3.12) 2.1E-01
cg26208815 PTPRN2 chr7 Body 0.79 (0.55; 1.14) 2.1E-01
cg02543519 PTPRN2 chr7 Body 1.31 (0.86; 2.01) 2.1E-01
cg18032191 TNFRSF1A chr12 Body 1.25 (0.88; 1.76) 2.1E-01
cg07674304 WWOX chr16 Body 1.29 (0.86; 1.93) 2.1E-01
cg00514723 CHD6 chr20 5'UTR 0.61 (0.28; 1.33) 2.1E-01
cg20150787 PTPRN2 chr7 Body 0.82 (0.61; 1.12) 2.1E-01
cg19580219 GOLT1B chr12 TSS1500 0.81 (0.58; 1.13) 2.1E-01
cg19580219 RECQL chr12 5'UTR 0.81 (0.58; 1.13) 2.1E-01
cg10154804 DMXL2 chr15 5'UTR 0.8 (0.57; 1.13) 2.1E-01
cg10154804 DMXL2 chr15 1stExon 0.8 (0.57; 1.13) 2.1E-01
cg09765297 CDH13 chr16 Body 0.78 (0.52; 1.16) 2.1E-01
cg02849124 ZBTB20 chr3 Body 0.8 (0.57; 1.13) 2.1E-01
cg08012252 CHCHD6 chr3 Body 0.83 (0.62; 1.11) 2.1E-01
cg04769577 GNA12 chr7 Body 0.82 (0.6; 1.12) 2.1E-01
cg04769577 GNA12 chr7 TSS200 0.82 (0.6; 1.12) 2.1E-01
cg14485651 UBE2E2 chr3 Body 0.78 (0.52; 1.16) 2.1E-01
cg10652281 POU2F1 chr1 Body 0.82 (0.6; 1.12) 2.1E-01
cg24135583 PTPRN2 chr7 Body 0.8 (0.57; 1.13) 2.1E-01
cg04854662 CHCHD6 chr3 Body 0.8 (0.57; 1.14) 2.1E-01
cg22056595 PTPRN2 chr7 Body 1.23 (0.89; 1.69) 2.1E-01
cg15487748 CACNA1C chr12 Body 0.77 (0.51; 1.16) 2.1E-01
cg23812848 PTPRN2 chr7 Body 1.24 (0.88; 1.74) 2.1E-01
cg00902185 RTN4R chr22 Body 1.33 (0.85; 2.09) 2.1E-01
cg08725167 PTPRN2 chr7 Body 0.8 (0.56; 1.14) 2.1E-01
cg09211521 FBXO31 chr16 TSS1500 1.23 (0.89; 1.7) 2.1E-01
cg09597759 CNTNAP2 chr7 Body 1.27 (0.87; 1.85) 2.1E-01
cg24152818 DACH1 chr13 Body 0.78 (0.52; 1.16) 2.1E-01



cg02768721 PTPRN2 chr7 Body 1.26 (0.87; 1.81) 2.1E-01
cg18566911 PTPRN2 chr7 Body 1.27 (0.87; 1.86) 2.1E-01
cg02538976 PTPRN2 chr7 Body 0.82 (0.6; 1.12) 2.2E-01
cg06896316 SGIP1 chr1 Body 1.23 (0.89; 1.71) 2.2E-01
cg04877240 SUGCT chr7 Body 0.72 (0.43; 1.21) 2.2E-01
cg23724557 ZBTB20 chr3 Body 0.8 (0.57; 1.14) 2.2E-01
cg23724557 ZBTB20 chr3 5'UTR 0.8 (0.57; 1.14) 2.2E-01
cg17831934 CNTNAP2 chr7 Body 1.23 (0.89; 1.7) 2.2E-01
cg02832162 AKAP3 chr12 Body 1.26 (0.87; 1.83) 2.2E-01
cg11574072 ZNF704 chr8 3'UTR 0.82 (0.59; 1.13) 2.2E-01
cg04799270 PTPRN2 chr7 Body 0.82 (0.6; 1.12) 2.2E-01
cg04166393 GNA12 chr7 TSS1500 1.22 (0.89; 1.69) 2.2E-01
cg10515753 MEX3A chr1 1stExon 0.81 (0.59; 1.13) 2.2E-01
cg18482829 ZNF704 chr8 Body 0.82 (0.6; 1.12) 2.2E-01
cg22723098 PEX14 chr1 Body 1.22 (0.89; 1.69) 2.2E-01
cg00758412 RAP1B chr12 5'UTR 1.56 (0.77; 3.14) 2.2E-01
cg04569202 PTPRN2 chr7 Body 0.8 (0.56; 1.14) 2.2E-01
cg00797602 FBXO33 chr14 TSS200 1.22 (0.89; 1.67) 2.2E-01
cg18407955 PTPRN2 chr7 Body 1.23 (0.89; 1.71) 2.2E-01
cg19483307 TNR chr1 Body 0.76 (0.48; 1.18) 2.2E-01
cg16748524 PTPRN2 chr7 Body 1.23 (0.89; 1.71) 2.2E-01
cg23097499 TNFRSF1B chr1 TSS1500 1.33 (0.85; 2.07) 2.2E-01
cg05687083 TNRC18 chr7 Body 0.8 (0.57; 1.14) 2.2E-01
cg01444720 PTPRN2 chr7 Body 0.79 (0.53; 1.15) 2.2E-01
cg10184292 FBXO34 chr14 TSS1500 1.24 (0.88; 1.73) 2.2E-01
cg10184292 FBXO34 chr14 TSS200 1.24 (0.88; 1.73) 2.2E-01
cg01731355 PTPRN2 chr7 Body 0.81 (0.58; 1.13) 2.2E-01
cg01664142 ATP8A1 chr4 Body 0.83 (0.61; 1.12) 2.2E-01
cg04782618 TENM2 chr5 Body 1.33 (0.85; 2.08) 2.2E-01
cg13749316 TSHZ3 chr19 Body 0.78 (0.53; 1.15) 2.2E-01
cg02097398 ZBTB20 chr3 Body 0.77 (0.52; 1.16) 2.2E-01
cg02097398 ZBTB20 chr3 5'UTR 0.77 (0.52; 1.16) 2.2E-01
cg20030024 PTPRN2 chr7 Body 0.81 (0.58; 1.13) 2.2E-01
cg16068431 PTPRN2 chr7 Body 1.23 (0.88; 1.71) 2.2E-01
cg02512724 PTPRN2 chr7 Body 1.21 (0.89; 1.63) 2.2E-01
cg17392950 PTPRN2 chr7 Body 0.81 (0.58; 1.13) 2.2E-01
cg12074857 CDH11 chr16 5'UTR 0.79 (0.54; 1.15) 2.2E-01
cg21082782 PTPRN2 chr7 Body 1.2 (0.9; 1.62) 2.2E-01
cg25371487 RTN4 chr2 TSS1500 0.82 (0.59; 1.13) 2.2E-01
cg20272205 CCDC80 chr3 TSS1500 1.22 (0.89; 1.67) 2.2E-01
cg16264642 CTNND2 chr5 Body 1.23 (0.89; 1.7) 2.2E-01
cg05729577 BRUNOL4 chr18 3'UTR 0.8 (0.56; 1.14) 2.2E-01
cg25823996 PTPRN2 chr7 Body 1.24 (0.88; 1.75) 2.2E-01
cg22236143 TNR chr1 Body 1.24 (0.88; 1.75) 2.2E-01
cg08405848 NRXN1 chr2 Body 0.77 (0.51; 1.17) 2.2E-01
cg23137807 MEIS2 chr15 TSS200 0.76 (0.48; 1.18) 2.2E-01
cg23137807 MEIS2 chr15 TSS1500 0.76 (0.48; 1.18) 2.2E-01
cg02578162 CREBBP chr16 Body 1.23 (0.88; 1.71) 2.2E-01
cg17856083 POU2F1 chr1 5'UTR 0.81 (0.58; 1.14) 2.2E-01
cg04498014 TNRC6C chr17 5'UTR 1.23 (0.88; 1.72) 2.2E-01
cg13137809 GNA12 chr7 3'UTR 1.26 (0.87; 1.82) 2.2E-01
cg20326248 TNFRSF19 chr13 Body 0.81 (0.58; 1.14) 2.2E-01
cg20332289 MBD5 chr2 5'UTR 1.23 (0.88; 1.7) 2.2E-01
cg05407582 PDE8A chr15 Body 1.31 (0.85; 2.02) 2.2E-01
cg16525066 CDH11 chr16 5'UTR 1.22 (0.89; 1.68) 2.2E-01
cg26995992 FBXO31 chr16 Body 0.81 (0.58; 1.13) 2.2E-01
cg26995992 FBXO31 chr16 TSS1500 0.81 (0.58; 1.13) 2.2E-01
cg21928707 FBXO36 chr2 Body 0.75 (0.48; 1.19) 2.2E-01
cg04918002 FBXO31 chr16 Body 0.78 (0.53; 1.16) 2.2E-01
cg10777461 PEX14 chr1 Body 0.74 (0.46; 1.2) 2.2E-01
cg04254119 AKAP3 chr12 5'UTR 0.81 (0.58; 1.13) 2.2E-01



cg04254119 AKAP3 chr12 1stExon 0.81 (0.58; 1.13) 2.2E-01
cg03105681 PTPRN2 chr7 Body 1.22 (0.89; 1.67) 2.2E-01
cg03555203 TSHZ3 chr19 Body 1.24 (0.88; 1.74) 2.2E-01
cg25574965 DCUN1D4 chr4 Body 1.19 (0.9; 1.58) 2.2E-01
cg18796520 NDUFA9 chr12 TSS200 1.25 (0.87; 1.79) 2.2E-01
cg00104353 PTPRN2 chr7 Body 0.83 (0.61; 1.12) 2.2E-01
cg11742016 ATP8A1 chr4 Body 0.8 (0.56; 1.14) 2.2E-01
cg12823171 WWOX chr16 Body 0.79 (0.54; 1.15) 2.2E-01
cg13409070 PTPRN2 chr7 Body 1.24 (0.88; 1.74) 2.2E-01
cg24122124 PTPRS chr19 5'UTR 1.26 (0.87; 1.83) 2.2E-01
cg22443839 CDH13 chr16 Body 1.22 (0.88; 1.7) 2.2E-01
cg06742159 AKAP13 chr15 TSS1500 1.27 (0.86; 1.87) 2.2E-01
cg11251200 PTPRN2 chr7 Body 1.21 (0.89; 1.65) 2.2E-01

ch.1.893623F ARID1A chr1 Body 0.83 (0.61; 1.12) 2.2E-01
cg12376168 PTPRS chr19 Body 1.25 (0.87; 1.8) 2.2E-01
cg21534299 ERI3 chr1 TSS1500 0.81 (0.58; 1.14) 2.2E-01
cg13555063 PTPRN2 chr7 Body 1.24 (0.88; 1.77) 2.2E-01
cg16514212 PTPRN2 chr7 Body 1.26 (0.87; 1.81) 2.2E-01
cg24752353 AKAP13 chr15 Body 0.78 (0.52; 1.16) 2.2E-01
cg09641955 CACNA1C chr12 Body 1.21 (0.89; 1.65) 2.2E-01
cg03411554 CDH13 chr16 Body 1.21 (0.89; 1.64) 2.2E-01
cg15507719 BRUNOL4 chr18 Body 0.81 (0.58; 1.13) 2.2E-01
cg01381829 TNRC6B chr22 Body 1.36 (0.83; 2.24) 2.2E-01
cg01381829 TNRC6B chr22 TSS1500 1.36 (0.83; 2.24) 2.2E-01
cg15430743 NOL4 chr18 Body 0.82 (0.59; 1.13) 2.2E-01
cg14001157 PTPRN2 chr7 Body 0.8 (0.57; 1.14) 2.2E-01
cg13074795 ATF7 chr12 TSS1500 1.21 (0.89; 1.64) 2.2E-01
cg13074795 ATF7 chr12 5'UTR 1.21 (0.89; 1.64) 2.2E-01
cg26919387 PEX14 chr1 Body 1.23 (0.88; 1.72) 2.2E-01
cg20164016 TNR chr1 5'UTR 0.82 (0.59; 1.13) 2.2E-01
cg05147654 PTPRN2 chr7 Body 0.82 (0.6; 1.13) 2.2E-01
cg25330725 PTPRN2 chr7 Body 1.2 (0.89; 1.62) 2.2E-01
cg26500063 MEX3A chr1 TSS1500 0.8 (0.57; 1.14) 2.3E-01
cg18712752 PTPRN2 chr7 Body 0.82 (0.59; 1.13) 2.3E-01
cg11575295 PTPRN2 chr7 Body 0.81 (0.58; 1.14) 2.3E-01
cg00293128 PTPRN2 chr7 Body 0.8 (0.56; 1.15) 2.3E-01
cg24146776 ZBTB20 chr3 5'UTR 0.79 (0.54; 1.16) 2.3E-01
cg06481656 CDH13 chr16 5'UTR 0.77 (0.51; 1.17) 2.3E-01
cg06481656 CDH13 chr16 Body 0.77 (0.51; 1.17) 2.3E-01
cg20248758 TDRP chr8 Body 0.74 (0.46; 1.2) 2.3E-01
cg21657631 CACNA1C chr12 Body 0.69 (0.37; 1.26) 2.3E-01
cg24422530 CDH13 chr16 5'UTR 1.29 (0.85; 1.97) 2.3E-01
cg24422530 CDH13 chr16 Body 1.29 (0.85; 1.97) 2.3E-01
cg23333125 GNA12 chr7 Body 0.79 (0.55; 1.15) 2.3E-01
cg23333125 GNA12 chr7 TSS1500 0.79 (0.55; 1.15) 2.3E-01
cg10542336 PTPRN2 chr7 Body 0.84 (0.63; 1.12) 2.3E-01
cg09882209 ZBTB20 chr3 Body 0.81 (0.57; 1.14) 2.3E-01
cg12165899 FBXO31 chr16 5'UTR 0.83 (0.62; 1.12) 2.3E-01
cg12165899 FBXO31 chr16 TSS1500 0.83 (0.62; 1.12) 2.3E-01
cg10036016 CDH13 chr16 Body 0.79 (0.55; 1.15) 2.3E-01
cg00819163 PTPRS chr19 TSS200 0.84 (0.63; 1.12) 2.3E-01
cg03359183 DACH1 chr13 Body 0.82 (0.59; 1.13) 2.3E-01
cg05898629 CREBBP chr16 Body 0.82 (0.59; 1.13) 2.3E-01
cg17662584 TNRC6B chr22 TSS200 1.3 (0.85; 1.98) 2.3E-01
cg12911428 NOL4 chr18 TSS1500 0.79 (0.53; 1.16) 2.3E-01
cg16248866 MBD5 chr2 5'UTR 1.23 (0.88; 1.73) 2.3E-01
cg15475412 ACVR2A chr2 5'UTR 0.82 (0.6; 1.13) 2.3E-01
cg15475412 ACVR2A chr2 TSS1500 0.82 (0.6; 1.13) 2.3E-01
cg15475412 ACVR2A chr2 1stExon 0.82 (0.6; 1.13) 2.3E-01
cg18511007 COL1A2 chr7 TSS200 0.78 (0.53; 1.16) 2.3E-01
cg14069819 DMXL2 chr15 ExonBnd 0.8 (0.56; 1.15) 2.3E-01



cg14069819 DMXL2 chr15 Body 0.8 (0.56; 1.15) 2.3E-01
cg00730549 TNRC18 chr7 Body 0.81 (0.58; 1.14) 2.3E-01
cg25856663 CPEB1 chr15 TSS1500 0.8 (0.56; 1.15) 2.3E-01
cg25906770 PTPRN2 chr7 Body 1.2 (0.89; 1.61) 2.3E-01
cg25198612 SUGCT chr7 Body 0.65 (0.33; 1.31) 2.3E-01
cg02382373 PTPRS chr19 5'UTR 1.27 (0.86; 1.88) 2.3E-01
cg16747052 PTPRN2 chr7 Body 0.79 (0.54; 1.16) 2.3E-01
cg00572058 UNC80 chr2 Body 0.81 (0.58; 1.14) 2.3E-01
cg08917023 CREBBP chr16 Body 1.21 (0.89; 1.65) 2.3E-01
cg18477928 CUX2 chr12 Body 0.8 (0.56; 1.15) 2.3E-01
cg05920196 TAOK3 chr12 5'UTR 1.25 (0.87; 1.78) 2.3E-01
cg02667335 CHFR chr12 TSS1500 1.23 (0.88; 1.74) 2.3E-01
cg25485235 WWOX chr16 Body 1.39 (0.81; 2.36) 2.3E-01
cg03899215 PTPRN2 chr7 Body 1.2 (0.89; 1.61) 2.3E-01
cg20754430 PTPRN2 chr7 Body 1.21 (0.89; 1.66) 2.3E-01
cg04694534 PTPRN2 chr7 Body 0.74 (0.45; 1.21) 2.3E-01
cg09737793 CUX2 chr12 Body 0.79 (0.54; 1.16) 2.3E-01
cg22346702 NOL4 chr18 5'UTR 0.78 (0.52; 1.17) 2.3E-01
cg22346702 NOL4 chr18 Body 0.78 (0.52; 1.17) 2.3E-01
cg02004401 GNA12 chr7 3'UTR 1.21 (0.88; 1.66) 2.3E-01
cg01745428 NOL4L chr20 Body 1.24 (0.87; 1.76) 2.3E-01
cg14969015 ERI3 chr1 Body 1.24 (0.87; 1.77) 2.3E-01
cg02839273 PDE8A chr15 5'UTR 1.24 (0.87; 1.76) 2.3E-01
cg02839273 PDE8A chr15 1stExon 1.24 (0.87; 1.76) 2.3E-01
cg20825817 TNR chr1 Body 1.22 (0.88; 1.69) 2.3E-01
cg13974768 POU2F1 chr1 5'UTR 1.21 (0.89; 1.64) 2.3E-01
cg04140663 CPEB1 chr15 Body 1.23 (0.88; 1.73) 2.3E-01
cg00106757 ATF7IP2 chr16 Body 0.81 (0.58; 1.14) 2.3E-01
cg26349416 ERI3 chr1 Body 0.8 (0.56; 1.15) 2.3E-01
cg02031245 CSMD2 chr1 Body 0.81 (0.58; 1.14) 2.3E-01
cg07489121 FBXO34 chr14 5'UTR 1.23 (0.88; 1.72) 2.3E-01
cg04246957 PTPRN2 chr7 Body 0.83 (0.61; 1.13) 2.3E-01
cg20385686 ARID1A chr1 Body 1.24 (0.87; 1.77) 2.3E-01
cg17018649 FSTL1 chr3 TSS1500 0.8 (0.56; 1.15) 2.3E-01
cg01504567 CPEB1 chr15 Body 1.21 (0.88; 1.66) 2.3E-01
cg01504567 CPEB1 chr15 5'UTR 1.21 (0.88; 1.66) 2.3E-01
cg06213317 PTPRS chr19 Body 0.76 (0.48; 1.19) 2.3E-01
cg10024799 CACNA1C chr12 Body 1.2 (0.89; 1.61) 2.3E-01
cg14934396 RECQL5 chr17 Body 1.39 (0.81; 2.37) 2.3E-01
cg12991594 TENM2 chr5 Body 1.28 (0.85; 1.91) 2.3E-01
cg00983086 PTPRN2 chr7 Body 0.8 (0.55; 1.16) 2.3E-01
cg01597400 PTPRN2 chr7 Body 0.83 (0.61; 1.13) 2.3E-01
cg10917619 NRXN1 chr2 5'UTR 1.23 (0.88; 1.73) 2.3E-01
cg13357408 PTPRN2 chr7 Body 0.83 (0.62; 1.12) 2.3E-01
cg16883353 ATP8A1 chr4 Body 1.25 (0.87; 1.8) 2.3E-01
cg00590960 BRUNOL4 chr18 TSS1500 0.8 (0.55; 1.16) 2.3E-01
cg02623400 ELAVL4 chr1 1stExon 0.7 (0.4; 1.25) 2.3E-01
cg02623400 ELAVL4 chr1 5'UTR 0.7 (0.4; 1.25) 2.3E-01
cg16885368 PTPRN2 chr7 Body 1.4 (0.8; 2.43) 2.3E-01
cg16433587 PTPRN2 chr7 Body 1.22 (0.88; 1.7) 2.3E-01
cg01559619 POU2F1 chr1 Body 0.8 (0.56; 1.15) 2.3E-01
cg09320702 RECQL5 chr17 Body 1.23 (0.87; 1.75) 2.3E-01
cg16823620 COL5A2 chr2 Body 1.29 (0.85; 1.96) 2.3E-01
cg14985741 TNFRSF19 chr13 3'UTR 0.79 (0.53; 1.17) 2.4E-01
cg24504442 MEIS2 chr15 5'UTR 0.8 (0.56; 1.15) 2.4E-01
cg24504442 MEIS2 chr15 1stExon 0.8 (0.56; 1.15) 2.4E-01
cg24504442 MEIS2 chr15 TSS200 0.8 (0.56; 1.15) 2.4E-01
cg24504442 MEIS2 chr15 TSS1500 0.8 (0.56; 1.15) 2.4E-01
cg06642158 CREBBP chr16 Body 0.81 (0.57; 1.15) 2.4E-01
cg14527439 PTPRN2 chr7 Body 0.81 (0.58; 1.14) 2.4E-01
cg15937325 PTPRU chr1 Body 1.29 (0.85; 1.96) 2.4E-01



cg13685506 CTNND2 chr5 Body 1.31 (0.84; 2.03) 2.4E-01
cg21052788 PTPRN2 chr7 Body 0.68 (0.36; 1.28) 2.4E-01
cg11863954 CUX2 chr12 Body 0.8 (0.56; 1.15) 2.4E-01
cg14296394 DMXL2 chr15 Body 0.79 (0.54; 1.16) 2.4E-01
cg17620230 ATF7 chr12 ExonBnd 0.82 (0.6; 1.14) 2.4E-01
cg17620230 ATF7 chr12 Body 0.82 (0.6; 1.14) 2.4E-01
cg08361955 CACNA1C chr12 Body 0.8 (0.55; 1.16) 2.4E-01
cg26820118 CNTNAP2 chr7 Body 0.81 (0.57; 1.15) 2.4E-01
cg26840849 CTDSPL2 chr15 Body 1.25 (0.87; 1.8) 2.4E-01
cg06452248 PTPRN2 chr7 Body 1.25 (0.86; 1.8) 2.4E-01
cg19422369 GNA12 chr7 Body 1.22 (0.88; 1.69) 2.4E-01
cg07942010 ALCAM chr3 Body 0.81 (0.58; 1.15) 2.4E-01
cg13709778 UBE2E2 chr3 Body 0.82 (0.59; 1.14) 2.4E-01
cg25270819 ZFP91 chr11 Body 1.45 (0.78; 2.68) 2.4E-01
cg02525930 DNAI2 chr17 TSS200 0.79 (0.54; 1.16) 2.4E-01
cg13492553 WWOX chr16 Body 1.2 (0.89; 1.62) 2.4E-01
cg22638268 FBXO31 chr16 Body 1.18 (0.9; 1.55) 2.4E-01
cg23285761 DDHD2 chr8 5'UTR 0.82 (0.59; 1.14) 2.4E-01
cg23285761 DDHD2 chr8 TSS200 0.82 (0.59; 1.14) 2.4E-01
cg24578336 FBXO33 chr14 TSS200 0.83 (0.61; 1.13) 2.4E-01
cg09193751 PTPRN2 chr7 Body 0.82 (0.58; 1.14) 2.4E-01
cg27562595 CNTNAP2 chr7 Body 0.83 (0.61; 1.13) 2.4E-01
cg03920522 COL1A2 chr7 Body 0.8 (0.55; 1.16) 2.4E-01
cg11206084 PTPRN2 chr7 Body 0.83 (0.61; 1.13) 2.4E-01
cg05214808 CACNA1C chr12 Body 0.76 (0.47; 1.2) 2.4E-01
cg12061329 CDH13 chr16 5'UTR 1.24 (0.87; 1.76) 2.4E-01
cg12061329 CDH13 chr16 Body 1.24 (0.87; 1.76) 2.4E-01
cg03080505 FBXO36 chr2 Body 1.26 (0.86; 1.84) 2.4E-01
cg23068476 CACNA1C chr12 Body 0.8 (0.56; 1.16) 2.4E-01
cg06179179 PTPRN2 chr7 Body 0.83 (0.61; 1.13) 2.4E-01
cg15473007 TNRC6A chr16 Body 1.32 (0.83; 2.08) 2.4E-01
cg03900492 PTPRN2 chr7 Body 0.73 (0.44; 1.23) 2.4E-01
cg26171490 ZBTB20 chr3 5'UTR 1.25 (0.86; 1.8) 2.4E-01
cg11284316 UNC80 chr2 TSS1500 0.77 (0.5; 1.19) 2.4E-01
cg20984904 PTPRN2 chr7 Body 1.27 (0.85; 1.88) 2.4E-01
cg16254309 CNTNAP2 chr7 Body 0.75 (0.46; 1.21) 2.4E-01
cg20924082 SUGCT chr7 Body 1.26 (0.86; 1.86) 2.4E-01
cg24701780 PTPRN2 chr7 Body 0.8 (0.56; 1.16) 2.4E-01
cg09547314 PTPRS chr19 Body 0.83 (0.61; 1.13) 2.4E-01
cg04496254 CUX2 chr12 Body 0.77 (0.5; 1.19) 2.4E-01
cg11638352 PDE8A chr15 5'UTR 0.8 (0.54; 1.17) 2.4E-01
cg11638352 PDE8A chr15 Body 0.8 (0.54; 1.17) 2.4E-01
cg17352023 CUX2 chr12 Body 0.64 (0.3; 1.35) 2.4E-01
cg16340117 PTPRN2 chr7 Body 0.84 (0.63; 1.12) 2.4E-01
cg03280245 RTN4RL2 chr11 Body 0.81 (0.56; 1.15) 2.4E-01
cg11588907 NOL4 chr18 TSS1500 1.24 (0.87; 1.78) 2.4E-01
cg11588907 NOL4 chr18 Body 1.24 (0.87; 1.78) 2.4E-01
cg15815419 ATP6V0C chr16 TSS200 1.25 (0.86; 1.8) 2.4E-01
cg11757337 PTPRN2 chr7 Body 1.26 (0.86; 1.84) 2.4E-01
cg16385733 TENM2 chr5 Body 0.8 (0.55; 1.16) 2.4E-01
cg00175441 TNRC6C chr17 Body 1.22 (0.88; 1.69) 2.4E-01
cg24374900 PDE8A chr15 TSS1500 0.74 (0.44; 1.23) 2.4E-01
cg02319036 WWOX chr16 Body 0.82 (0.59; 1.14) 2.4E-01
cg20361664 TAOK3 chr12 Body 0.77 (0.5; 1.19) 2.4E-01
cg27420590 PTPRS chr19 3'UTR 1.22 (0.88; 1.69) 2.4E-01
cg22287067 NOL4 chr18 TSS200 0.78 (0.52; 1.18) 2.4E-01
cg23554150 NDUFA9 chr12 Body 0.82 (0.58; 1.15) 2.4E-01
cg23554150 AKAP3 chr12 TSS1500 0.82 (0.58; 1.15) 2.4E-01
cg26982161 CDH13 chr16 Body 0.84 (0.63; 1.12) 2.4E-01
cg24063658 PTPRN2 chr7 Body 0.84 (0.62; 1.13) 2.4E-01
cg10652646 MEIS2 chr15 TSS1500 1.27 (0.85; 1.88) 2.4E-01



cg02391633 TNRC6A chr16 Body 0.81 (0.56; 1.16) 2.4E-01
cg15397593 CACNA1C chr12 Body 1.21 (0.88; 1.68) 2.4E-01
cg10797798 PEX14 chr1 Body 0.79 (0.53; 1.17) 2.4E-01
cg08528096 CHCHD6 chr3 Body 1.22 (0.88; 1.7) 2.4E-01
cg13716536 SLC16A9 chr10 Body 1.34 (0.82; 2.18) 2.4E-01
cg03123091 ARID1A chr1 Body 0.81 (0.57; 1.15) 2.4E-01
cg02626269 FBXO31 chr16 Body 1.27 (0.85; 1.9) 2.4E-01
cg23897941 CACNA1C chr12 Body 1.27 (0.85; 1.88) 2.4E-01
cg02478172 PTPRN2 chr7 Body 0.81 (0.57; 1.15) 2.4E-01
cg00105060 CNTNAP2 chr7 Body 0.75 (0.46; 1.22) 2.4E-01
cg16943030 TENM2 chr5 Body 1.19 (0.89; 1.6) 2.4E-01
cg03236992 WWOX chr16 TSS1500 0.83 (0.61; 1.14) 2.4E-01
cg14832998 PTPRN2 chr7 Body 1.21 (0.88; 1.68) 2.4E-01
cg25366140 PTPRN2 chr7 Body 0.84 (0.63; 1.12) 2.4E-01
cg25378096 SRSF10 chr1 Body 0.79 (0.54; 1.17) 2.4E-01
cg25378096 SRSF10 chr1 ExonBnd 0.79 (0.54; 1.17) 2.4E-01
cg01674374 TAOK3 chr12 5'UTR 0.77 (0.49; 1.2) 2.4E-01
cg09890339 CACNA1C chr12 Body 0.74 (0.44; 1.23) 2.4E-01
cg12001457 NRXN1 chr2 Body 0.81 (0.57; 1.16) 2.4E-01
cg17286476 PTPRN2 chr7 Body 1.19 (0.89; 1.59) 2.4E-01
cg20907124 SCAF8 chr6 Body 1.22 (0.87; 1.71) 2.4E-01
cg14863265 GNA12 chr7 Body 1.23 (0.87; 1.75) 2.4E-01
cg01873143 TNRC18 chr7 Body 0.84 (0.62; 1.13) 2.4E-01
cg16762439 LOC101928700 chr7 TSS1500 0.75 (0.46; 1.22) 2.4E-01
cg16762439 CNTNAP2 chr7 Body 0.75 (0.46; 1.22) 2.4E-01
cg13611347 NOL4 chr18 Body 0.77 (0.5; 1.19) 2.4E-01
cg15692323 PTPRN2 chr7 Body 1.22 (0.87; 1.7) 2.4E-01
cg19265600 TNRC18 chr7 Body 1.24 (0.86; 1.78) 2.4E-01
cg10424969 WWOX chr16 Body 1.21 (0.88; 1.68) 2.4E-01
cg22463563 TNRC6A chr16 Body 0.82 (0.59; 1.15) 2.5E-01
cg04511291 PTPRN2 chr7 Body 0.83 (0.61; 1.13) 2.5E-01
cg07557423 ATP8A1 chr4 Body 0.81 (0.57; 1.16) 2.5E-01
cg09104245 SUGCT chr7 Body 1.21 (0.88; 1.68) 2.5E-01
cg14306734 BRUNOL4 chr18 Body 1.26 (0.86; 1.84) 2.5E-01
cg17810111 NRXN1 chr2 Body 0.81 (0.56; 1.16) 2.5E-01
cg20634514 ERI3 chr1 Body 0.63 (0.29; 1.37) 2.5E-01
cg01682050 WWOX chr16 Body 0.81 (0.58; 1.15) 2.5E-01
cg02773779 PTPRN2 chr7 Body 1.2 (0.88; 1.64) 2.5E-01
cg18231005 TNFRSF1B chr1 Body 1.22 (0.87; 1.7) 2.5E-01
cg02369113 PTPRN2 chr7 Body 1.22 (0.87; 1.7) 2.5E-01
cg26536253 FBXO31 chr16 Body 1.23 (0.86; 1.76) 2.5E-01
cg26536253 FBXO31 chr16 5'UTR 1.23 (0.86; 1.76) 2.5E-01
cg06015733 DDHD2 chr8 5'UTR 1.27 (0.85; 1.9) 2.5E-01
cg23390118 CACNA1C chr12 Body 1.28 (0.84; 1.94) 2.5E-01
cg10898184 PTPRN2 chr7 Body 0.81 (0.57; 1.16) 2.5E-01
cg06153985 RNU5E-1 chr5 Body 0.82 (0.6; 1.14) 2.5E-01
cg13372513 PTPRN2 chr7 Body 1.21 (0.88; 1.67) 2.5E-01
cg11060759 PTPRU chr1 Body 0.83 (0.61; 1.13) 2.5E-01
cg06124579 ELAVL4 chr1 TSS1500 0.82 (0.59; 1.14) 2.5E-01
cg23451678 CCDC80 chr3 3'UTR 0.82 (0.59; 1.15) 2.5E-01
cg12383142 ELAVL4 chr1 ExonBnd 1.29 (0.84; 1.97) 2.5E-01
cg12383142 ELAVL4 chr1 Body 1.29 (0.84; 1.97) 2.5E-01
cg08013355 TENM2 chr5 Body 0.8 (0.55; 1.17) 2.5E-01
cg23545098 CREBBP chr16 TSS1500 1.27 (0.85; 1.92) 2.5E-01
cg14654134 ZBTB20 chr3 5'UTR 0.78 (0.51; 1.19) 2.5E-01
cg16889627 MBD5 chr2 5'UTR 1.24 (0.86; 1.78) 2.5E-01
cg01031400 TNFRSF10D chr8 5'UTR 0.81 (0.57; 1.16) 2.5E-01
cg01031400 TNFRSF10D chr8 1stExon 0.81 (0.57; 1.16) 2.5E-01
cg05679795 ATF7 chr12 1stExon 1.21 (0.88; 1.67) 2.5E-01
cg05679795 ATF7 chr12 5'UTR 1.21 (0.88; 1.67) 2.5E-01
cg11770113 COL5A2 chr2 Body 1.22 (0.87; 1.72) 2.5E-01



cg05623531 PTPRS chr19 Body 1.2 (0.88; 1.65) 2.5E-01
cg21914526 PTPRN2 chr7 Body 0.81 (0.58; 1.15) 2.5E-01
cg09601923 DNAI2 chr17 TSS200 0.83 (0.61; 1.14) 2.5E-01
cg05421555 AKAP13 chr15 5'UTR 1.22 (0.87; 1.71) 2.5E-01
cg10053073 RECQL5 chr17 3'UTR 1.28 (0.84; 1.95) 2.5E-01
cg20168823 BRUNOL4 chr18 Body 0.82 (0.59; 1.15) 2.5E-01
cg17019032 SMARCD3 chr7 ExonBnd 1.26 (0.85; 1.87) 2.5E-01
cg17019032 SMARCD3 chr7 Body 1.26 (0.85; 1.87) 2.5E-01
cg01591591 CREBBP chr16 Body 1.22 (0.87; 1.73) 2.5E-01
cg25833403 DACH1 chr13 Body 1.28 (0.84; 1.94) 2.5E-01
cg22312534 ZBTB20 chr3 Body 0.84 (0.62; 1.13) 2.5E-01
cg22312534 ZBTB20 chr3 5'UTR 0.84 (0.62; 1.13) 2.5E-01
cg11796258 TNR chr1 Body 0.83 (0.6; 1.14) 2.5E-01
cg06646604 PDE8A chr15 Body 0.77 (0.49; 1.2) 2.5E-01
cg19739098 PTPRN2 chr7 Body 0.81 (0.56; 1.16) 2.5E-01
cg27130769 TNRC18 chr7 Body 1.22 (0.87; 1.71) 2.5E-01
cg12790758 MEIS2 chr15 Body 0.82 (0.59; 1.15) 2.5E-01
cg26242818 RAP1B chr12 3'UTR 1.25 (0.85; 1.84) 2.5E-01
cg12413242 CACNA1C chr12 Body 0.84 (0.62; 1.13) 2.5E-01
cg12752568 SUGCT chr7 Body 1.23 (0.87; 1.74) 2.5E-01
cg24524634 GNA12 chr7 Body 0.83 (0.6; 1.14) 2.5E-01
cg00863246 CACNA1C chr12 Body 0.61 (0.27; 1.41) 2.5E-01
cg13397314 RTN4R chr22 TSS1500 1.26 (0.85; 1.88) 2.5E-01
cg20726664 AKAP13 chr15 Body 0.82 (0.58; 1.15) 2.5E-01
cg25429984 UBE2E2 chr3 Body 0.82 (0.58; 1.15) 2.5E-01
cg05977955 CHCHD6 chr3 Body 1.27 (0.85; 1.9) 2.5E-01
cg14697583 DNAI2 chr17 TSS1500 1.39 (0.79; 2.42) 2.5E-01
cg23229652 CACNA1C chr12 Body 1.25 (0.86; 1.82) 2.5E-01
cg25483464 CEP350 chr1 Body 1.28 (0.84; 1.96) 2.5E-01
cg03772219 CNTNAP2 chr7 Body 1.22 (0.87; 1.7) 2.5E-01
cg06555227 PTPRN2 chr7 Body 0.78 (0.52; 1.19) 2.5E-01
cg19099311 PTPRN2 chr7 Body 0.83 (0.61; 1.14) 2.5E-01
cg07373212 CHCHD6 chr3 Body 1.21 (0.87; 1.69) 2.5E-01
cg04064735 PTPRN2 chr7 Body 0.84 (0.62; 1.13) 2.5E-01
cg07383370 SUGCT chr7 Body 1.44 (0.77; 2.71) 2.5E-01
cg24082339 TENM2 chr5 Body 0.83 (0.61; 1.14) 2.5E-01
cg25976504 SGIP1 chr1 TSS200 0.82 (0.58; 1.16) 2.5E-01
cg25976504 SGIP1 chr1 TSS1500 0.82 (0.58; 1.16) 2.5E-01
cg02419716 SMARCD3 chr7 Body 0.84 (0.62; 1.13) 2.5E-01
cg15605804 TNFRSF10D chr8 Body 1.19 (0.88; 1.61) 2.5E-01
cg26645635 CTDSP2 chr12 TSS200 1.21 (0.87; 1.67) 2.5E-01
cg22469841 FSTL1 chr3 Body 1.27 (0.84; 1.9) 2.5E-01
cg27433661 PTPRN2 chr7 Body 1.23 (0.86; 1.77) 2.5E-01
cg21511969 FSTL1 chr3 5'UTR 0.83 (0.6; 1.15) 2.5E-01
cg21511969 FSTL1 chr3 1stExon 0.83 (0.6; 1.15) 2.5E-01
cg10407177 BRUNOL4 chr18 Body 1.28 (0.84; 1.94) 2.5E-01
cg17096328 CNTNAP2 chr7 Body 0.84 (0.63; 1.13) 2.5E-01
cg10770132 CSMD2 chr1 Body 1.24 (0.86; 1.8) 2.5E-01
cg02662530 MBD5 chr2 5'UTR 0.75 (0.46; 1.23) 2.5E-01
cg22597706 CTNND2 chr5 Body 0.81 (0.57; 1.16) 2.5E-01
cg07787614 TNRC6C chr17 5'UTR 1.24 (0.86; 1.78) 2.5E-01
cg13972711 TNRC18 chr7 Body 0.83 (0.6; 1.15) 2.5E-01
cg18128856 COL5A2 chr2 Body 1.19 (0.88; 1.6) 2.5E-01
cg22970003 PTPRN2 chr7 Body 1.25 (0.85; 1.82) 2.5E-01
cg23694187 PTPRN2 chr7 Body 1.2 (0.88; 1.66) 2.5E-01
cg06815373 PTPRN2 chr7 Body 0.82 (0.58; 1.16) 2.5E-01
cg09022230 TNRC18 chr7 Body 0.78 (0.51; 1.2) 2.5E-01
cg07019099 PTPRN2 chr7 Body 1.18 (0.89; 1.58) 2.5E-01
cg07543823 RTN4R chr22 Body 0.82 (0.58; 1.15) 2.5E-01
cg12440927 PTPRN2 chr7 Body 1.21 (0.87; 1.68) 2.5E-01
cg02102278 TENM2 chr5 Body 1.24 (0.86; 1.78) 2.5E-01



cg08906363 PTPRN2 chr7 Body 1.22 (0.87; 1.71) 2.6E-01
cg20792744 CTDSPL2 chr15 5'UTR 1.23 (0.86; 1.77) 2.6E-01
cg22835523 PDE8A chr15 Body 1.29 (0.83; 2.01) 2.6E-01
cg06532176 WWOX chr16 Body 1.2 (0.88; 1.63) 2.6E-01
cg06532176 WWOX chr16 3'UTR 1.2 (0.88; 1.63) 2.6E-01
cg06532176 WWOX chr16 1stExon 1.2 (0.88; 1.63) 2.6E-01
cg02399044 CACNA1C chr12 Body 0.82 (0.57; 1.16) 2.6E-01
cg13803067 TXNDC9 chr2 5'UTR 0.79 (0.53; 1.18) 2.6E-01
cg02588098 WWOX chr16 Body 0.84 (0.62; 1.13) 2.6E-01
cg07978494 PTPRN2 chr7 Body 0.81 (0.57; 1.16) 2.6E-01
cg02606650 TENM2 chr5 Body 0.8 (0.55; 1.18) 2.6E-01
cg18088723 AKAP13 chr15 Body 1.25 (0.85; 1.85) 2.6E-01
cg10810352 FBXO31 chr16 TSS200 1.22 (0.87; 1.72) 2.6E-01
cg10810352 FBXO31 chr16 5'UTR 1.22 (0.87; 1.72) 2.6E-01
cg18397864 BRUNOL4 chr18 1stExon 1.24 (0.86; 1.8) 2.6E-01
cg12240847 CSMD2 chr1 Body 0.82 (0.58; 1.16) 2.6E-01
cg05404890 TNRC6A chr16 Body 0.83 (0.6; 1.14) 2.6E-01
cg25356743 CSMD2 chr1 Body 1.26 (0.84; 1.89) 2.6E-01
cg25258258 PTPRN2 chr7 Body 1.22 (0.87; 1.72) 2.6E-01
cg05194552 CREBBP chr16 Body 0.82 (0.59; 1.15) 2.6E-01
cg19645258 AKAP13 chr15 Body 0.82 (0.58; 1.15) 2.6E-01
cg22136038 PTPRN2 chr7 Body 1.26 (0.85; 1.87) 2.6E-01
cg25382025 PTPRS chr19 Body 1.21 (0.87; 1.68) 2.6E-01
cg17684850 CHCHD6 chr3 Body 1.2 (0.88; 1.65) 2.6E-01
cg03168108 NRXN1 chr2 TSS200 1.23 (0.86; 1.76) 2.6E-01
cg04362902 FBXO11 chr2 Body 0.76 (0.47; 1.22) 2.6E-01
cg02369188 PTPRN2 chr7 Body 1.2 (0.88; 1.64) 2.6E-01
cg13057030 CUX2 chr12 Body 1.2 (0.88; 1.64) 2.6E-01
cg25018884 CACNA1C chr12 Body 0.76 (0.47; 1.23) 2.6E-01
cg02755131 CDH13 chr16 Body 1.2 (0.88; 1.64) 2.6E-01
cg05511613 TNRC18 chr7 Body 0.83 (0.59; 1.15) 2.6E-01
cg14784405 CDH13 chr16 Body 0.82 (0.58; 1.16) 2.6E-01
cg07964527 PDE8A chr15 Body 1.25 (0.85; 1.85) 2.6E-01
cg18041207 DACH1 chr13 TSS200 0.81 (0.57; 1.16) 2.6E-01
cg03927644 ZBTB20 chr3 Body 0.83 (0.61; 1.14) 2.6E-01
cg03927644 ZBTB20 chr3 5'UTR 0.83 (0.61; 1.14) 2.6E-01
cg02847074 CUX2 chr12 Body 0.8 (0.54; 1.18) 2.6E-01
cg22635363 CNTNAP2 chr7 Body 1.29 (0.83; 2) 2.6E-01
cg07975793 CSMD2 chr1 Body 1.22 (0.86; 1.73) 2.6E-01
cg18625951 CNTNAP2 chr7 Body 0.83 (0.59; 1.15) 2.6E-01
cg20710480 ATP8A1 chr4 Body 1.41 (0.78; 2.58) 2.6E-01
cg03200052 SUSD4 chr1 TSS1500 1.21 (0.87; 1.67) 2.6E-01
cg21458849 CDH11 chr16 Body 0.83 (0.6; 1.15) 2.6E-01
cg26211126 PTPRN2 chr7 Body 0.85 (0.63; 1.13) 2.6E-01
cg10479452 RTN4RL1 chr17 Body 1.24 (0.85; 1.79) 2.6E-01
cg01204647 FBXO38 chr5 5'UTR 0.81 (0.57; 1.17) 2.6E-01
cg04460007 DCUN1D4 chr4 Body 1.23 (0.86; 1.75) 2.6E-01
cg24969942 SLC16A9 chr10 5'UTR 1.27 (0.84; 1.93) 2.6E-01
cg25203031 SGIP1 chr1 TSS200 0.77 (0.49; 1.21) 2.6E-01
cg15163159 CDH11 chr16 5'UTR 1.18 (0.88; 1.57) 2.6E-01
cg05982423 CTNND2 chr5 Body 0.75 (0.45; 1.24) 2.6E-01
cg05982423 CTNND2 chr5 5'UTR 0.75 (0.45; 1.24) 2.6E-01
cg27436717 CDH13 chr16 5'UTR 0.85 (0.64; 1.13) 2.6E-01
cg27436717 CDH13 chr16 Body 0.85 (0.64; 1.13) 2.6E-01
cg17705631 GNA12 chr7 Body 1.28 (0.83; 1.99) 2.6E-01
cg16339550 ALCAM chr3 Body 0.83 (0.6; 1.15) 2.6E-01
cg10769178 PTPRN2 chr7 Body 1.25 (0.85; 1.84) 2.6E-01
cg04395439 TENM2 chr5 Body 0.76 (0.47; 1.23) 2.6E-01
cg14462553 PTPRN2 chr7 Body 1.19 (0.88; 1.61) 2.6E-01
cg22992503 WWOX chr16 Body 1.21 (0.87; 1.67) 2.6E-01
cg00435063 PTPRN2 chr7 Body 0.82 (0.58; 1.16) 2.6E-01



cg03198275 CHCHD6 chr3 TSS200 0.81 (0.57; 1.16) 2.6E-01
cg05848484 CACNA1C chr12 Body 0.76 (0.47; 1.23) 2.6E-01
cg12383147 CDH13 chr16 Body 0.79 (0.52; 1.19) 2.6E-01
cg01398181 CACNA1C chr12 Body 0.82 (0.59; 1.16) 2.6E-01
cg11473412 FBXO32 chr8 Body 1.29 (0.83; 2.01) 2.6E-01
cg10021003 MTNR1B chr11 TSS1500 1.22 (0.86; 1.74) 2.6E-01
cg16865135 RTN4 chr2 TSS1500 1.24 (0.85; 1.8) 2.6E-01
cg16865135 RTN4 chr2 Body 1.24 (0.85; 1.8) 2.6E-01
cg02956699 PTPRN2 chr7 Body 1.55 (0.72; 3.31) 2.6E-01
cg25891890 ZNF704 chr8 Body 0.83 (0.6; 1.15) 2.6E-01
cg12776754 DACH1 chr13 Body 0.81 (0.55; 1.17) 2.6E-01
cg04601045 PTPRN2 chr7 Body 1.2 (0.87; 1.67) 2.6E-01
cg22242408 FBXO11 chr2 5'UTR 1.2 (0.87; 1.65) 2.6E-01
cg17191367 ELAVL4 chr1 TSS1500 0.82 (0.58; 1.16) 2.6E-01
cg17191367 ELAVL4 chr1 Body 0.82 (0.58; 1.16) 2.6E-01
cg20005629 PTPRN2 chr7 Body 0.81 (0.56; 1.17) 2.6E-01
cg16629450 AKAP13 chr15 5'UTR 1.28 (0.83; 1.96) 2.6E-01
cg04571941 TNRC18 chr7 TSS200 0.81 (0.57; 1.17) 2.6E-01
cg14565408 CUX2 chr12 Body 1.27 (0.84; 1.93) 2.6E-01
cg24051057 CCDC80 chr3 Body 0.82 (0.57; 1.16) 2.6E-01
cg00981975 SMARCD3 chr7 TSS1500 1.28 (0.83; 1.98) 2.6E-01
cg06898168 TNRC18 chr7 Body 0.62 (0.26; 1.44) 2.6E-01
cg14640066 RTN4 chr2 Body 1.26 (0.84; 1.89) 2.6E-01
cg14640066 RTN4 chr2 1stExon 1.26 (0.84; 1.89) 2.6E-01
cg14640066 RTN4 chr2 5'UTR 1.26 (0.84; 1.89) 2.6E-01
cg06721096 PTPRN2 chr7 Body 1.21 (0.86; 1.7) 2.6E-01
cg08242024 PTPRN2 chr7 Body 0.84 (0.63; 1.14) 2.6E-01
cg09256836 FBXO11 chr2 Body 0.79 (0.51; 1.2) 2.6E-01
cg25384018 CDH13 chr16 TSS1500 0.81 (0.56; 1.17) 2.6E-01
cg11268049 PTPRN2 chr7 Body 0.78 (0.5; 1.21) 2.6E-01
cg07037223 PTPRN2 chr7 Body 1.21 (0.87; 1.68) 2.6E-01
cg21545849 CHD6 chr20 TSS200 1.19 (0.88; 1.6) 2.6E-01
cg06780830 PTPRN2 chr7 Body 1.2 (0.87; 1.64) 2.6E-01
cg19815109 BARX2 chr11 Body 0.82 (0.59; 1.16) 2.6E-01
cg20449654 MTCL1 chr18 Body 1.22 (0.86; 1.72) 2.6E-01
cg12859234 DDHD2 chr8 5'UTR 1.19 (0.88; 1.62) 2.6E-01
cg12859234 DDHD2 chr8 1stExon 1.19 (0.88; 1.62) 2.6E-01
cg02849583 FSTL1 chr3 Body 1.26 (0.84; 1.89) 2.6E-01
cg05024925 MTCL1 chr18 Body 1.24 (0.85; 1.81) 2.6E-01
cg11191368 ZNF704 chr8 Body 0.82 (0.58; 1.16) 2.6E-01
cg03943568 CDH11 chr16 5'UTR 0.83 (0.61; 1.15) 2.6E-01
cg17267880 NOL4L chr20 Body 1.26 (0.84; 1.91) 2.6E-01
cg01898902 FBXO33 chr14 TSS1500 1.2 (0.87; 1.65) 2.6E-01
cg07875385 COL5A2 chr2 1stExon 1.23 (0.86; 1.76) 2.6E-01
cg07875385 COL5A2 chr2 5'UTR 1.23 (0.86; 1.76) 2.6E-01
cg26706676 PTPRN2 chr7 Body 0.84 (0.62; 1.14) 2.6E-01
cg04272632 CSMD2 chr1 Body 1.3 (0.82; 2.05) 2.6E-01
cg19631443 WAC chr10 TSS200 0.82 (0.58; 1.16) 2.6E-01
cg19631443 WAC chr10 TSS1500 0.82 (0.58; 1.16) 2.6E-01
cg02539798 PTPRN2 chr7 Body 0.84 (0.61; 1.14) 2.6E-01
cg03556243 ZBTB20 chr3 TSS1500 0.83 (0.59; 1.16) 2.7E-01
cg03556243 ZBTB20 chr3 5'UTR 0.83 (0.59; 1.16) 2.7E-01
cg03556243 ZBTB20 chr3 1stExon 0.83 (0.59; 1.16) 2.7E-01
cg13360566 CHCHD6 chr3 Body 0.84 (0.62; 1.14) 2.7E-01
cg03927473 NOL4L chr20 Body 0.8 (0.55; 1.18) 2.7E-01
cg18628367 PTPRN2 chr7 Body 0.83 (0.6; 1.15) 2.7E-01
cg01623475 WWOX chr16 Body 0.85 (0.64; 1.13) 2.7E-01
cg01168404 CSMD2 chr1 Body 1.25 (0.84; 1.84) 2.7E-01
cg10398297 CTNND2 chr5 Body 1.3 (0.82; 2.06) 2.7E-01
cg10398297 CTNND2 chr5 ExonBnd 1.3 (0.82; 2.06) 2.7E-01
cg19699973 TNRC6C chr17 5'UTR 1.22 (0.86; 1.74) 2.7E-01



cg10801633 PEX14 chr1 Body 1.3 (0.82; 2.05) 2.7E-01
cg25731074 CHCHD6 chr3 Body 0.86 (0.65; 1.12) 2.7E-01
cg04110718 RTN4RL1 chr17 Body 1.23 (0.85; 1.77) 2.7E-01
cg19973668 TENM2 chr5 Body 1.22 (0.86; 1.74) 2.7E-01
cg05233288 PEX14 chr1 TSS1500 0.82 (0.58; 1.16) 2.7E-01
cg15948785 PTPRN2 chr7 Body 0.85 (0.64; 1.13) 2.7E-01
cg09684136 ALCAM chr3 TSS1500 1.21 (0.86; 1.71) 2.7E-01
cg08627800 PTPRN2 chr7 Body 0.84 (0.62; 1.14) 2.7E-01
cg16202091 PTPRN2 chr7 Body 1.2 (0.87; 1.67) 2.7E-01
cg20633146 TNR chr1 5'UTR 0.8 (0.53; 1.19) 2.7E-01
cg11656752 RTN4RL1 chr17 Body 1.23 (0.85; 1.78) 2.7E-01
cg07930089 AKAP13 chr15 5'UTR 0.82 (0.57; 1.17) 2.7E-01
cg07031665 C11orf67 chr11 TSS200 1.22 (0.86; 1.72) 2.7E-01
cg07096446 FBXO11 chr2 Body 1.2 (0.87; 1.65) 2.7E-01
cg05678155 ZBTB20 chr3 TSS1500 0.81 (0.56; 1.17) 2.7E-01
cg05678155 ZBTB20 chr3 Body 0.81 (0.56; 1.17) 2.7E-01
cg05678155 ZBTB20 chr3 5'UTR 0.81 (0.56; 1.17) 2.7E-01
cg04080180 TNRC18 chr7 5'UTR 1.24 (0.85; 1.8) 2.7E-01
cg02282041 CDH13 chr16 Body 0.83 (0.59; 1.15) 2.7E-01
cg19261526 PTPRN2 chr7 Body 0.83 (0.61; 1.15) 2.7E-01
cg14933832 DNAI2 chr17 Body 0.83 (0.59; 1.16) 2.7E-01
cg23697486 CUX2 chr12 Body 0.83 (0.59; 1.16) 2.7E-01
cg02134720 TNFRSF11B chr8 Body 0.81 (0.56; 1.17) 2.7E-01
cg02617428 PTPRN2 chr7 Body 0.82 (0.57; 1.17) 2.7E-01
cg25153894 ATF7IP chr12 5'UTR 0.79 (0.53; 1.2) 2.7E-01
cg25153894 ATF7IP chr12 Body 0.79 (0.53; 1.2) 2.7E-01
cg21536815 FBXO11 chr2 5'UTR 1.25 (0.84; 1.87) 2.7E-01
cg01807702 RTN4RL1 chr17 Body 1.19 (0.88; 1.61) 2.7E-01
cg11380223 PTPRN2 chr7 Body 0.84 (0.61; 1.15) 2.7E-01
cg20375320 CACNA1C chr12 Body 1.24 (0.85; 1.82) 2.7E-01
cg17484877 PTPRN2 chr7 Body 0.82 (0.59; 1.16) 2.7E-01
cg10459100 CHCHD6 chr3 Body 0.82 (0.58; 1.17) 2.7E-01
cg25772827 CSMD2 chr1 TSS1500 0.82 (0.57; 1.17) 2.7E-01
cg16874861 MTCL1 chr18 Body 0.83 (0.61; 1.15) 2.7E-01
cg04196520 WWOX chr16 Body 1.2 (0.87; 1.65) 2.7E-01
cg25708755 PTPRN2 chr7 Body 1.17 (0.88; 1.55) 2.7E-01
cg05996213 TNR chr1 1stExon 1.19 (0.88; 1.61) 2.7E-01
cg05996213 TNR chr1 5'UTR 1.19 (0.88; 1.61) 2.7E-01
cg07048094 PTPRN2 chr7 Body 0.82 (0.58; 1.16) 2.7E-01
cg17875356 ZBTB20 chr3 5'UTR 1.28 (0.82; 2) 2.7E-01
cg23289581 RTN4RL1 chr17 Body 0.84 (0.61; 1.15) 2.7E-01
cg06481141 CHD6 chr20 Body 1.25 (0.84; 1.85) 2.7E-01
cg06145175 FBXO31 chr16 TSS1500 0.81 (0.55; 1.18) 2.7E-01
cg07503211 TNRC18 chr7 Body 1.24 (0.84; 1.83) 2.7E-01
cg24502224 PEX14 chr1 Body 1.2 (0.86; 1.68) 2.7E-01
cg24151528 PTPRS chr19 Body 1.21 (0.86; 1.7) 2.7E-01
cg04288257 PTPRN2 chr7 ExonBnd 0.83 (0.6; 1.15) 2.7E-01
cg04288257 PTPRN2 chr7 Body 0.83 (0.6; 1.15) 2.7E-01
cg16351352 FBXO34 chr14 TSS1500 1.2 (0.87; 1.66) 2.7E-01
cg16351352 FBXO34 chr14 5'UTR 1.2 (0.87; 1.66) 2.7E-01
cg22458416 SUGCT chr7 Body 0.84 (0.61; 1.15) 2.7E-01
cg16513984 TNFRSF1B chr1 Body 1.27 (0.83; 1.95) 2.7E-01
cg22645476 SUGCT chr7 Body 0.84 (0.62; 1.14) 2.7E-01
cg11734772 PTPRN2 chr7 Body 1.25 (0.84; 1.86) 2.7E-01
cg05894754 UNC80 chr2 Body 1.18 (0.88; 1.58) 2.7E-01
cg10004964 SGIP1 chr1 Body 1.26 (0.83; 1.92) 2.7E-01
cg20324057 ZNF704 chr8 TSS1500 1.21 (0.86; 1.7) 2.7E-01
cg05939552 BRUNOL4 chr18 Body 0.83 (0.6; 1.15) 2.7E-01
cg21315209 CTNND2 chr5 Body 0.81 (0.55; 1.18) 2.7E-01
cg23993628 ACVR2A chr2 Body 1.22 (0.86; 1.74) 2.7E-01
cg15086499 TNRC18 chr7 Body 0.78 (0.5; 1.21) 2.7E-01



cg24792245 WAC chr10 TSS1500 0.83 (0.6; 1.15) 2.7E-01
cg20047612 SUGCT chr7 Body 0.79 (0.52; 1.21) 2.7E-01
cg00124640 ORC4 chr2 ExonBnd 0.81 (0.55; 1.18) 2.7E-01
cg00124640 ORC4 chr2 Body 0.81 (0.55; 1.18) 2.7E-01
cg05134054 CUX2 chr12 Body 0.84 (0.61; 1.15) 2.7E-01
cg08572454 PTPRN2 chr7 Body 0.82 (0.58; 1.17) 2.7E-01
cg19518674 AKAP13 chr15 Body 0.8 (0.55; 1.19) 2.7E-01
cg17319486 BRUNOL4 chr18 TSS1500 1.21 (0.86; 1.69) 2.7E-01
cg03180489 CCDC80 chr3 TSS1500 0.8 (0.54; 1.19) 2.7E-01
cg12528597 RTN4RL2 chr11 Body 1.23 (0.85; 1.79) 2.7E-01
cg11741116 CTDSPL chr3 Body 1.3 (0.81; 2.07) 2.7E-01
cg02055816 SMARCD3 chr7 Body 1.24 (0.84; 1.82) 2.7E-01
cg09219260 DACH1 chr13 Body 1.25 (0.84; 1.86) 2.7E-01
cg07691061 CTNND2 chr5 Body 1.23 (0.85; 1.78) 2.7E-01
cg07691061 CTNND2 chr5 5'UTR 1.23 (0.85; 1.78) 2.7E-01
cg19786287 SMARCD3 chr7 TSS200 0.82 (0.57; 1.17) 2.7E-01
cg19786287 SMARCD3 chr7 TSS1500 0.82 (0.57; 1.17) 2.7E-01
cg07305000 PTPRN2 chr7 Body 1.21 (0.86; 1.71) 2.7E-01
cg08892600 SUSD4 chr1 TSS1500 1.24 (0.85; 1.8) 2.7E-01
cg19243780 UBE2E2 chr3 Body 1.28 (0.82; 2) 2.7E-01
cg10789486 DACH1 chr13 Body 0.72 (0.4; 1.3) 2.7E-01
cg05135176 PTPRN2 chr7 Body 0.8 (0.54; 1.19) 2.7E-01
cg03529680 UNC80 chr2 Body 0.84 (0.61; 1.15) 2.7E-01
cg09052738 TNRC18 chr7 Body 0.8 (0.53; 1.2) 2.7E-01
cg11947493 TNFRSF10D chr8 5'UTR 0.83 (0.6; 1.15) 2.7E-01
cg11947493 TNFRSF10D chr8 1stExon 0.83 (0.6; 1.15) 2.7E-01
cg18773641 SUGCT chr7 Body 1.2 (0.87; 1.65) 2.7E-01
cg18411660 PTPRN2 chr7 Body 1.18 (0.88; 1.6) 2.7E-01
cg06235522 MEIS2 chr15 Body 1.26 (0.83; 1.92) 2.7E-01
cg06390057 SUGCT chr7 Body 0.84 (0.61; 1.15) 2.7E-01
cg00310497 FBXO36 chr2 Body 0.82 (0.57; 1.17) 2.7E-01
cg18773591 NRXN1 chr2 Body 0.73 (0.41; 1.29) 2.7E-01
cg26247345 ZBTB20 chr3 Body 0.71 (0.38; 1.31) 2.7E-01
cg26247345 ZBTB20 chr3 5'UTR 0.71 (0.38; 1.31) 2.7E-01
cg10668781 CACNA1C chr12 Body 1.21 (0.86; 1.69) 2.7E-01
cg08083403 TNRC6A chr16 TSS1500 0.85 (0.64; 1.13) 2.7E-01
cg05498379 WAC chr10 TSS200 0.82 (0.57; 1.17) 2.7E-01
cg05498379 WAC chr10 TSS1500 0.82 (0.57; 1.17) 2.7E-01
cg00156147 TENM2 chr5 Body 1.22 (0.86; 1.73) 2.7E-01
cg13542466 SMARCD3 chr7 TSS1500 1.21 (0.86; 1.71) 2.7E-01
cg13542466 SMARCD3 chr7 Body 1.21 (0.86; 1.71) 2.7E-01
cg01868752 CNTNAP2 chr7 Body 1.23 (0.85; 1.76) 2.8E-01
cg02317358 WWOX chr16 Body 1.19 (0.87; 1.64) 2.8E-01
cg14311088 TNRC6B chr22 Body 0.84 (0.61; 1.15) 2.8E-01
cg14311088 TNRC6B chr22 TSS200 0.84 (0.61; 1.15) 2.8E-01
cg10702789 PHACTR1 chr6 Body 1.25 (0.84; 1.85) 2.8E-01
cg15570635 AKAP13 chr15 Body 1.21 (0.86; 1.71) 2.8E-01
cg10300540 AKAP13 chr15 Body 1.28 (0.82; 2.02) 2.8E-01
cg12806121 PEX14 chr1 Body 1.2 (0.86; 1.68) 2.8E-01
cg25534486 PTPRN2 chr7 Body 0.85 (0.63; 1.14) 2.8E-01
cg13742512 CUX2 chr12 Body 0.71 (0.38; 1.32) 2.8E-01
cg24844230 CHFR chr12 Body 1.2 (0.87; 1.65) 2.8E-01
cg20721322 CNTNAP2 chr7 Body 1.19 (0.87; 1.64) 2.8E-01
cg03096471 DCUN1D4 chr4 Body 0.81 (0.55; 1.18) 2.8E-01
cg23240589 RTN4 chr2 Body 0.84 (0.62; 1.15) 2.8E-01
cg01231125 UBE2E2 chr3 3'UTR 0.8 (0.53; 1.2) 2.8E-01
cg22774472 COL5A2 chr2 TSS200 1.23 (0.85; 1.77) 2.8E-01
cg04996852 CREBBP chr16 1stExon 0.83 (0.6; 1.16) 2.8E-01
cg04996852 CREBBP chr16 5'UTR 0.83 (0.6; 1.16) 2.8E-01
cg25950769 AKAP13 chr15 5'UTR 1.21 (0.86; 1.71) 2.8E-01
cg02147465 ZBTB20 chr3 Body 0.78 (0.5; 1.22) 2.8E-01



cg24711637 NOL4 chr18 TSS1500 0.82 (0.58; 1.17) 2.8E-01
cg24711637 NOL4 chr18 Body 0.82 (0.58; 1.17) 2.8E-01
cg09816096 PTPRS chr19 Body 0.83 (0.59; 1.16) 2.8E-01
cg09664186 FBXO11 chr2 5'UTR 1.4 (0.76; 2.56) 2.8E-01
cg22636811 TENM2 chr5 Body 0.82 (0.58; 1.17) 2.8E-01
cg05309328 TNFRSF11A chr18 Body 1.19 (0.87; 1.62) 2.8E-01
cg03653726 GNA12 chr7 3'UTR 0.83 (0.59; 1.16) 2.8E-01
cg06962684 BRUNOL4 chr18 Body 1.23 (0.85; 1.78) 2.8E-01
cg03661076 FBXO31 chr16 Body 1.22 (0.86; 1.73) 2.8E-01
cg14426104 DMXL2 chr15 Body 1.23 (0.85; 1.78) 2.8E-01
cg13136242 CTDSPL2 chr15 TSS200 0.83 (0.6; 1.16) 2.8E-01
cg16013015 ATP6V0C chr16 1stExon 0.83 (0.59; 1.16) 2.8E-01
cg16013015 ATP6V0C chr16 5'UTR 0.83 (0.59; 1.16) 2.8E-01
cg03908109 MTNR1A chr4 Body 1.18 (0.87; 1.6) 2.8E-01
cg12794620 RTN4RL1 chr17 TSS200 1.21 (0.86; 1.69) 2.8E-01
cg08882470 CACNA1C chr12 Body 1.35 (0.78; 2.33) 2.8E-01
cg20707991 PTPRN2 chr7 Body 1.21 (0.86; 1.69) 2.8E-01
cg08785396 ALCAM chr3 Body 0.84 (0.61; 1.15) 2.8E-01
cg08951403 PTPRN2 chr7 Body 1.21 (0.86; 1.71) 2.8E-01
cg08953938 RTN4 chr2 Body 0.83 (0.6; 1.16) 2.8E-01
cg15833565 ERI3 chr1 Body 0.79 (0.52; 1.21) 2.8E-01
cg04025761 CUX2 chr12 Body 0.84 (0.61; 1.15) 2.8E-01
cg11417319 PTPRN2 chr7 Body 1.23 (0.85; 1.77) 2.8E-01
cg09856200 CTNND2 chr5 Body 0.81 (0.56; 1.18) 2.8E-01
cg08463614 TENM2 chr5 Body 1.21 (0.86; 1.7) 2.8E-01
cg14970796 RNU5E-1 chr5 Body 0.84 (0.62; 1.15) 2.8E-01
cg02064158 RTN4RL1 chr17 TSS1500 1.23 (0.84; 1.79) 2.8E-01
cg25059070 PTPRN2 chr7 Body 1.2 (0.86; 1.68) 2.8E-01
cg13027142 NRXN1 chr2 Body 1.19 (0.87; 1.62) 2.8E-01
cg11825324 PTPRN2 chr7 Body 0.81 (0.55; 1.19) 2.8E-01
cg12933719 POU2F1 chr1 Body 1.25 (0.83; 1.88) 2.8E-01
cg12110036 SCAF8 chr6 Body 1.18 (0.87; 1.61) 2.8E-01
cg07956346 SGIP1 chr1 Body 0.83 (0.59; 1.16) 2.8E-01
cg01688293 CHFR chr12 Body 1.21 (0.86; 1.71) 2.8E-01
cg05467318 AKAP13 chr15 Body 0.8 (0.54; 1.19) 2.8E-01
cg26968962 FBXO31 chr16 Body 0.85 (0.63; 1.14) 2.8E-01
cg26968962 FBXO31 chr16 TSS1500 0.85 (0.63; 1.14) 2.8E-01
cg26365957 PTPRS chr19 5'UTR 1.2 (0.86; 1.67) 2.8E-01
cg22767408 FBXO36 chr2 Body 1.22 (0.85; 1.74) 2.8E-01
cg12895407 TENM2 chr5 Body 0.81 (0.55; 1.19) 2.8E-01
cg15086714 TENM2 chr5 Body 0.83 (0.59; 1.17) 2.8E-01
cg14750751 CUX2 chr12 Body 0.82 (0.58; 1.17) 2.8E-01
cg06819373 PTPRN2 chr7 Body 0.82 (0.58; 1.17) 2.8E-01
cg14859916 CNTNAP2 chr7 Body 0.86 (0.65; 1.14) 2.8E-01
cg21624337 CTNND2 chr5 Body 1.2 (0.86; 1.68) 2.8E-01
cg21265989 FBXO31 chr16 TSS1500 1.23 (0.84; 1.8) 2.8E-01
cg09956718 UNC80 chr2 Body 0.84 (0.61; 1.15) 2.8E-01
cg23211119 CACNA1C chr12 Body 1.27 (0.82; 1.96) 2.8E-01
cg04920279 GNA12 chr7 Body 1.22 (0.85; 1.75) 2.8E-01
cg15535798 CTDSPL2 chr15 Body 1.19 (0.87; 1.63) 2.8E-01
cg15535798 CTDSPL2 chr15 ExonBnd 1.19 (0.87; 1.63) 2.8E-01
cg05793240 GNA12 chr7 Body 1.18 (0.87; 1.61) 2.8E-01
cg14494018 PHACTR1 chr6 Body 0.82 (0.58; 1.17) 2.8E-01
cg01239704 PTPRN2 chr7 Body 0.84 (0.61; 1.15) 2.8E-01
cg09250693 PTPRN2 chr7 Body 1.2 (0.86; 1.68) 2.8E-01
cg16249010 PTPRN2 chr7 Body 1.19 (0.86; 1.65) 2.8E-01
cg01787084 FBXO31 chr16 Body 0.54 (0.18; 1.65) 2.8E-01
cg25481630 PTPRN2 chr7 Body 0.8 (0.53; 1.2) 2.8E-01
cg26636474 PTPRN2 chr7 Body 0.83 (0.58; 1.17) 2.8E-01
cg10322360 PEX14 chr1 Body 0.83 (0.59; 1.17) 2.8E-01
cg15470745 DMXL2 chr15 Body 0.81 (0.55; 1.19) 2.8E-01



cg05263760 PHACTR1 chr6 Body 0.83 (0.59; 1.17) 2.8E-01
cg04007350 PTPRN2 chr7 Body 0.79 (0.51; 1.22) 2.8E-01
cg00848945 CACNA1C chr12 3'UTR 1.21 (0.86; 1.69) 2.8E-01
cg12258607 PHACTR1 chr6 TSS1500 0.83 (0.59; 1.17) 2.8E-01
cg01780378 TNRC18 chr7 5'UTR 0.84 (0.62; 1.15) 2.8E-01
cg08576518 PTPRN2 chr7 Body 0.84 (0.62; 1.15) 2.8E-01
cg20126874 WWOX chr16 Body 1.22 (0.85; 1.75) 2.8E-01
cg00280858 PTPRN2 chr7 Body 0.82 (0.57; 1.18) 2.8E-01
cg15192120 PTPRN2 chr7 Body 0.82 (0.57; 1.18) 2.8E-01
cg02116416 PTPRN2 chr7 Body 0.84 (0.61; 1.15) 2.8E-01
cg15583193 PTPRN2 chr7 Body 1.21 (0.86; 1.7) 2.8E-01
cg16104006 RTN4RL1 chr17 Body 0.84 (0.61; 1.15) 2.8E-01
cg05050757 ATF7 chr12 5'UTR 0.83 (0.59; 1.16) 2.8E-01
cg26362368 PEX14 chr1 Body 1.36 (0.78; 2.37) 2.8E-01
cg09189772 CDH13 chr16 Body 0.74 (0.42; 1.29) 2.8E-01
cg11698252 AKAP13 chr15 Body 0.83 (0.59; 1.17) 2.8E-01
cg11698252 AKAP13 chr15 TSS1500 0.83 (0.59; 1.17) 2.8E-01
cg10658277 NOL4 chr18 5'UTR 1.21 (0.85; 1.73) 2.8E-01
cg10658277 NOL4 chr18 Body 1.21 (0.85; 1.73) 2.8E-01
cg05433557 PTPRN2 chr7 Body 1.24 (0.84; 1.84) 2.8E-01
cg02637698 PTPRN2 chr7 Body 1.19 (0.87; 1.63) 2.8E-01
cg05585630 PTPRN2 chr7 Body 1.17 (0.88; 1.56) 2.8E-01
cg00462004 RTN4 chr2 Body 1.31 (0.8; 2.14) 2.8E-01
cg25782293 PTPRN2 chr7 Body 1.29 (0.81; 2.08) 2.8E-01
cg04826336 PTPRN2 chr7 Body 0.83 (0.59; 1.17) 2.8E-01
cg18921123 SRSF10 chr1 TSS200 0.84 (0.61; 1.16) 2.8E-01
cg25049299 PTPRU chr1 Body 0.73 (0.4; 1.31) 2.8E-01
cg23730151 DDHD2 chr8 Body 0.84 (0.61; 1.16) 2.8E-01
cg17244098 TNFRSF1B chr1 TSS1500 1.19 (0.86; 1.65) 2.8E-01
cg04707706 NRXN1 chr2 Body 1.16 (0.88; 1.53) 2.8E-01
cg04707706 NRXN1 chr2 TSS1500 1.16 (0.88; 1.53) 2.8E-01
cg23510449 CDH13 chr16 Body 1.18 (0.87; 1.6) 2.8E-01
cg00423030 TNRC6C chr17 5'UTR 1.2 (0.86; 1.66) 2.8E-01
cg08530934 PTPRN2 chr7 Body 1.19 (0.87; 1.64) 2.9E-01
cg20040399 TNFRSF10D chr8 Body 1.26 (0.83; 1.92) 2.9E-01
cg01937840 CTNND2 chr5 Body 0.83 (0.59; 1.17) 2.9E-01
cg00355217 ZNF704 chr8 Body 0.82 (0.57; 1.18) 2.9E-01
cg22199651 PTPRN2 chr7 Body 0.82 (0.57; 1.18) 2.9E-01
cg06609051 NRXN1 chr2 Body 0.83 (0.59; 1.17) 2.9E-01
cg11173148 PTPRN2 chr7 Body 0.84 (0.62; 1.15) 2.9E-01
cg11018991 UBE2E2 chr3 Body 1.25 (0.83; 1.9) 2.9E-01
cg12073979 CACNA1C chr12 Body 1.21 (0.85; 1.71) 2.9E-01
cg02741158 CDH11 chr16 5'UTR 1.25 (0.83; 1.9) 2.9E-01
cg19458022 PTPRN2 chr7 Body 1.19 (0.87; 1.62) 2.9E-01
cg15684577 PTPRN2 chr7 3'UTR 1.19 (0.86; 1.64) 2.9E-01
cg26874693 CUX2 chr12 Body 0.77 (0.47; 1.25) 2.9E-01
cg26629022 SUGCT chr7 TSS200 0.83 (0.58; 1.17) 2.9E-01
cg23246296 FBXO38 chr5 Body 0.82 (0.56; 1.18) 2.9E-01
cg27112146 ACVR2A chr2 Body 0.81 (0.55; 1.19) 2.9E-01
cg25867268 TNRC6B chr22 5'UTR 1.2 (0.85; 1.7) 2.9E-01
cg02001606 SMARCD3 chr7 Body 0.86 (0.65; 1.14) 2.9E-01
cg06387496 GNA12 chr7 Body 0.83 (0.58; 1.17) 2.9E-01
cg11055991 PTPRN2 chr7 Body 0.85 (0.63; 1.15) 2.9E-01
cg16434681 TNRC18 chr7 Body 0.83 (0.59; 1.17) 2.9E-01
cg19080590 CDH13 chr16 Body 0.83 (0.58; 1.18) 2.9E-01
cg12508214 FBXO32 chr8 TSS200 0.82 (0.58; 1.18) 2.9E-01
cg07459363 CTNND2 chr5 Body 0.8 (0.53; 1.21) 2.9E-01
cg02245391 TENM2 chr5 Body 0.83 (0.59; 1.17) 2.9E-01
cg12307840 SUSD4 chr1 TSS1500 1.2 (0.86; 1.69) 2.9E-01
cg23904501 PTPRS chr19 5'UTR 1.23 (0.84; 1.78) 2.9E-01
cg04211238 TENM2 chr5 Body 0.8 (0.52; 1.21) 2.9E-01



cg25244800 MEIS2 chr15 Body 0.84 (0.6; 1.16) 2.9E-01
cg27598407 ATF7IP chr12 5'UTR 0.81 (0.55; 1.2) 2.9E-01
cg17716500 TNRC6B chr22 Body 1.99 (0.56; 7.12) 2.9E-01
cg13799287 WAC chr10 TSS200 1.21 (0.85; 1.74) 2.9E-01
cg13799287 WAC chr10 Body 1.21 (0.85; 1.74) 2.9E-01
cg25910261 PTPRN2 chr7 Body 1.24 (0.83; 1.83) 2.9E-01
cg10863702 CSMD2 chr1 Body 0.79 (0.5; 1.23) 2.9E-01
cg22865986 FBXO36 chr2 TSS1500 1.2 (0.85; 1.7) 2.9E-01
cg02377544 MEIS2 chr15 Body 1.19 (0.86; 1.66) 2.9E-01
cg14875171 NRXN1 chr2 Body 0.73 (0.4; 1.32) 2.9E-01
cg14875171 NRXN1 chr2 1stExon 0.73 (0.4; 1.32) 2.9E-01
cg14875171 NRXN1 chr2 5'UTR 0.73 (0.4; 1.32) 2.9E-01
cg06053528 MEX3A chr1 Body 1.18 (0.87; 1.61) 2.9E-01
cg06413426 CUX2 chr12 Body 1.21 (0.85; 1.73) 2.9E-01
cg08561514 WWOX chr16 Body 0.84 (0.61; 1.16) 2.9E-01
cg05680541 CTDSP2 chr12 Body 1.18 (0.86; 1.62) 2.9E-01
cg00185804 TNFRSF10B chr8 Body 0.82 (0.56; 1.19) 2.9E-01
cg22902266 BARX1 chr9 3'UTR 0.82 (0.57; 1.19) 2.9E-01
cg00371107 ARID1A chr1 1stExon 0.83 (0.58; 1.17) 2.9E-01
cg23480273 UBE2E2 chr3 Body 0.8 (0.52; 1.22) 2.9E-01
cg13197200 DNAI2 chr17 5'UTR 1.19 (0.86; 1.64) 2.9E-01
cg06826929 PTPRS chr19 Body 1.22 (0.84; 1.77) 2.9E-01
cg05330126 MTCL1 chr18 Body 0.76 (0.45; 1.27) 2.9E-01
cg13709612 BRUNOL4 chr18 Body 1.24 (0.83; 1.84) 2.9E-01
cg05059605 BARX2 chr11 TSS1500 0.82 (0.56; 1.19) 2.9E-01
cg20701850 GOLT1B chr12 Body 1.21 (0.85; 1.71) 2.9E-01
cg20701850 RECQL chr12 TSS1500 1.21 (0.85; 1.71) 2.9E-01
cg22677723 RTN4R chr22 3'UTR 0.84 (0.61; 1.16) 2.9E-01
cg05884711 ATP6V0C chr16 TSS1500 1.25 (0.82; 1.9) 2.9E-01
cg14619203 PHACTR1 chr6 Body 0.83 (0.58; 1.18) 2.9E-01
cg22791545 RTN4RL1 chr17 Body 1.29 (0.8; 2.05) 2.9E-01
cg03002689 RTN4R chr22 Body 1.41 (0.74; 2.68) 2.9E-01
cg04580068 UBE2E2 chr3 Body 1.17 (0.87; 1.58) 2.9E-01
cg10566855 PTPRN2 chr7 Body 1.18 (0.86; 1.62) 2.9E-01
cg11890278 NOL4 chr18 5'UTR 1.26 (0.82; 1.93) 2.9E-01
cg11890278 NOL4 chr18 Body 1.26 (0.82; 1.93) 2.9E-01
cg18876494 RAP1B chr12 TSS1500 1.19 (0.86; 1.65) 2.9E-01
cg18644049 RNU5E-1 chr5 Body 1.22 (0.84; 1.76) 2.9E-01
cg11301337 PTPRN2 chr7 Body 1.18 (0.86; 1.62) 2.9E-01
cg21186888 UNC80 chr2 Body 0.82 (0.57; 1.18) 2.9E-01
cg07501283 PTPRN2 chr7 Body 0.83 (0.59; 1.17) 2.9E-01
cg21102737 TSHZ3 chr19 Body 1.22 (0.84; 1.78) 2.9E-01
cg00628091 WWOX chr16 Body 0.84 (0.61; 1.16) 2.9E-01
cg12450779 ATF7IP2 chr16 TSS1500 1.17 (0.87; 1.57) 2.9E-01
cg08222607 ALCAM chr3 Body 0.71 (0.38; 1.34) 2.9E-01
cg13808083 BARX1 chr9 Body 1.22 (0.84; 1.78) 2.9E-01
cg13108609 ZBTB20 chr3 Body 1.22 (0.84; 1.76) 3.0E-01
cg13108609 ZBTB20 chr3 5'UTR 1.22 (0.84; 1.76) 3.0E-01
cg20705893 PTPRN2 chr7 Body 0.83 (0.59; 1.17) 3.0E-01
cg05601974 SMARCD3 chr7 Body 1.2 (0.86; 1.67) 3.0E-01
cg00577182 BARX2 chr11 TSS1500 0.84 (0.61; 1.16) 3.0E-01
cg06880494 CNTNAP2 chr7 Body 1.23 (0.84; 1.8) 3.0E-01
cg10985810 PTPRN2 chr7 Body 1.24 (0.83; 1.87) 3.0E-01
cg02259284 ALCAM chr3 TSS200 0.86 (0.64; 1.14) 3.0E-01
cg23453466 PTPRN2 chr7 Body 0.84 (0.61; 1.16) 3.0E-01
cg13368756 CTNND2 chr5 TSS200 0.84 (0.61; 1.17) 3.0E-01
cg11884933 GNA12 chr7 Body 1.56 (0.68; 3.57) 3.0E-01
cg21108811 CACNA1C chr12 Body 1.2 (0.85; 1.67) 3.0E-01
cg09458443 ATF7IP chr12 TSS1500 1.17 (0.87; 1.55) 3.0E-01
cg23921342 CSMD2 chr1 Body 0.81 (0.54; 1.2) 3.0E-01
cg18552839 ATF7 chr12 Body 0.84 (0.6; 1.17) 3.0E-01



cg04923875 TNR chr1 5'UTR 0.8 (0.53; 1.22) 3.0E-01
cg03990984 ERI3 chr1 1stExon 1.18 (0.87; 1.61) 3.0E-01
cg03990984 ERI3 chr1 5'UTR 1.18 (0.87; 1.61) 3.0E-01
cg01507577 CNTNAP2 chr7 Body 1.21 (0.85; 1.73) 3.0E-01
cg06109876 FBXO32 chr8 TSS1500 0.84 (0.61; 1.17) 3.0E-01
cg06109876 FBXO32 chr8 Body 0.84 (0.61; 1.17) 3.0E-01
cg26893445 AKAP13 chr15 5'UTR 1.19 (0.86; 1.64) 3.0E-01
cg16269266 WWOX chr16 Body 1.37 (0.76; 2.47) 3.0E-01
cg16289485 CUX2 chr12 Body 0.84 (0.61; 1.16) 3.0E-01
cg02296376 RTN4R chr22 Body 1.26 (0.82; 1.93) 3.0E-01
cg19547192 PTPRN2 chr7 Body 0.84 (0.59; 1.17) 3.0E-01
cg21815508 PTPRN2 chr7 Body 1.19 (0.86; 1.63) 3.0E-01
cg23070487 TNFRSF10B chr8 Body 0.82 (0.56; 1.19) 3.0E-01
cg22813585 TNRC6B chr22 Body 1.19 (0.86; 1.66) 3.0E-01
cg23740652 PTPRN2 chr7 Body 1.19 (0.86; 1.64) 3.0E-01
cg07618675 CREBBP chr16 Body 1.23 (0.83; 1.81) 3.0E-01
cg09081517 TNFRSF1B chr1 TSS1500 0.84 (0.6; 1.17) 3.0E-01
cg23808337 PTPRN2 chr7 Body 1.21 (0.85; 1.72) 3.0E-01
cg01656421 NOL4 chr18 5'UTR 0.81 (0.55; 1.2) 3.0E-01
cg01656421 NOL4 chr18 Body 0.81 (0.55; 1.2) 3.0E-01
cg01656421 NOL4 chr18 1stExon 0.81 (0.55; 1.2) 3.0E-01
cg04232325 SUSD4 chr1 5'UTR 0.85 (0.62; 1.16) 3.0E-01
cg07511284 CSMD2 chr1 ExonBnd 1.29 (0.8; 2.07) 3.0E-01
cg07511284 CSMD2 chr1 Body 1.29 (0.8; 2.07) 3.0E-01
cg02564299 ZBTB20 chr3 5'UTR 0.79 (0.51; 1.23) 3.0E-01
cg07992625 ATF7 chr12 TSS1500 0.82 (0.56; 1.2) 3.0E-01
cg19975403 CACNA1C chr12 Body 1.32 (0.78; 2.25) 3.0E-01
cg16915316 CTDSP2 chr12 Body 1.26 (0.82; 1.94) 3.0E-01
cg19159466 FBXO32 chr8 5'UTR 0.84 (0.6; 1.17) 3.0E-01
cg19159466 FBXO32 chr8 Body 0.84 (0.6; 1.17) 3.0E-01
cg20981107 PTPRU chr1 Body 1.22 (0.84; 1.79) 3.0E-01
cg01290963 PTPRN2 chr7 Body 0.85 (0.62; 1.16) 3.0E-01
cg17164499 FBXO36 chr2 Body 0.84 (0.6; 1.17) 3.0E-01
cg17316096 PTPRN2 chr7 Body 1.19 (0.86; 1.65) 3.0E-01
cg12229081 TNRC6A chr16 Body 1.16 (0.88; 1.53) 3.0E-01
cg14286665 FBXO11 chr2 TSS200 0.85 (0.63; 1.15) 3.0E-01
cg01840508 LOC101928417 chr16 Body 1.17 (0.87; 1.58) 3.0E-01
cg01840508 CDH13 chr16 5'UTR 1.17 (0.87; 1.58) 3.0E-01
cg01840508 CDH13 chr16 Body 1.17 (0.87; 1.58) 3.0E-01
cg27649253 PTPRS chr19 Body 0.82 (0.56; 1.19) 3.0E-01
cg03045425 NOL4 chr18 TSS200 1.22 (0.84; 1.79) 3.0E-01
cg03180552 PTPRN2 chr7 Body 0.85 (0.63; 1.15) 3.0E-01
cg13398482 BARX1 chr9 Body 1.22 (0.84; 1.77) 3.0E-01
cg20876466 PTPRN2 chr7 Body 1.19 (0.86; 1.64) 3.0E-01
cg09855155 TENM2 chr5 Body 1.26 (0.81; 1.96) 3.0E-01
cg25024676 TNFRSF19 chr13 5'UTR 1.2 (0.85; 1.7) 3.0E-01
cg25024676 TNFRSF19 chr13 TSS200 1.2 (0.85; 1.7) 3.0E-01
cg01948671 ARID1A chr1 Body 0.84 (0.61; 1.17) 3.0E-01
cg02226934 MTNR1A chr4 Body 0.84 (0.61; 1.16) 3.0E-01
cg09108073 CDH11 chr16 5'UTR 0.84 (0.61; 1.17) 3.0E-01
cg18712299 RNU5E-1 chr5 Body 0.76 (0.46; 1.28) 3.0E-01
cg23178546 PTPRN2 chr7 Body 1.19 (0.86; 1.64) 3.0E-01
cg06377417 NRXN1 chr2 Body 0.78 (0.49; 1.25) 3.0E-01
cg20194947 PTPRN2 chr7 Body 0.85 (0.62; 1.16) 3.0E-01
cg18748332 ATF7 chr12 1stExon 1.18 (0.86; 1.62) 3.0E-01
cg18748332 ATF7 chr12 5'UTR 1.18 (0.86; 1.62) 3.0E-01

ch.4.1080479F DCUN1D4 chr4 Body 1.2 (0.85; 1.71) 3.0E-01
cg23042011 NRXN1 chr2 5'UTR 1.18 (0.86; 1.62) 3.0E-01
cg24110408 MTCL1 chr18 Body 1.31 (0.79; 2.16) 3.0E-01
cg20583615 PTPRN2 chr7 Body 1.22 (0.84; 1.77) 3.0E-01

ch.1.1103899F CSMD2 chr1 Body 0.85 (0.63; 1.15) 3.0E-01



cg16507511 FBXO33 chr14 TSS1500 1.2 (0.85; 1.72) 3.0E-01
cg22749535 TNR chr1 5'UTR 0.84 (0.61; 1.17) 3.0E-01
cg01818215 TNFRSF11A chr18 Body 1.21 (0.84; 1.75) 3.0E-01
cg01877778 PTPRN2 chr7 Body 1.24 (0.82; 1.89) 3.0E-01
cg00461841 ATF7IP2 chr16 5'UTR 1.2 (0.85; 1.71) 3.0E-01
cg25065836 CACNA1C chr12 Body 0.85 (0.63; 1.15) 3.0E-01
cg26019549 TNFRSF11B chr8 Body 0.82 (0.57; 1.19) 3.0E-01
cg17562433 DNAI2 chr17 TSS1500 0.84 (0.61; 1.17) 3.0E-01
cg00908526 CTNND2 chr5 5'UTR 1.25 (0.82; 1.91) 3.0E-01
cg00908526 CTNND2 chr5 1stExon 1.25 (0.82; 1.91) 3.0E-01
cg24274272 DNAI2 chr17 Body 0.84 (0.6; 1.17) 3.0E-01
cg27186436 TNRC6A chr16 Body 0.83 (0.59; 1.18) 3.0E-01
cg25301776 WWOX chr16 Body 1.21 (0.84; 1.73) 3.0E-01
cg16347412 PTPRN2 chr7 Body 0.86 (0.65; 1.14) 3.0E-01
cg24481303 PTPRN2 chr7 Body 0.86 (0.64; 1.15) 3.0E-01
cg03151187 BRUNOL4 chr18 TSS1500 1.19 (0.86; 1.64) 3.0E-01
cg14053575 CNTNAP2 chr7 Body 1.25 (0.82; 1.92) 3.0E-01
cg08084502 CPEB1 chr15 Body 1.21 (0.84; 1.72) 3.0E-01
cg08084502 CPEB1 chr15 TSS200 1.21 (0.84; 1.72) 3.0E-01
cg02789991 CDH13 chr16 5'UTR 0.83 (0.59; 1.18) 3.0E-01
cg02789991 CDH13 chr16 Body 0.83 (0.59; 1.18) 3.0E-01
cg23186952 ZFP91 chr11 Body 1.17 (0.87; 1.59) 3.1E-01
cg00091633 FSTL1 chr3 TSS1500 1.24 (0.82; 1.88) 3.1E-01
cg14619832 TNRC6A chr16 Body 0.85 (0.63; 1.15) 3.1E-01
cg02725153 SUGCT chr7 Body 1.18 (0.86; 1.62) 3.1E-01
cg06167261 RTN4RL1 chr17 Body 1.32 (0.78; 2.22) 3.1E-01
cg23321841 CACNA1C chr12 5'UTR 0.85 (0.62; 1.16) 3.1E-01
cg23321841 CACNA1C chr12 TSS200 0.85 (0.62; 1.16) 3.1E-01
cg23321841 CACNA1C chr12 1stExon 0.85 (0.62; 1.16) 3.1E-01
cg16492510 PTPRN2 chr7 Body 1.16 (0.87; 1.55) 3.1E-01
cg11067956 CHCHD6 chr3 Body 1.2 (0.85; 1.69) 3.1E-01
cg24764310 PTPRN2 chr7 Body 1.2 (0.85; 1.68) 3.1E-01
cg10091135 CDH13 chr16 ExonBnd 1.17 (0.87; 1.58) 3.1E-01
cg10091135 CDH13 chr16 Body 1.17 (0.87; 1.58) 3.1E-01
cg04456624 RECQL5 chr17 1stExon 1.24 (0.82; 1.86) 3.1E-01
cg04456624 RECQL5 chr17 5'UTR 1.24 (0.82; 1.86) 3.1E-01
cg17638248 TNR chr1 5'UTR 0.85 (0.63; 1.16) 3.1E-01
cg13859468 CTNND2 chr5 Body 0.71 (0.37; 1.37) 3.1E-01
cg10134076 TNRC6A chr16 Body 0.85 (0.62; 1.16) 3.1E-01
cg06905516 TNFRSF10D chr8 TSS1500 1.21 (0.84; 1.73) 3.1E-01
cg11815662 DCUN1D4 chr4 Body 1.18 (0.86; 1.62) 3.1E-01
cg11815662 DCUN1D4 chr4 5'UTR 1.18 (0.86; 1.62) 3.1E-01
cg17708276 WWOX chr16 Body 0.69 (0.33; 1.41) 3.1E-01
cg18751657 PTPRN2 chr7 Body 1.23 (0.83; 1.83) 3.1E-01
cg14839351 BRUNOL4 chr18 TSS1500 0.8 (0.52; 1.23) 3.1E-01
cg07357157 PEX14 chr1 3'UTR 1.19 (0.85; 1.66) 3.1E-01
cg05673731 PTPRU chr1 Body 1.21 (0.84; 1.75) 3.1E-01
cg11409923 RTN4RL1 chr17 Body 1.21 (0.84; 1.73) 3.1E-01
cg20931755 PTPRN2 chr7 Body 0.84 (0.61; 1.17) 3.1E-01
cg01451345 PTPRN2 chr7 Body 0.83 (0.59; 1.18) 3.1E-01
cg08279598 WAC chr10 Body 1.17 (0.86; 1.6) 3.1E-01
cg22779920 CHCHD6 chr3 TSS200 1.19 (0.85; 1.65) 3.1E-01
cg10767008 PTPRN2 chr7 Body 0.86 (0.64; 1.15) 3.1E-01
cg01402914 CACNA1C chr12 Body 1.17 (0.86; 1.59) 3.1E-01
cg27112565 NRXN1 chr2 5'UTR 0.82 (0.57; 1.2) 3.1E-01
cg27112565 NRXN1 chr2 1stExon 0.82 (0.57; 1.2) 3.1E-01
cg14047507 EIF2S1 chr14 5'UTR 1.17 (0.86; 1.59) 3.1E-01
cg25109618 PTPRN2 chr7 Body 1.18 (0.85; 1.64) 3.1E-01
cg20482960 CNTNAP2 chr7 Body 1.17 (0.87; 1.57) 3.1E-01
cg26480662 PTPRN2 chr7 Body 0.84 (0.6; 1.17) 3.1E-01
cg07151628 CHCHD6 chr3 Body 0.84 (0.59; 1.18) 3.1E-01



cg22452170 PTPRN2 chr7 Body 0.85 (0.62; 1.17) 3.1E-01
cg04108625 CHCHD6 chr3 Body 1.18 (0.86; 1.63) 3.1E-01
cg20805920 PEX14 chr1 TSS1500 0.83 (0.58; 1.19) 3.1E-01
cg10635895 CACNA1C chr12 Body 1.23 (0.83; 1.83) 3.1E-01
cg20448617 PTPRN2 chr7 Body 1.16 (0.87; 1.55) 3.1E-01
cg13212407 ATP8A1 chr4 Body 0.78 (0.48; 1.26) 3.1E-01
cg08735141 PTPRN2 chr7 Body 0.85 (0.62; 1.17) 3.1E-01
cg12095896 CACNA1C chr12 Body 1.24 (0.82; 1.88) 3.1E-01
cg05530566 SCAF8 chr6 Body 1.25 (0.81; 1.92) 3.1E-01
cg00390450 CHCHD6 chr3 Body 1.2 (0.85; 1.69) 3.1E-01
cg13218485 PTPRN2 chr7 Body 0.84 (0.61; 1.17) 3.1E-01
cg04486617 BARX1 chr9 Body 0.84 (0.59; 1.18) 3.1E-01
cg16500501 CDH11 chr16 5'UTR 1.16 (0.87; 1.56) 3.1E-01
cg24527964 TNRC6A chr16 Body 0.85 (0.63; 1.16) 3.1E-01
cg19027571 CHFR chr12 Body 0.84 (0.61; 1.17) 3.1E-01
cg00422626 RECQL5 chr17 Body 1.23 (0.82; 1.84) 3.1E-01
cg05824594 CACNA1C chr12 Body 0.73 (0.39; 1.35) 3.1E-01
cg24842334 PTPRN2 chr7 Body 0.64 (0.27; 1.52) 3.1E-01
cg24628628 SGIP1 chr1 Body 0.62 (0.25; 1.56) 3.1E-01
cg26581964 WWOX chr16 Body 0.82 (0.55; 1.21) 3.1E-01
cg03680150 NDUFA9 chr12 TSS200 0.86 (0.65; 1.15) 3.1E-01
cg12397349 RECQL5 chr17 Body 1.18 (0.86; 1.61) 3.1E-01
cg12260811 WWOX chr16 Body 1.44 (0.71; 2.93) 3.1E-01
cg01878750 GNA12 chr7 Body 1.17 (0.86; 1.6) 3.1E-01
cg11376375 SUSD4 chr1 Body 1.19 (0.85; 1.65) 3.1E-01
cg00364339 CHCHD6 chr3 Body 1.2 (0.84; 1.72) 3.1E-01
cg27469563 GNA12 chr7 Body 1.19 (0.85; 1.66) 3.1E-01
cg16934595 RTN4 chr2 Body 1.35 (0.76; 2.39) 3.1E-01
cg17017617 PTPRN2 chr7 Body 0.83 (0.57; 1.2) 3.1E-01
cg13580286 TNFRSF10B chr8 Body 0.75 (0.42; 1.32) 3.1E-01
cg26708220 MEIS2 chr15 Body 1.2 (0.84; 1.71) 3.1E-01
cg11554724 CPEB1 chr15 Body 1.23 (0.83; 1.82) 3.1E-01
cg11554724 CPEB1 chr15 TSS1500 1.23 (0.83; 1.82) 3.1E-01
cg11554724 CPEB1 chr15 5'UTR 1.23 (0.83; 1.82) 3.1E-01
cg23271831 COL1A2 chr7 5'UTR 1.2 (0.84; 1.71) 3.1E-01
cg23271831 COL1A2 chr7 1stExon 1.2 (0.84; 1.71) 3.1E-01
cg00332659 WWOX chr16 TSS1500 0.77 (0.47; 1.28) 3.1E-01
cg08500967 TNRC6A chr16 TSS1500 0.85 (0.61; 1.17) 3.1E-01
cg00160667 PTPRU chr1 Body 0.85 (0.62; 1.17) 3.1E-01
cg23438064 FBXO32 chr8 Body 0.85 (0.62; 1.16) 3.1E-01
cg00460589 PHACTR1 chr6 Body 1.21 (0.84; 1.74) 3.1E-01
cg23975251 PEX14 chr1 Body 0.8 (0.52; 1.23) 3.1E-01
cg23759393 PTPRN2 chr7 Body 1.2 (0.84; 1.69) 3.1E-01
cg03512750 PTPRN2 chr7 Body 1.2 (0.84; 1.72) 3.1E-01
cg06466689 NRXN1 chr2 Body 0.86 (0.63; 1.16) 3.1E-01
cg07806732 ERI3 chr1 TSS1500 0.86 (0.65; 1.15) 3.1E-01
cg17698922 CCDC80 chr3 Body 1.34 (0.76; 2.36) 3.2E-01
cg12032821 RTN4R chr22 TSS1500 1.22 (0.83; 1.78) 3.2E-01
cg12518166 CPEB1 chr15 TSS200 1.22 (0.83; 1.78) 3.2E-01
cg12518166 CPEB1 chr15 TSS1500 1.22 (0.83; 1.78) 3.2E-01
cg01312837 CREBBP chr16 Body 0.8 (0.53; 1.23) 3.2E-01
cg10397545 CTDSPL2 chr15 TSS200 0.73 (0.4; 1.35) 3.2E-01
cg09003447 EIF2S1 chr14 Body 1.21 (0.83; 1.75) 3.2E-01
cg20884522 GNA12 chr7 Body 1.17 (0.86; 1.58) 3.2E-01
cg20884522 GNA12 chr7 TSS200 1.17 (0.86; 1.58) 3.2E-01
cg09830835 ELAVL4 chr1 TSS1500 1.21 (0.83; 1.76) 3.2E-01
cg09830835 ELAVL4 chr1 Body 1.21 (0.83; 1.76) 3.2E-01
cg01200493 CDH13 chr16 5'UTR 0.83 (0.58; 1.19) 3.2E-01
cg01200493 CDH13 chr16 Body 0.83 (0.58; 1.19) 3.2E-01
cg05246498 CPEB1 chr15 Body 0.85 (0.62; 1.17) 3.2E-01
cg05246498 CPEB1 chr15 5'UTR 0.85 (0.62; 1.17) 3.2E-01



cg15340709 PTPRN2 chr7 Body 0.84 (0.6; 1.18) 3.2E-01
cg01928675 CACNA1C chr12 Body 1.31 (0.77; 2.23) 3.2E-01
cg12302985 TNFRSF10B chr8 Body 0.84 (0.59; 1.18) 3.2E-01
cg20819424 ALCAM chr3 Body 1.31 (0.77; 2.2) 3.2E-01
cg03609787 CTDSPL2 chr15 TSS1500 0.85 (0.62; 1.17) 3.2E-01
cg08775082 ATP6V0C chr16 Body 0.86 (0.64; 1.15) 3.2E-01
cg24521688 CACNA1C chr12 Body 1.18 (0.85; 1.65) 3.2E-01
cg05428864 CCDC80 chr3 Body 0.74 (0.42; 1.33) 3.2E-01
cg26042546 ZBTB20 chr3 Body 0.79 (0.5; 1.25) 3.2E-01
cg26042546 ZBTB20 chr3 5'UTR 0.79 (0.5; 1.25) 3.2E-01
cg08546120 PTPRN2 chr7 Body 0.85 (0.61; 1.17) 3.2E-01
cg22367727 ZBTB20 chr3 5'UTR 0.85 (0.62; 1.17) 3.2E-01
cg22367727 ZBTB20 chr3 TSS200 0.85 (0.62; 1.17) 3.2E-01
cg07007834 CHFR chr12 Body 1.2 (0.84; 1.72) 3.2E-01
cg09605497 DMXL2 chr15 Body 0.82 (0.56; 1.21) 3.2E-01
cg06832862 NRXN1 chr2 Body 0.83 (0.58; 1.2) 3.2E-01
cg11404544 ELAVL4 chr1 TSS200 0.85 (0.62; 1.17) 3.2E-01
cg11404544 ELAVL4 chr1 Body 0.85 (0.62; 1.17) 3.2E-01
cg08445694 SMARCD3 chr7 5'UTR 1.2 (0.84; 1.74) 3.2E-01
cg09711814 PTPRN2 chr7 Body 0.85 (0.61; 1.17) 3.2E-01
cg14468481 PTPRN2 chr7 Body 1.21 (0.83; 1.77) 3.2E-01
cg23609219 TNFRSF11A chr18 Body 1.28 (0.78; 2.1) 3.2E-01
cg09373298 CHCHD6 chr3 Body 0.84 (0.59; 1.19) 3.2E-01
cg18691626 ELAVL4 chr1 TSS200 0.77 (0.45; 1.29) 3.2E-01
cg18691626 ELAVL4 chr1 Body 0.77 (0.45; 1.29) 3.2E-01
cg25942611 SGIP1 chr1 5'UTR 0.83 (0.58; 1.19) 3.2E-01
cg25942611 SGIP1 chr1 1stExon 0.83 (0.58; 1.19) 3.2E-01
cg25942611 SGIP1 chr1 ExonBnd 0.83 (0.58; 1.19) 3.2E-01
cg06069441 PTPRN2 chr7 Body 0.83 (0.59; 1.19) 3.2E-01
cg04141008 CREBBP chr16 Body 1.23 (0.82; 1.85) 3.2E-01
cg12526797 CDH13 chr16 Body 1.18 (0.85; 1.63) 3.2E-01
cg13484901 ATF7IP chr12 Body 0.85 (0.61; 1.18) 3.2E-01
cg21455160 NRXN1 chr2 Body 1.18 (0.85; 1.65) 3.2E-01
cg16508857 WWOX chr16 TSS1500 1.17 (0.86; 1.61) 3.2E-01
cg23700062 ORC4 chr2 Body 0.83 (0.58; 1.2) 3.2E-01
cg03556972 TNFRSF19 chr13 3'UTR 1.3 (0.77; 2.19) 3.2E-01
cg06152383 GNA12 chr7 TSS1500 0.85 (0.62; 1.17) 3.2E-01
cg01316816 RTN4 chr2 TSS200 1.15 (0.87; 1.52) 3.2E-01
cg01316816 RTN4 chr2 Body 1.15 (0.87; 1.52) 3.2E-01
cg19190293 ZBTB20 chr3 Body 0.85 (0.61; 1.17) 3.2E-01
cg19190293 ZBTB20 chr3 5'UTR 0.85 (0.61; 1.17) 3.2E-01
cg13527887 CHCHD6 chr3 Body 1.26 (0.8; 1.98) 3.2E-01
cg25941682 PDE8A chr15 Body 0.83 (0.58; 1.2) 3.2E-01
cg10161888 PTPRN2 chr7 Body 1.15 (0.87; 1.53) 3.2E-01
cg23249868 GNA12 chr7 Body 1.2 (0.84; 1.73) 3.2E-01
cg22589505 AKAP3 chr12 5'UTR 0.81 (0.53; 1.23) 3.2E-01
cg22589505 NDUFA9 chr12 TSS200 0.81 (0.53; 1.23) 3.2E-01
cg22589505 AKAP3 chr12 1stExon 0.81 (0.53; 1.23) 3.2E-01
cg17690002 SMARCD3 chr7 5'UTR 1.28 (0.79; 2.08) 3.2E-01
cg05797732 WAC chr10 3'UTR 1.28 (0.79; 2.06) 3.2E-01
cg05797732 WAC chr10 Body 1.28 (0.79; 2.06) 3.2E-01
cg12061285 PTPRS chr19 Body 1.19 (0.85; 1.67) 3.2E-01
cg17680773 ATF7IP2 chr16 TSS200 1.16 (0.87; 1.54) 3.2E-01
cg06378561 FSTL1 chr3 Body 0.85 (0.62; 1.17) 3.2E-01
cg02376163 FBXO38 chr5 TSS1500 0.85 (0.61; 1.17) 3.2E-01
cg10919624 PTPRN2 chr7 Body 1.15 (0.87; 1.53) 3.2E-01
cg02989376 MBD5 chr2 5'UTR 0.82 (0.56; 1.21) 3.2E-01
cg19698099 COL5A2 chr2 3'UTR 1.23 (0.82; 1.84) 3.2E-01
cg02557661 TNRC6B chr22 Body 1.17 (0.86; 1.6) 3.2E-01
cg23094620 RTN4RL1 chr17 Body 1.18 (0.85; 1.66) 3.2E-01
cg03047070 CACNA1C chr12 Body 1.19 (0.84; 1.69) 3.2E-01



cg20407496 AKAP13 chr15 Body 1.17 (0.86; 1.59) 3.2E-01
cg13293287 PTPRN2 chr7 Body 1.27 (0.79; 2.02) 3.2E-01
cg12687212 PHACTR1 chr6 Body 1.18 (0.85; 1.64) 3.2E-01
cg08219938 RTN4RL1 chr17 Body 1.23 (0.82; 1.83) 3.2E-01
cg12382670 CSMD2 chr1 Body 0.83 (0.57; 1.2) 3.2E-01
cg09742643 PTPRN2 chr7 Body 1.17 (0.86; 1.6) 3.2E-01
cg03647563 PHACTR1 chr6 Body 1.21 (0.83; 1.75) 3.2E-01
cg00740465 PTPRN2 chr7 Body 1.17 (0.86; 1.58) 3.2E-01
cg01301138 CDH13 chr16 1stExon 0.8 (0.52; 1.24) 3.2E-01
cg01301138 CDH13 chr16 5'UTR 0.8 (0.52; 1.24) 3.2E-01
cg27245416 ARID1A chr1 Body 0.86 (0.64; 1.16) 3.2E-01
cg00784759 DNAI2 chr17 TSS1500 1.2 (0.84; 1.73) 3.2E-01
cg09215560 TNR chr1 Body 1.29 (0.78; 2.14) 3.2E-01
cg09291982 ZBTB20 chr3 Body 0.86 (0.63; 1.16) 3.2E-01
cg02977575 MEX3A chr1 Body 1.22 (0.83; 1.79) 3.2E-01
cg24655135 BRUNOL4 chr18 Body 0.8 (0.52; 1.24) 3.2E-01
cg23371106 CNTNAP2 chr7 Body 1.2 (0.84; 1.71) 3.2E-01
cg06138257 CHFR chr12 3'UTR 1.16 (0.86; 1.57) 3.2E-01
cg11447650 CNTNAP2 chr7 Body 1.21 (0.83; 1.76) 3.2E-01
cg06715755 PTPRN2 chr7 Body 0.84 (0.59; 1.19) 3.2E-01
cg11283642 CHD6 chr20 Body 1.47 (0.69; 3.14) 3.2E-01
cg09334240 ATF7 chr12 Body 1.2 (0.84; 1.72) 3.2E-01
cg01782633 MTCL1 chr18 1stExon 1.31 (0.77; 2.25) 3.2E-01
cg01782633 MTCL1 chr18 5'UTR 1.31 (0.77; 2.25) 3.2E-01
cg14150023 TNRC6B chr22 3'UTR 0.79 (0.49; 1.27) 3.2E-01
cg09166345 ERI3 chr1 TSS200 0.85 (0.61; 1.18) 3.2E-01
cg11739924 TNRC6A chr16 Body 0.86 (0.64; 1.16) 3.2E-01
cg15302296 TNFRSF10C chr8 TSS200 1.25 (0.8; 1.94) 3.2E-01
cg02943303 TXNDC9 chr2 TSS200 0.86 (0.64; 1.16) 3.2E-01
cg21579828 ACVR2A chr2 TSS1500 1.2 (0.83; 1.74) 3.2E-01
cg15109851 FSTL1 chr3 5'UTR 0.86 (0.63; 1.17) 3.2E-01
cg15109851 FSTL1 chr3 1stExon 0.86 (0.63; 1.17) 3.2E-01
cg19459342 CACNA1C chr12 Body 0.66 (0.29; 1.5) 3.2E-01
cg08393822 UNC80 chr2 Body 0.85 (0.62; 1.17) 3.2E-01
cg23227881 WWOX chr16 Body 1.21 (0.83; 1.76) 3.3E-01
cg01795053 PTPRS chr19 Body 1.19 (0.84; 1.68) 3.3E-01
cg05358528 PTPRN2 chr7 Body 1.2 (0.83; 1.73) 3.3E-01
cg07509001 PTPRS chr19 Body 0.85 (0.62; 1.17) 3.3E-01
cg02381687 PHACTR1 chr6 Body 1.62 (0.62; 4.27) 3.3E-01
cg12931148 RTN4R chr22 Body 0.69 (0.34; 1.44) 3.3E-01
cg08924230 PTPRN2 chr7 Body 1.21 (0.83; 1.77) 3.3E-01
cg04188238 MTNR1A chr4 TSS1500 0.87 (0.65; 1.15) 3.3E-01
cg22027930 LOC101928700 chr7 TSS200 1.19 (0.84; 1.69) 3.3E-01
cg22027930 CNTNAP2 chr7 Body 1.19 (0.84; 1.69) 3.3E-01
cg26403347 CSMD2 chr1 Body 1.15 (0.87; 1.54) 3.3E-01
cg16126084 ZBTB20 chr3 Body 1.2 (0.83; 1.73) 3.3E-01
cg16126084 ZBTB20 chr3 1stExon 1.2 (0.83; 1.73) 3.3E-01
cg16126084 ZBTB20 chr3 5'UTR 1.2 (0.83; 1.73) 3.3E-01
cg04532849 ELAVL4 chr1 Body 0.85 (0.61; 1.18) 3.3E-01
cg06244990 TNFRSF10B chr8 Body 0.77 (0.46; 1.29) 3.3E-01
cg21307628 CCDC80 chr3 TSS1500 0.83 (0.58; 1.2) 3.3E-01
cg02468320 CACNA1C chr12 Body 0.8 (0.51; 1.25) 3.3E-01
cg19642026 ATP6V0C chr16 Body 0.83 (0.57; 1.2) 3.3E-01
cg19642026 ATP6V0C chr16 1stExon 0.83 (0.57; 1.2) 3.3E-01
cg07529930 PTPRN2 chr7 Body 1.16 (0.86; 1.57) 3.3E-01
cg25312880 PTPRS chr19 Body 0.84 (0.6; 1.19) 3.3E-01
cg26369558 TNR chr1 5'UTR 0.83 (0.57; 1.21) 3.3E-01
cg15751214 PHACTR1 chr6 Body 0.85 (0.61; 1.18) 3.3E-01
cg09847415 TNRC6B chr22 Body 1.2 (0.83; 1.74) 3.3E-01
cg06242102 PTPRN2 chr7 Body 1.18 (0.85; 1.65) 3.3E-01
cg16198225 CDH13 chr16 5'UTR 0.85 (0.61; 1.18) 3.3E-01



cg16198225 CDH13 chr16 Body 0.85 (0.61; 1.18) 3.3E-01
cg24826512 SUGCT chr7 Body 0.84 (0.6; 1.19) 3.3E-01
cg18846554 FBXO34 chr14 TSS200 0.85 (0.62; 1.17) 3.3E-01
cg18846554 FBXO34 chr14 5'UTR 0.85 (0.62; 1.17) 3.3E-01
cg10041241 NOL4 chr18 5'UTR 0.85 (0.61; 1.18) 3.3E-01
cg10041241 NOL4 chr18 Body 0.85 (0.61; 1.18) 3.3E-01
cg06171022 CUX2 chr12 Body 1.19 (0.84; 1.67) 3.3E-01
cg08798492 TNFRSF12A chr16 TSS200 0.85 (0.61; 1.18) 3.3E-01
cg03482339 DDHD2 chr8 TSS1500 0.85 (0.62; 1.18) 3.3E-01
cg03482339 DDHD2 chr8 TSS200 0.85 (0.62; 1.18) 3.3E-01
cg05952630 TNRC6B chr22 5'UTR 1.17 (0.85; 1.61) 3.3E-01
cg07184142 PTPRN2 chr7 Body 0.85 (0.61; 1.18) 3.3E-01
cg00532455 ACVR2A chr2 Body 0.84 (0.59; 1.2) 3.3E-01
cg11166463 RNU5E-1 chr5 Body 1.17 (0.86; 1.6) 3.3E-01
cg07529754 NRXN1 chr2 Body 1.22 (0.82; 1.81) 3.3E-01
cg07529754 NRXN1 chr2 TSS1500 1.22 (0.82; 1.81) 3.3E-01
cg11567001 SMARCD3 chr7 Body 0.86 (0.63; 1.17) 3.3E-01
cg03125463 PTPRN2 chr7 Body 0.85 (0.61; 1.18) 3.3E-01
cg00280111 NOL4L chr20 Body 0.58 (0.19; 1.74) 3.3E-01
cg00280111 NOL4L chr20 5'UTR 0.58 (0.19; 1.74) 3.3E-01
cg27190024 COL1A2 chr7 Body 0.84 (0.58; 1.2) 3.3E-01
cg06173857 GNA12 chr7 Body 0.84 (0.6; 1.19) 3.3E-01
cg14982665 CACNA1C chr12 Body 0.85 (0.61; 1.18) 3.3E-01
cg10994370 MTCL1 chr18 Body 0.87 (0.66; 1.15) 3.3E-01
cg11658190 RNU5E-1 chr5 Body 1.22 (0.82; 1.83) 3.3E-01
cg00004175 CACNA1C-AS4 chr12 TSS1500 0.85 (0.6; 1.19) 3.3E-01
cg00004175 CACNA1C chr12 Body 0.85 (0.6; 1.19) 3.3E-01
cg18804920 CNTNAP2 chr7 Body 0.81 (0.54; 1.23) 3.3E-01
cg04498153 PTPRN2 chr7 Body 1.19 (0.84; 1.68) 3.3E-01
cg16924704 SRSF10 chr1 TSS1500 0.85 (0.62; 1.18) 3.3E-01
cg23234828 FBXO34 chr14 Body 1.2 (0.83; 1.72) 3.3E-01
cg05530629 FBXO32 chr8 TSS1500 1.18 (0.85; 1.63) 3.3E-01
cg17360674 ATP6V0C chr16 3'UTR 0.87 (0.65; 1.15) 3.3E-01
cg08863654 PTPRN2 chr7 Body 0.84 (0.6; 1.19) 3.3E-01
cg07968535 TNR chr1 5'UTR 0.84 (0.59; 1.19) 3.3E-01
cg12046677 CACNA1C chr12 Body 0.76 (0.44; 1.32) 3.3E-01
cg26592247 MTCL1 chr18 Body 0.83 (0.56; 1.21) 3.3E-01
cg11551879 CUX2 chr12 Body 1.23 (0.81; 1.86) 3.3E-01
cg00335360 CACNA1C chr12 Body 0.73 (0.39; 1.37) 3.3E-01
cg05092387 MEIS2 chr15 Body 1.18 (0.84; 1.65) 3.3E-01
cg11529567 FBXO36 chr2 Body 1.18 (0.84; 1.65) 3.3E-01
cg07747924 WWOX chr16 Body 0.86 (0.63; 1.17) 3.3E-01
cg14145908 CACNA1C chr12 5'UTR 0.83 (0.58; 1.2) 3.3E-01
cg14145908 CACNA1C chr12 1stExon 0.83 (0.58; 1.2) 3.3E-01
cg26301690 ELAVL4 chr1 1stExon 0.7 (0.35; 1.43) 3.3E-01
cg26301690 ELAVL4 chr1 5'UTR 0.7 (0.35; 1.43) 3.3E-01
cg26301690 ELAVL4 chr1 Body 0.7 (0.35; 1.43) 3.3E-01
cg22839114 RAP1B chr12 5'UTR 1.21 (0.82; 1.79) 3.3E-01
cg04423621 CDH13 chr16 Body 1.18 (0.84; 1.65) 3.3E-01
cg11401957 CSMD2 chr1 Body 0.85 (0.6; 1.19) 3.3E-01
cg07909897 PTPRN2 chr7 Body 0.86 (0.62; 1.17) 3.3E-01
cg04127606 PTPRN2 chr7 Body 1.19 (0.83; 1.71) 3.3E-01
cg02684143 PTPRN2 chr7 Body 1.21 (0.83; 1.76) 3.3E-01
cg00973426 PTPRN2 chr7 TSS200 1.17 (0.85; 1.61) 3.3E-01
cg12711746 CREBBP chr16 Body 1.18 (0.84; 1.66) 3.3E-01
cg07112090 NRXN1 chr2 Body 0.85 (0.62; 1.18) 3.3E-01
cg27222147 CACNA1C chr12 Body 1.34 (0.74; 2.41) 3.3E-01
cg05569793 MEIS2 chr15 Body 1.18 (0.84; 1.65) 3.3E-01
cg02925240 PTPRN2 chr7 Body 0.85 (0.6; 1.19) 3.3E-01
cg26691179 WWOX chr16 Body 1.19 (0.84; 1.7) 3.3E-01
cg18099850 TNFRSF10D chr8 3'UTR 1.19 (0.84; 1.67) 3.3E-01



cg01895549 CACNA1C chr12 Body 0.61 (0.22; 1.66) 3.3E-01
cg07001857 FBXO34 chr14 5'UTR 0.84 (0.58; 1.2) 3.3E-01
cg06930902 FBXO11 chr2 Body 0.83 (0.57; 1.21) 3.3E-01
cg11103255 MTCL1 chr18 Body 1.17 (0.85; 1.59) 3.3E-01
cg18062778 PTPRS chr19 Body 1.2 (0.83; 1.75) 3.3E-01
cg11805946 PTPRN2 chr7 Body 0.85 (0.61; 1.18) 3.3E-01
cg24301028 CNTNAP2 chr7 Body 1.2 (0.83; 1.72) 3.3E-01
cg02250900 DMXL2 chr15 TSS1500 0.85 (0.61; 1.18) 3.3E-01
cg18532105 ZBTB20 chr3 Body 0.85 (0.61; 1.18) 3.3E-01
cg01445580 CSMD2 chr1 TSS1500 0.82 (0.54; 1.23) 3.3E-01
cg00423443 CDH13 chr16 TSS1500 0.84 (0.59; 1.2) 3.3E-01
cg02024077 CNTNAP2 chr7 TSS1500 1.15 (0.87; 1.53) 3.3E-01
cg24337193 ERI3 chr1 Body 1.2 (0.83; 1.76) 3.3E-01
cg11909640 PTPRN2 chr7 Body 0.81 (0.53; 1.24) 3.4E-01
cg24476529 CACNA1C-IT2 chr12 TSS200 0.8 (0.5; 1.27) 3.4E-01
cg19013611 PTPRN2 chr7 Body 1.17 (0.85; 1.61) 3.4E-01
cg13629270 CHD6 chr20 5'UTR 1.18 (0.84; 1.64) 3.4E-01
cg11478896 GNA12 chr7 Body 0.85 (0.6; 1.19) 3.4E-01
cg26061357 SMARCD3 chr7 Body 0.85 (0.61; 1.18) 3.4E-01
cg18004701 PTPRN2 chr7 Body 0.84 (0.6; 1.19) 3.4E-01
cg02314835 DMXL2 chr15 Body 1.16 (0.86; 1.57) 3.4E-01
cg02076254 MBD5 chr2 5'UTR 1.18 (0.84; 1.65) 3.4E-01
cg10971127 CTDSP2 chr12 Body 0.84 (0.6; 1.19) 3.4E-01
cg11374656 PTPRN2 chr7 Body 1.2 (0.82; 1.76) 3.4E-01
cg04351698 CSMD2 chr1 Body 1.19 (0.83; 1.7) 3.4E-01
cg00534540 PTPRN2 chr7 Body 1.2 (0.83; 1.75) 3.4E-01
cg20094343 BRUNOL4 chr18 Body 1.15 (0.87; 1.52) 3.4E-01
cg08710739 CUX2 chr12 TSS1500 1.15 (0.86; 1.55) 3.4E-01
cg08406486 CUX2 chr12 Body 0.78 (0.47; 1.29) 3.4E-01
cg17341361 TNRC18 chr7 Body 1.23 (0.81; 1.86) 3.4E-01
cg19802579 MTCL1 chr18 Body 0.79 (0.49; 1.28) 3.4E-01
cg14706575 RTN4 chr2 TSS1500 0.79 (0.5; 1.27) 3.4E-01
cg14706575 RTN4 chr2 1stExon 0.79 (0.5; 1.27) 3.4E-01
cg14706575 RTN4 chr2 5'UTR 0.79 (0.5; 1.27) 3.4E-01
cg10219352 TAOK3 chr12 Body 1.23 (0.8; 1.9) 3.4E-01
cg05229655 NOL4 chr18 Body 0.82 (0.54; 1.23) 3.4E-01
cg13403271 PTPRN2 chr7 Body 0.82 (0.54; 1.24) 3.4E-01
cg01329098 RTN4 chr2 Body 0.85 (0.61; 1.18) 3.4E-01
cg26085232 CACNA1C chr12 Body 0.8 (0.5; 1.27) 3.4E-01
cg26693584 WWOX chr16 Body 1.2 (0.82; 1.76) 3.4E-01
cg07415354 SUGCT chr7 Body 0.85 (0.61; 1.19) 3.4E-01
cg08049838 CTDSP2 chr12 1stExon 0.86 (0.63; 1.17) 3.4E-01
cg08049838 CTDSP2 chr12 5'UTR 0.86 (0.63; 1.17) 3.4E-01
cg17984508 CHFR chr12 Body 0.87 (0.65; 1.16) 3.4E-01
cg18311871 PTPRN2 chr7 Body 1.17 (0.85; 1.61) 3.4E-01
cg06679089 TNRC6B chr22 5'UTR 0.83 (0.57; 1.21) 3.4E-01
cg16386051 ATP8A1 chr4 Body 1.17 (0.84; 1.63) 3.4E-01
cg09700337 TAOK3 chr12 5'UTR 1.19 (0.83; 1.7) 3.4E-01
cg24500294 PTPRN2 chr7 Body 0.83 (0.56; 1.22) 3.4E-01
cg15316150 CTNND2 chr5 Body 0.84 (0.59; 1.2) 3.4E-01
cg15316150 CTNND2 chr5 5'UTR 0.84 (0.59; 1.2) 3.4E-01
cg12986253 MTCL1 chr18 Body 1.2 (0.83; 1.74) 3.4E-01
cg01644731 CTDSP2 chr12 Body 1.18 (0.84; 1.66) 3.4E-01
cg10135034 TAOK3 chr12 Body 1.17 (0.85; 1.6) 3.4E-01
cg27656074 PTPRN2 chr7 Body 1.16 (0.85; 1.58) 3.4E-01
cg21859000 RNU5E-1 chr5 Body 1.21 (0.82; 1.79) 3.4E-01
cg16733997 PTPRN2 chr7 Body 0.83 (0.56; 1.22) 3.4E-01
cg05471602 BARX2 chr11 Body 1.16 (0.86; 1.57) 3.4E-01
cg20116468 PTPRN2 chr7 Body 1.16 (0.85; 1.59) 3.4E-01
cg09400152 CPEB1 chr15 Body 0.85 (0.61; 1.19) 3.4E-01
cg09423231 NRXN1 chr2 Body 0.72 (0.37; 1.41) 3.4E-01



cg20808813 PTPRN2 chr7 Body 0.83 (0.57; 1.22) 3.4E-01
cg06798451 CHCHD6 chr3 Body 0.85 (0.62; 1.18) 3.4E-01
cg09896686 CTNND2 chr5 Body 0.86 (0.63; 1.17) 3.4E-01
cg09604062 SRSF10 chr1 Body 0.85 (0.61; 1.19) 3.4E-01
cg09604062 SRSF10 chr1 5'UTR 0.85 (0.61; 1.19) 3.4E-01
cg09604062 SRSF10 chr1 1stExon 0.85 (0.61; 1.19) 3.4E-01
cg00501467 PHACTR1 chr6 Body 0.85 (0.61; 1.18) 3.4E-01
cg10653131 TNFRSF19 chr13 5'UTR 1.22 (0.81; 1.86) 3.4E-01
cg17256791 PDE8A chr15 5'UTR 1.18 (0.84; 1.65) 3.4E-01
cg17256791 PDE8A chr15 Body 1.18 (0.84; 1.65) 3.4E-01
cg10418410 CACNA1C chr12 Body 1.3 (0.76; 2.22) 3.4E-01
cg11392780 PTPRN2 chr7 Body 0.85 (0.61; 1.19) 3.4E-01
cg17109865 CREBBP chr16 Body 1.41 (0.69; 2.88) 3.4E-01
cg15627078 TNFRSF19 chr13 5'UTR 1.17 (0.85; 1.61) 3.4E-01
cg15627078 TNFRSF19 chr13 TSS200 1.17 (0.85; 1.61) 3.4E-01
cg27407707 TNRC6A chr16 TSS200 0.85 (0.61; 1.19) 3.4E-01
cg17410174 CTNND2 chr5 Body 0.83 (0.57; 1.22) 3.4E-01
cg25029446 PTPRN2 chr7 Body 0.86 (0.64; 1.17) 3.4E-01
cg25106875 PTPRN2 chr7 Body 1.21 (0.82; 1.78) 3.4E-01
cg06747558 PHACTR1 chr6 Body 0.78 (0.46; 1.31) 3.4E-01
cg07745710 CACNA1C chr12 Body 1.2 (0.82; 1.76) 3.4E-01
cg03092783 PTPRN2 chr7 Body 0.86 (0.63; 1.18) 3.4E-01
cg02900436 DCUN1D4 chr4 Body 0.84 (0.58; 1.21) 3.4E-01
cg26516710 ATP6V0C chr16 3'UTR 1.17 (0.84; 1.64) 3.4E-01
cg13419681 CDH13 chr16 5'UTR 1.16 (0.85; 1.6) 3.4E-01
cg13419681 CDH13 chr16 Body 1.16 (0.85; 1.6) 3.4E-01
cg12551233 PTPRN2 chr7 Body 0.86 (0.62; 1.18) 3.4E-01
cg03278556 MBD5 chr2 5'UTR 1.25 (0.78; 2.01) 3.4E-01
cg23863608 PEX14 chr1 Body 1.19 (0.83; 1.71) 3.4E-01
cg08758916 TNRC6B chr22 TSS200 1.17 (0.85; 1.6) 3.4E-01
cg23998048 TENM2 chr5 Body 1.16 (0.86; 1.57) 3.4E-01
cg20855617 CNTNAP2 chr7 Body 1.21 (0.81; 1.81) 3.4E-01
cg12568086 CEP350 chr1 Body 0.83 (0.56; 1.22) 3.4E-01
cg09519954 CREBBP chr16 Body 0.83 (0.57; 1.22) 3.4E-01
cg11407942 PEX14 chr1 Body 1.16 (0.85; 1.57) 3.4E-01
cg08688548 CPEB1 chr15 TSS1500 1.23 (0.8; 1.88) 3.4E-01
cg01090433 CDH13 chr16 Body 1.16 (0.85; 1.59) 3.4E-01
cg15488513 PTPRN2 chr7 Body 0.86 (0.63; 1.17) 3.4E-01
cg18393040 MEIS2 chr15 5'UTR 1.19 (0.83; 1.73) 3.5E-01
cg18393040 MEIS2 chr15 TSS1500 1.19 (0.83; 1.73) 3.5E-01
cg01100465 PTPRN2 chr7 Body 0.86 (0.63; 1.18) 3.5E-01
cg25148306 TNRC18 chr7 Body 0.86 (0.62; 1.18) 3.5E-01
cg07466651 COL5A2 chr2 Body 1.18 (0.84; 1.67) 3.5E-01
cg02479278 CSMD2 chr1 Body 0.85 (0.61; 1.19) 3.5E-01
cg15577272 PTPRN2 chr7 Body 1.2 (0.82; 1.74) 3.5E-01
cg08444060 C11orf67 chr11 TSS1500 0.87 (0.64; 1.17) 3.5E-01
cg18571792 PTPRN2 chr7 Body 1.16 (0.85; 1.59) 3.5E-01
cg22379697 CHD6 chr20 Body 1.18 (0.84; 1.67) 3.5E-01
cg22681495 AKAP13 chr15 Body 0.86 (0.63; 1.18) 3.5E-01
cg15104618 RAP1B chr12 5'UTR 0.85 (0.6; 1.2) 3.5E-01
cg21603960 PTPRN2 chr7 Body 1.21 (0.82; 1.78) 3.5E-01
cg16534289 FSTL1 chr3 Body 0.85 (0.6; 1.2) 3.5E-01
cg17666825 DCUN1D4 chr4 Body 1.16 (0.85; 1.6) 3.5E-01
cg17666825 DCUN1D4 chr4 5'UTR 1.16 (0.85; 1.6) 3.5E-01
cg06071058 BARX1 chr9 Body 1.23 (0.8; 1.87) 3.5E-01
cg12824246 CTDSPL chr3 TSS1500 0.84 (0.59; 1.2) 3.5E-01
cg22168386 TNFRSF19 chr13 Body 1.25 (0.78; 2) 3.5E-01
cg20104707 TNR chr1 5'UTR 0.76 (0.44; 1.34) 3.5E-01
cg07769790 CPEB1 chr15 TSS1500 1.22 (0.81; 1.85) 3.5E-01
cg17445453 CHFR chr12 Body 1.19 (0.83; 1.7) 3.5E-01
cg19415587 PTPRU chr1 Body 1.28 (0.77; 2.12) 3.5E-01



cg24448870 CHCHD6 chr3 Body 1.18 (0.84; 1.66) 3.5E-01
cg08875357 RTN4RL1 chr17 3'UTR 0.85 (0.61; 1.19) 3.5E-01
cg08051625 CREBBP chr16 Body 0.86 (0.63; 1.18) 3.5E-01
cg27325293 PTPRU chr1 Body 0.83 (0.56; 1.23) 3.5E-01
cg01359748 PTPRN2 chr7 Body 0.87 (0.64; 1.17) 3.5E-01
cg02223801 PTPRN2 chr7 Body 1.24 (0.79; 1.95) 3.5E-01
cg18670236 CHCHD6 chr3 Body 0.85 (0.6; 1.2) 3.5E-01
cg03184350 CNTNAP2 chr7 Body 1.2 (0.82; 1.77) 3.5E-01
cg04446724 PTPRN2 chr7 Body 1.15 (0.86; 1.55) 3.5E-01
cg01351037 PDE8A chr15 5'UTR 1.17 (0.84; 1.65) 3.5E-01
cg01351037 PDE8A chr15 1stExon 1.17 (0.84; 1.65) 3.5E-01
cg12652063 DACH1 chr13 TSS200 0.85 (0.61; 1.19) 3.5E-01
cg26688665 SCAF8 chr6 Body 0.8 (0.5; 1.27) 3.5E-01
cg16732884 ATP6V0C chr16 Body 1.2 (0.82; 1.75) 3.5E-01
cg24835473 CHCHD6 chr3 Body 1.19 (0.83; 1.69) 3.5E-01
cg06568361 RTN4 chr2 Body 0.85 (0.6; 1.2) 3.5E-01
cg03008692 PTPRN2 chr7 Body 0.86 (0.64; 1.17) 3.5E-01
cg09328286 PTPRN2 chr7 Body 0.84 (0.57; 1.22) 3.5E-01
cg10728746 DDHD2 chr8 Body 1.17 (0.84; 1.62) 3.5E-01
cg10723629 TXNDC9 chr2 TSS1500 0.86 (0.63; 1.18) 3.5E-01
cg18633471 PTPRN2 chr7 Body 1.2 (0.82; 1.78) 3.5E-01
cg19383244 RNU5E-1 chr5 Body 1.2 (0.81; 1.78) 3.5E-01
cg05244331 CACNA1C-IT2 chr12 TSS1500 1.28 (0.76; 2.16) 3.5E-01
cg11100028 RTN4 chr2 Body 1.23 (0.8; 1.9) 3.5E-01
cg11100028 RTN4 chr2 5'UTR 1.23 (0.8; 1.9) 3.5E-01
cg14853194 TDRP chr8 TSS1500 0.83 (0.55; 1.23) 3.5E-01
cg14853194 TDRP chr8 TSS200 0.83 (0.55; 1.23) 3.5E-01
cg13430960 CTDSPL chr3 Body 1.19 (0.82; 1.72) 3.5E-01
cg12126781 TNFRSF1B chr1 Body 1.24 (0.79; 1.97) 3.5E-01
cg19686983 PHACTR1 chr6 Body 1.3 (0.75; 2.24) 3.5E-01
cg21526438 FBXO32 chr8 Body 1.18 (0.84; 1.65) 3.5E-01
cg25644224 PTPRN2 chr7 Body 1.2 (0.82; 1.76) 3.5E-01
cg11645735 TAOK3 chr12 TSS200 1.17 (0.84; 1.64) 3.5E-01
cg17898375 TNRC18 chr7 Body 0.84 (0.58; 1.21) 3.5E-01
cg11775579 NRXN1 chr2 Body 0.87 (0.64; 1.17) 3.5E-01
cg21126583 CNTNAP2 chr7 TSS200 0.81 (0.51; 1.27) 3.5E-01
cg21862363 AKAP13 chr15 Body 0.84 (0.59; 1.21) 3.5E-01
cg21862363 AKAP13 chr15 TSS200 0.84 (0.59; 1.21) 3.5E-01
cg05937546 ATF7IP2 chr16 5'UTR 0.84 (0.58; 1.21) 3.5E-01
cg05937546 ATF7IP2 chr16 Body 0.84 (0.58; 1.21) 3.5E-01
cg17204932 UBE2E2 chr3 Body 0.76 (0.43; 1.35) 3.5E-01
cg08673532 FBXO31 chr16 Body 1.17 (0.84; 1.65) 3.5E-01
cg16124834 TNRC6A chr16 Body 0.82 (0.55; 1.24) 3.5E-01
cg02789218 ZBTB20 chr3 Body 1.22 (0.8; 1.88) 3.5E-01
cg02789218 ZBTB20 chr3 5'UTR 1.22 (0.8; 1.88) 3.5E-01
cg02789218 ZBTB20 chr3 TSS200 1.22 (0.8; 1.88) 3.5E-01
cg21294655 ARID1A chr1 TSS1500 0.84 (0.58; 1.22) 3.5E-01
cg09586034 TNR chr1 Body 0.86 (0.62; 1.19) 3.5E-01
cg07930746 CACNA1C chr12 Body 1.18 (0.83; 1.68) 3.5E-01
cg07874329 SMARCD3 chr7 Body 0.84 (0.58; 1.22) 3.5E-01
cg00706191 CDH11 chr16 Body 0.81 (0.52; 1.26) 3.5E-01
cg20697251 PTPRS chr19 5'UTR 0.82 (0.55; 1.24) 3.5E-01
cg07675811 TNRC18 chr7 Body 0.87 (0.64; 1.17) 3.5E-01
cg04029645 CDH13 chr16 Body 0.85 (0.6; 1.2) 3.5E-01
cg13169515 TNFRSF10C chr8 TSS1500 1.23 (0.8; 1.89) 3.5E-01
cg08102838 PTPRN2 chr7 Body 1.16 (0.85; 1.59) 3.5E-01
cg03339618 WWOX chr16 Body 0.86 (0.63; 1.18) 3.5E-01
cg22575717 NOL4L chr20 Body 1.64 (0.57; 4.7) 3.5E-01
cg15975890 CTNND2 chr5 Body 0.87 (0.64; 1.18) 3.5E-01
cg00029031 TNR chr1 5'UTR 0.8 (0.5; 1.28) 3.5E-01
cg13858310 ATP8A1 chr4 Body 0.84 (0.57; 1.22) 3.5E-01



cg10478867 SMARCD3 chr7 Body 0.84 (0.58; 1.21) 3.5E-01
cg09112723 SGIP1 chr1 Body 0.83 (0.55; 1.24) 3.5E-01
cg21340024 SUGCT chr7 Body 0.82 (0.53; 1.26) 3.5E-01
cg00164538 CUX2 chr12 Body 1.21 (0.8; 1.84) 3.5E-01
cg24275501 CACNA1C chr12 Body 0.86 (0.61; 1.19) 3.6E-01
cg02472401 RTN4RL1 chr17 Body 1.19 (0.82; 1.74) 3.6E-01
cg02279913 MTCL1 chr18 3'UTR 1.23 (0.8; 1.89) 3.6E-01
cg18881200 CHCHD6 chr3 Body 1.15 (0.85; 1.57) 3.6E-01
cg03664994 RTN4 chr2 Body 0.67 (0.29; 1.56) 3.6E-01
cg12393795 CACNA1C chr12 Body 0.82 (0.54; 1.25) 3.6E-01
cg26402356 WWOX chr16 Body 0.82 (0.55; 1.24) 3.6E-01
cg16701767 ARID1A chr1 Body 1.15 (0.85; 1.57) 3.6E-01
cg20899146 RTN4RL1 chr17 Body 1.17 (0.84; 1.62) 3.6E-01
cg26353611 DNAI2 chr17 Body 0.85 (0.6; 1.2) 3.6E-01
cg16866892 CACNA1C chr12 Body 1.22 (0.8; 1.86) 3.6E-01
cg13915179 PTPRN2 chr7 Body 1.16 (0.84; 1.6) 3.6E-01
cg11815914 TNFRSF11A chr18 TSS200 0.85 (0.61; 1.2) 3.6E-01
cg16727193 CHCHD6 chr3 Body 1.42 (0.68; 2.97) 3.6E-01
cg09845489 PTPRN2 chr7 Body 1.17 (0.84; 1.63) 3.6E-01
cg18522131 CDH13 chr16 5'UTR 1.16 (0.84; 1.61) 3.6E-01
cg18522131 CDH13 chr16 Body 1.16 (0.84; 1.61) 3.6E-01
cg25934673 PTPRN2 chr7 Body 1.18 (0.83; 1.67) 3.6E-01
cg03200105 TNFRSF11B chr8 TSS200 0.86 (0.62; 1.19) 3.6E-01
cg13371705 CACNA1C chr12 Body 1.38 (0.7; 2.72) 3.6E-01
cg02785870 TNRC6A chr16 Body 0.86 (0.63; 1.18) 3.6E-01
cg05890693 TNRC6C chr17 Body 0.85 (0.6; 1.2) 3.6E-01
cg05280478 RECQL5 chr17 Body 0.84 (0.59; 1.21) 3.6E-01
cg22786826 ATP6V0C chr16 Body 1.16 (0.84; 1.61) 3.6E-01
cg23074601 PTPRN2 chr7 Body 1.17 (0.84; 1.63) 3.6E-01
cg08106706 ELAVL4 chr1 TSS200 1.19 (0.83; 1.7) 3.6E-01
cg08106706 ELAVL4 chr1 Body 1.19 (0.83; 1.7) 3.6E-01
cg26472973 PTPRN2 chr7 Body 1.17 (0.83; 1.65) 3.6E-01
cg00164641 WWOX chr16 Body 1.16 (0.85; 1.57) 3.6E-01
cg03229959 DDHD2 chr8 5'UTR 1.15 (0.85; 1.57) 3.6E-01
cg03229959 DDHD2 chr8 1stExon 1.15 (0.85; 1.57) 3.6E-01
cg09351848 NRXN1 chr2 Body 1.2 (0.81; 1.77) 3.6E-01
cg05833106 CTNND2 chr5 Body 0.85 (0.6; 1.2) 3.6E-01
cg05833106 CTNND2 chr5 5'UTR 0.85 (0.6; 1.2) 3.6E-01
cg15098557 CACNA1C chr12 Body 1.22 (0.8; 1.88) 3.6E-01
cg08579902 PTPRS chr19 Body 1.17 (0.84; 1.63) 3.6E-01
cg12975061 WWOX chr16 Body 0.85 (0.59; 1.21) 3.6E-01
cg23914278 SGIP1 chr1 Body 0.86 (0.62; 1.19) 3.6E-01
cg02721935 RNU5E-1 chr5 Body 0.85 (0.61; 1.2) 3.6E-01
cg04550543 CACNA1C chr12 Body 1.2 (0.81; 1.79) 3.6E-01
cg05579077 NRXN1 chr2 5'UTR 1.27 (0.77; 2.09) 3.6E-01
cg05579077 NRXN1 chr2 1stExon 1.27 (0.77; 2.09) 3.6E-01
cg05579077 NRXN1 chr2 Body 1.27 (0.77; 2.09) 3.6E-01
cg07754747 CDH13 chr16 Body 1.17 (0.84; 1.62) 3.6E-01
cg14661464 TXNDC9 chr2 TSS1500 1.18 (0.83; 1.67) 3.6E-01
cg17945626 FBXO32 chr8 TSS1500 0.84 (0.58; 1.22) 3.6E-01
cg15469966 CHFR chr12 3'UTR 0.85 (0.61; 1.2) 3.6E-01
cg04992665 FBXO32 chr8 Body 0.85 (0.59; 1.21) 3.6E-01
cg15061825 PTPRN2 chr7 Body 0.87 (0.65; 1.17) 3.6E-01
cg27392792 PTPRN2 chr7 TSS1500 0.83 (0.56; 1.24) 3.6E-01
cg12795560 TNFRSF11A chr18 Body 0.73 (0.37; 1.44) 3.6E-01
cg24647031 PTPRN2 chr7 Body 0.83 (0.56; 1.23) 3.6E-01
cg08431749 PTPRN2 chr7 Body 0.87 (0.65; 1.17) 3.6E-01
cg01803486 PTPRN2 chr7 Body 0.87 (0.64; 1.17) 3.6E-01
cg27639268 CUX2 chr12 Body 1.16 (0.84; 1.62) 3.6E-01
cg03895695 MEIS2 chr15 Body 0.86 (0.61; 1.2) 3.6E-01
cg08904151 PTPRN2 chr7 Body 1.24 (0.78; 1.96) 3.6E-01



cg14909060 ERI3 chr1 Body 0.86 (0.61; 1.2) 3.6E-01
cg04829746 ZFP91 chr11 TSS200 1.15 (0.85; 1.54) 3.6E-01
cg12033124 TAOK3 chr12 5'UTR 1.28 (0.75; 2.16) 3.6E-01
cg00596819 PTPRN2 chr7 Body 0.85 (0.59; 1.21) 3.6E-01
cg26922019 ZBTB20 chr3 TSS1500 1.16 (0.84; 1.61) 3.6E-01
cg26922019 ZBTB20 chr3 5'UTR 1.16 (0.84; 1.61) 3.6E-01
cg09955450 CTNND2 chr5 Body 0.85 (0.61; 1.2) 3.6E-01
cg09955450 CTNND2 chr5 TSS200 0.85 (0.61; 1.2) 3.6E-01
cg09955450 CTNND2 chr5 5'UTR 0.85 (0.61; 1.2) 3.6E-01
cg09539543 PTPRN2 chr7 Body 1.17 (0.83; 1.66) 3.6E-01
cg05509128 ZNF704 chr8 Body 1.19 (0.82; 1.71) 3.6E-01
cg04607379 PEX14 chr1 Body 0.83 (0.56; 1.23) 3.6E-01
cg16654432 ALCAM chr3 Body 0.86 (0.62; 1.19) 3.6E-01
cg10231192 TAOK3 chr12 5'UTR 1.27 (0.76; 2.12) 3.6E-01
cg21640060 TNR chr1 5'UTR 0.86 (0.62; 1.19) 3.6E-01
cg11754652 PHACTR1 chr6 Body 1.16 (0.84; 1.6) 3.6E-01
cg19509988 PTPRN2 chr7 Body 0.85 (0.6; 1.2) 3.6E-01
cg21767434 FBXO31 chr16 5'UTR 1.16 (0.85; 1.58) 3.6E-01
cg06912413 PTPRN2 chr7 Body 0.86 (0.63; 1.18) 3.6E-01
cg14644166 ALCAM chr3 TSS200 0.87 (0.64; 1.18) 3.6E-01
cg18409858 PEX14 chr1 Body 1.21 (0.8; 1.83) 3.6E-01
cg03846111 ATF7IP chr12 5'UTR 0.85 (0.59; 1.21) 3.6E-01
cg26229648 CNTF chr11 Body 0.87 (0.65; 1.17) 3.6E-01
cg20031197 ERI3 chr1 Body 1.24 (0.78; 1.99) 3.6E-01
cg27548450 FBXO31 chr16 Body 1.18 (0.83; 1.67) 3.6E-01
cg08114011 CUX2 chr12 Body 1.25 (0.77; 2.03) 3.6E-01
cg00039016 FBXO31 chr16 Body 0.83 (0.56; 1.23) 3.6E-01
cg16569373 CREBBP chr16 Body 1.27 (0.76; 2.14) 3.6E-01
cg20806436 UBE2E2 chr3 Body 0.8 (0.5; 1.29) 3.6E-01
cg23791941 AKAP13 chr15 Body 0.85 (0.61; 1.2) 3.6E-01
cg01439112 CTDSPL chr3 Body 1.36 (0.7; 2.63) 3.6E-01
cg20560185 FBXO11 chr2 3'UTR 0.84 (0.58; 1.22) 3.6E-01
cg20560185 FBXO11 chr2 Body 0.84 (0.58; 1.22) 3.6E-01
cg04277128 RNU5E-1 chr5 Body 0.78 (0.46; 1.33) 3.6E-01
cg01794596 AKAP3 chr12 5'UTR 0.84 (0.58; 1.22) 3.6E-01
cg11967765 GNA12 chr7 Body 0.7 (0.32; 1.52) 3.6E-01
cg22677556 TNFRSF1B chr1 Body 1.22 (0.8; 1.86) 3.6E-01
cg04348816 TNRC18 chr7 5'UTR 1.16 (0.84; 1.6) 3.6E-01
cg24309040 CUX2 chr12 Body 0.85 (0.6; 1.21) 3.7E-01
cg24013909 PTPRU chr1 Body 0.85 (0.61; 1.2) 3.7E-01
cg18735405 TENM2 chr5 Body 1.24 (0.78; 1.99) 3.7E-01
cg09981964 CNTNAP2 chr7 Body 0.83 (0.55; 1.25) 3.7E-01
cg04336433 CREBBP chr16 Body 0.84 (0.57; 1.23) 3.7E-01
cg00113321 PTPRN2 chr7 Body 0.87 (0.65; 1.17) 3.7E-01
cg13106484 PTPRN2 chr7 Body 0.86 (0.61; 1.2) 3.7E-01
cg08430068 FBXO34 chr14 1stExon 0.85 (0.6; 1.21) 3.7E-01
cg08430068 FBXO34 chr14 TSS1500 0.85 (0.6; 1.21) 3.7E-01
cg08430068 FBXO34 chr14 5'UTR 0.85 (0.6; 1.21) 3.7E-01
cg09505513 TNRC18 chr7 Body 0.84 (0.58; 1.22) 3.7E-01
cg20459744 FBXO33 chr14 Body 0.85 (0.61; 1.2) 3.7E-01
cg26170014 PTPRN2 chr7 Body 1.14 (0.85; 1.53) 3.7E-01
cg24527252 AKAP13 chr15 5'UTR 0.87 (0.63; 1.18) 3.7E-01
cg00788521 CACNA1C chr12 Body 0.86 (0.62; 1.2) 3.7E-01
cg18106550 DDHD2 chr8 ExonBnd 1.19 (0.82; 1.73) 3.7E-01
cg18106550 DDHD2 chr8 Body 1.19 (0.82; 1.73) 3.7E-01
cg23051664 TNFRSF10D chr8 Body 0.87 (0.64; 1.18) 3.7E-01
cg06288684 BARX1 chr9 TSS1500 0.87 (0.64; 1.18) 3.7E-01
cg27201297 CTDSPL chr3 TSS1500 1.17 (0.83; 1.66) 3.7E-01
cg17816173 PTPRN2 chr7 Body 0.86 (0.62; 1.19) 3.7E-01
cg14698665 CTNND2 chr5 Body 0.84 (0.58; 1.22) 3.7E-01
cg19046175 TENM2 chr5 Body 0.7 (0.33; 1.51) 3.7E-01



cg27125091 PTPRN2 chr7 Body 1.16 (0.84; 1.6) 3.7E-01
cg24689264 CPEB1 chr15 Body 0.84 (0.59; 1.22) 3.7E-01
cg05708255 SUSD4 chr1 Body 1.16 (0.84; 1.61) 3.7E-01
cg01078871 FBXO33 chr14 5'UTR 0.82 (0.53; 1.27) 3.7E-01
cg01078871 FBXO33 chr14 1stExon 0.82 (0.53; 1.27) 3.7E-01
cg00470794 CHFR chr12 TSS1500 0.87 (0.64; 1.18) 3.7E-01
cg15337646 CHFR chr12 TSS1500 0.85 (0.59; 1.21) 3.7E-01
cg13447454 POU2F1 chr1 5'UTR 1.17 (0.83; 1.63) 3.7E-01
cg17470549 CDH13 chr16 5'UTR 0.86 (0.62; 1.19) 3.7E-01
cg17470549 CDH13 chr16 Body 0.86 (0.62; 1.19) 3.7E-01
cg01699430 CUX2 chr12 Body 0.87 (0.64; 1.18) 3.7E-01
cg04536893 CDH11 chr16 5'UTR 0.81 (0.5; 1.29) 3.7E-01
cg07473853 FBXO32 chr8 Body 1.31 (0.73; 2.38) 3.7E-01
cg05064223 PTPRN2 chr7 Body 1.16 (0.84; 1.58) 3.7E-01
cg14660076 TNFRSF1A chr12 Body 0.87 (0.64; 1.18) 3.7E-01
cg01579531 WAC chr10 Body 0.81 (0.52; 1.28) 3.7E-01
cg17525385 TENM2 chr5 Body 1.19 (0.82; 1.73) 3.7E-01
cg07766942 UBE2E2 chr3 Body 1.15 (0.85; 1.57) 3.7E-01
cg13534715 CACNA1C chr12 Body 1.17 (0.83; 1.63) 3.7E-01
cg09194449 PTPRN2 chr7 Body 1.15 (0.85; 1.57) 3.7E-01
cg20012879 CDH13 chr16 5'UTR 0.85 (0.6; 1.21) 3.7E-01
cg20012879 CDH13 chr16 Body 0.85 (0.6; 1.21) 3.7E-01
cg00513313 PTPRN2 chr7 Body 1.14 (0.85; 1.53) 3.7E-01
cg27606822 CTDSP2 chr12 Body 1.12 (0.87; 1.43) 3.7E-01
cg10816863 EIF2S1 chr14 3'UTR 0.87 (0.63; 1.18) 3.7E-01
cg16080125 GNA12 chr7 Body 0.75 (0.4; 1.4) 3.7E-01
cg15160746 CACNA1C chr12 Body 1.14 (0.86; 1.52) 3.7E-01
cg10854029 TNFRSF10B chr8 Body 0.88 (0.65; 1.17) 3.7E-01
cg10854029 TNFRSF10B chr8 5'UTR 0.88 (0.65; 1.17) 3.7E-01
cg10854029 TNFRSF10B chr8 1stExon 0.88 (0.65; 1.17) 3.7E-01
cg08557686 RTN4R chr22 TSS1500 0.85 (0.6; 1.21) 3.7E-01
cg19637634 MEIS2 chr15 Body 0.84 (0.57; 1.23) 3.7E-01
cg00699321 PTPRN2 chr7 Body 0.87 (0.64; 1.18) 3.7E-01
cg19880462 SLC16A9 chr10 5'UTR 0.87 (0.64; 1.18) 3.7E-01
cg08605038 ARID1A chr1 Body 1.2 (0.8; 1.81) 3.7E-01
cg04316213 RTN4RL1 chr17 Body 0.87 (0.65; 1.18) 3.7E-01
cg20264322 TAOK3 chr12 5'UTR 1.19 (0.82; 1.73) 3.7E-01
cg07031083 FBXO31 chr16 Body 1.16 (0.83; 1.63) 3.7E-01
cg17042000 PTPRN2 chr7 Body 1.15 (0.85; 1.54) 3.7E-01
cg05347872 PTPRN2 chr7 Body 0.85 (0.59; 1.22) 3.7E-01
cg10331779 CTNND2 chr5 TSS1500 0.81 (0.51; 1.28) 3.7E-01
cg18196333 PTPRN2 chr7 Body 1.16 (0.84; 1.58) 3.7E-01
cg13826570 POU2F1 chr1 Body 0.84 (0.57; 1.23) 3.7E-01
cg01272816 PTPRN2 chr7 Body 1.15 (0.85; 1.55) 3.7E-01
cg12295431 UBE2E2 chr3 Body 1.22 (0.78; 1.91) 3.7E-01
cg22321985 CREBBP chr16 3'UTR 0.86 (0.63; 1.19) 3.7E-01
cg15842276 MTNR1B chr11 TSS200 1.19 (0.81; 1.76) 3.7E-01
cg10889319 SUGCT chr7 Body 0.84 (0.57; 1.24) 3.7E-01
cg07301944 CDH13 chr16 TSS200 0.84 (0.57; 1.24) 3.7E-01
cg00445142 FSTL1 chr3 Body 0.85 (0.6; 1.21) 3.7E-01
cg15548246 PHACTR1 chr6 Body 1.17 (0.83; 1.65) 3.7E-01
cg18165289 TENM2 chr5 Body 1.16 (0.83; 1.62) 3.7E-01
cg21197216 CSMD2 chr1 TSS1500 0.84 (0.57; 1.24) 3.7E-01
cg11702403 TNFRSF10B chr8 Body 1.25 (0.76; 2.06) 3.7E-01
cg09040942 PTPRN2 chr7 Body 1.18 (0.82; 1.69) 3.7E-01
cg22750243 SMARCD3 chr7 TSS200 0.86 (0.61; 1.2) 3.7E-01
cg22750243 SMARCD3 chr7 TSS1500 0.86 (0.61; 1.2) 3.7E-01
cg13678973 ELAVL4 chr1 Body 0.84 (0.57; 1.24) 3.7E-01
cg13541101 NOL4L chr20 Body 1.18 (0.82; 1.69) 3.7E-01
cg19857361 HMGB4 chr1 Body 0.88 (0.65; 1.17) 3.7E-01
cg19857361 HMGB4 chr1 5'UTR 0.88 (0.65; 1.17) 3.7E-01



cg19857361 CSMD2 chr1 Body 0.88 (0.65; 1.17) 3.7E-01
cg08287689 WWOX chr16 Body 1.2 (0.8; 1.79) 3.7E-01
cg07015393 SMARCD3 chr7 TSS1500 0.79 (0.46; 1.34) 3.7E-01
cg07015393 SMARCD3 chr7 Body 0.79 (0.46; 1.34) 3.7E-01
cg18372367 TNFRSF1A chr12 TSS200 1.2 (0.81; 1.77) 3.7E-01
cg18059383 RTN4RL1 chr17 3'UTR 0.83 (0.55; 1.25) 3.7E-01
cg10210928 GNA12 chr7 Body 0.85 (0.59; 1.22) 3.7E-01
cg11572845 SCAF8 chr6 Body 1.23 (0.78; 1.96) 3.7E-01
cg02911489 GNA12 chr7 Body 0.86 (0.61; 1.21) 3.7E-01
cg19524723 TNFRSF11A chr18 Body 0.86 (0.62; 1.19) 3.7E-01
cg15034683 PTPRN2 chr7 Body 0.87 (0.63; 1.19) 3.7E-01
cg14803733 LOC101929698 chr20 Body 0.83 (0.54; 1.26) 3.7E-01
cg14803733 NOL4L chr20 Body 0.83 (0.54; 1.26) 3.7E-01
cg17596493 TNFRSF19 chr13 TSS1500 0.82 (0.54; 1.26) 3.7E-01
cg12096486 SUGCT chr7 Body 0.8 (0.49; 1.31) 3.7E-01
cg15952457 CDH13 chr16 5'UTR 1.17 (0.82; 1.67) 3.8E-01
cg15952457 CDH13 chr16 Body 1.17 (0.82; 1.67) 3.8E-01
cg25207456 RTN4RL1 chr17 Body 0.86 (0.62; 1.2) 3.8E-01
cg13738611 RAP1B chr12 TSS200 0.86 (0.62; 1.2) 3.8E-01
cg13115534 TNR chr1 5'UTR 0.85 (0.59; 1.22) 3.8E-01
cg01247454 COL5A2 chr2 Body 0.85 (0.6; 1.21) 3.8E-01
cg17304276 CUX2 chr12 Body 0.84 (0.57; 1.23) 3.8E-01
cg06956613 SMARCD3 chr7 TSS200 0.87 (0.63; 1.19) 3.8E-01
cg06956613 SMARCD3 chr7 Body 0.87 (0.63; 1.19) 3.8E-01
cg10871214 MBD5 chr2 5'UTR 1.17 (0.83; 1.64) 3.8E-01
cg23845211 CHFR chr12 Body 1.15 (0.84; 1.57) 3.8E-01
cg20502694 DNAI2 chr17 Body 1.16 (0.84; 1.6) 3.8E-01
cg16597537 RTN4R chr22 Body 1.17 (0.82; 1.66) 3.8E-01
cg21179654 ZBTB20 chr3 3'UTR 0.78 (0.45; 1.35) 3.8E-01
cg01338762 FBXO11 chr2 Body 0.83 (0.54; 1.26) 3.8E-01
cg01554257 TNRC18 chr7 Body 0.85 (0.59; 1.22) 3.8E-01
cg10310846 WAC chr10 TSS200 0.86 (0.62; 1.2) 3.8E-01
cg10310846 WAC chr10 TSS1500 0.86 (0.62; 1.2) 3.8E-01
cg05039004 PTPRU chr1 Body 1.18 (0.82; 1.69) 3.8E-01
cg19619387 RTN4RL1 chr17 Body 1.17 (0.83; 1.65) 3.8E-01
cg06273051 CDH13 chr16 Body 1.15 (0.85; 1.55) 3.8E-01
cg23162598 PTPRN2 chr7 Body 0.87 (0.64; 1.18) 3.8E-01
cg17658976 PTPRN2 chr7 Body 0.86 (0.63; 1.19) 3.8E-01
cg04875212 EIF2S1 chr14 5'UTR 0.83 (0.55; 1.26) 3.8E-01
cg12309867 UBE2E2 chr3 Body 0.84 (0.56; 1.25) 3.8E-01
cg04502704 DDHD2 chr8 Body 0.86 (0.62; 1.2) 3.8E-01
cg09665332 SGIP1 chr1 Body 0.86 (0.61; 1.21) 3.8E-01
cg04297922 MEX3A chr1 3'UTR 0.86 (0.61; 1.2) 3.8E-01
cg00334362 PHACTR1 chr6 Body 0.68 (0.29; 1.6) 3.8E-01
cg20673767 PTPRN2 chr7 Body 1.16 (0.83; 1.63) 3.8E-01
cg06901094 CSMD2 chr1 Body 0.85 (0.6; 1.22) 3.8E-01
cg24215175 TNRC6B chr22 Body 0.81 (0.51; 1.29) 3.8E-01
cg19704410 CTDSP2 chr12 Body 1.21 (0.79; 1.84) 3.8E-01
cg06803897 FBXO38 chr5 TSS1500 0.87 (0.64; 1.19) 3.8E-01
cg05820110 RTN4RL1 chr17 Body 1.17 (0.82; 1.68) 3.8E-01
cg04775824 PTPRN2 chr7 Body 0.85 (0.59; 1.22) 3.8E-01
cg12035530 CACNA1C chr12 Body 1.19 (0.81; 1.74) 3.8E-01
cg12144852 PTPRN2 chr7 Body 1.15 (0.84; 1.58) 3.8E-01
cg07768554 CSMD2 chr1 Body 0.87 (0.63; 1.19) 3.8E-01
cg26159990 ERI3 chr1 Body 1.16 (0.83; 1.62) 3.8E-01
cg22053929 MEX3A chr1 TSS1500 0.88 (0.65; 1.18) 3.8E-01
cg07689260 PTPRN2 chr7 Body 1.13 (0.86; 1.5) 3.8E-01
cg01256026 WWOX chr16 Body 1.16 (0.83; 1.61) 3.8E-01
cg00283887 PTPRN2 chr7 Body 1.16 (0.83; 1.61) 3.8E-01
cg17486066 HMGB4 chr1 Body 0.84 (0.56; 1.25) 3.8E-01
cg17486066 CSMD2 chr1 Body 0.84 (0.56; 1.25) 3.8E-01



cg07226612 CTNND2 chr5 Body 1.16 (0.83; 1.62) 3.8E-01
cg12406992 MEX3A chr1 Body 0.84 (0.58; 1.23) 3.8E-01
cg06278181 ARID1A chr1 Body 0.84 (0.57; 1.24) 3.8E-01
cg12197142 RECQL5 chr17 Body 0.84 (0.56; 1.25) 3.8E-01
cg14669511 RTN4RL1 chr17 Body 1.16 (0.83; 1.62) 3.8E-01
cg19806031 MEIS2 chr15 Body 0.85 (0.58; 1.23) 3.8E-01
cg23248689 AKAP13 chr15 Body 0.85 (0.59; 1.23) 3.8E-01
cg26064307 TENM2 chr5 Body 0.86 (0.6; 1.21) 3.8E-01
cg21945842 ALCAM chr3 TSS1500 1.17 (0.82; 1.66) 3.8E-01
cg18929894 ATF7IP chr12 5'UTR 1.21 (0.79; 1.87) 3.8E-01
cg24191641 FBXO36 chr2 Body 1.15 (0.84; 1.59) 3.8E-01
cg00847544 PTPRN2 chr7 Body 0.86 (0.62; 1.2) 3.8E-01
cg17279410 TNFRSF11A chr18 Body 0.86 (0.62; 1.2) 3.8E-01
cg03097785 UBE2E2 chr3 Body 0.83 (0.54; 1.26) 3.8E-01
cg04939051 ATP6V0C chr16 Body 0.86 (0.62; 1.2) 3.8E-01
cg01039154 TENM2 chr5 Body 0.86 (0.62; 1.2) 3.8E-01
cg25793578 PTPRN2 chr7 Body 0.87 (0.65; 1.18) 3.8E-01
cg06976434 COL5A2 chr2 Body 0.86 (0.62; 1.2) 3.8E-01
cg10554264 PTPRN2 chr7 Body 0.87 (0.64; 1.19) 3.8E-01
cg21232015 CHFR chr12 Body 0.78 (0.45; 1.36) 3.8E-01
cg22801866 TNRC18 chr7 Body 0.86 (0.62; 1.2) 3.8E-01
cg21282529 NOL4L chr20 Body 0.68 (0.29; 1.61) 3.8E-01
cg14054343 RTN4 chr2 TSS200 1.14 (0.85; 1.53) 3.8E-01
cg14054343 RTN4 chr2 Body 1.14 (0.85; 1.53) 3.8E-01
cg25169875 ZFP91 chr11 Body 1.15 (0.84; 1.57) 3.8E-01
cg02945866 PTPRN2 chr7 Body 0.86 (0.62; 1.2) 3.8E-01
cg17823892 PDE8A chr15 TSS200 0.87 (0.64; 1.19) 3.8E-01
cg19112780 PTPRU chr1 1stExon 0.87 (0.64; 1.19) 3.8E-01
cg19112780 PTPRU chr1 5'UTR 0.87 (0.64; 1.19) 3.8E-01
cg13693986 PEX14 chr1 Body 0.85 (0.6; 1.22) 3.8E-01
cg02495518 NRXN1 chr2 Body 1.13 (0.85; 1.51) 3.8E-01
cg02495518 NRXN1 chr2 TSS1500 1.13 (0.85; 1.51) 3.8E-01
cg20314038 CSMD2 chr1 Body 0.85 (0.58; 1.24) 3.8E-01
cg10941174 CNTNAP2 chr7 Body 1.15 (0.84; 1.58) 3.8E-01
cg14754741 PTPRU chr1 Body 1.26 (0.75; 2.12) 3.9E-01
cg14769786 RTN4RL1 chr17 Body 0.86 (0.61; 1.21) 3.9E-01
cg08606573 CREBBP chr16 Body 0.87 (0.63; 1.2) 3.9E-01
cg00222867 PDE8A chr15 Body 1.15 (0.84; 1.58) 3.9E-01
cg17460368 ZBTB20 chr3 5'UTR 1.16 (0.83; 1.63) 3.9E-01
cg00623698 CHD6 chr20 Body 0.78 (0.44; 1.37) 3.9E-01
cg07915399 CSMD2 chr1 Body 1.21 (0.79; 1.86) 3.9E-01
cg21793437 CACNA1C chr12 Body 0.79 (0.47; 1.34) 3.9E-01
cg01155522 TNRC6A chr16 TSS200 1.16 (0.83; 1.62) 3.9E-01
cg01221746 TNRC18 chr7 Body 1.14 (0.85; 1.54) 3.9E-01
cg09516231 PTPRN2 chr7 Body 0.87 (0.64; 1.19) 3.9E-01
cg07891033 CTNND2 chr5 Body 0.87 (0.62; 1.2) 3.9E-01
cg07891033 CTNND2 chr5 5'UTR 0.87 (0.62; 1.2) 3.9E-01
cg03929057 MEX3A chr1 Body 0.88 (0.65; 1.18) 3.9E-01
cg04985661 PHACTR1 chr6 TSS1500 0.87 (0.63; 1.2) 3.9E-01
cg10231116 PTPRN2 chr7 Body 0.88 (0.65; 1.18) 3.9E-01
cg16761098 POU2F1 chr1 Body 1.19 (0.8; 1.77) 3.9E-01
cg16245035 PEX14 chr1 Body 1.16 (0.83; 1.64) 3.9E-01
cg00570881 ZBTB20 chr3 Body 1.22 (0.77; 1.93) 3.9E-01
cg00570881 ZBTB20 chr3 5'UTR 1.22 (0.77; 1.93) 3.9E-01
cg27308682 PTPRN2 chr7 Body 0.85 (0.58; 1.24) 3.9E-01
cg04215186 TNRC6A chr16 Body 0.86 (0.62; 1.2) 3.9E-01
cg16028694 ALCAM chr3 Body 0.87 (0.64; 1.19) 3.9E-01
cg22823058 CDH13 chr16 Body 0.85 (0.59; 1.23) 3.9E-01
cg17139690 PTPRN2 chr7 Body 0.88 (0.65; 1.18) 3.9E-01
cg25816357 GOLT1B chr12 3'UTR 0.87 (0.63; 1.19) 3.9E-01
cg27364578 PHACTR1 chr6 Body 1.15 (0.84; 1.56) 3.9E-01



cg02551301 PTPRU chr1 Body 1.34 (0.69; 2.58) 3.9E-01
cg02168291 CDH13 chr16 Body 1.18 (0.81; 1.7) 3.9E-01
cg11835544 PTPRN2 chr7 Body 0.86 (0.61; 1.21) 3.9E-01
cg25625670 RTN4RL2 chr11 Body 1.17 (0.82; 1.68) 3.9E-01
cg16622958 FBXO31 chr16 Body 1.14 (0.84; 1.55) 3.9E-01
cg16622958 FBXO31 chr16 5'UTR 1.14 (0.84; 1.55) 3.9E-01
cg16124293 CDH13 chr16 Body 0.87 (0.62; 1.2) 3.9E-01
cg16124293 CDH13 chr16 5'UTR 0.87 (0.62; 1.2) 3.9E-01
cg16124293 CDH13 chr16 3'UTR 0.87 (0.62; 1.2) 3.9E-01
cg22236711 TNFRSF10B chr8 TSS1500 0.82 (0.51; 1.3) 3.9E-01
cg20450423 RTN4RL1 chr17 Body 0.76 (0.41; 1.41) 3.9E-01
cg27639457 CTNND2 chr5 Body 0.83 (0.54; 1.27) 3.9E-01
cg07524137 PTPRN2 chr7 Body 0.86 (0.61; 1.21) 3.9E-01
cg09390513 CACNA1C chr12 Body 0.78 (0.44; 1.38) 3.9E-01
cg17178777 AKAP13 chr15 5'UTR 1.17 (0.82; 1.68) 3.9E-01
cg22787816 SMARCD3 chr7 TSS1500 0.87 (0.63; 1.2) 3.9E-01
cg11297016 TENM2 chr5 Body 1.15 (0.84; 1.57) 3.9E-01
cg17599372 PTPRN2 chr7 Body 1.15 (0.84; 1.58) 3.9E-01
cg03021296 PTPRN2 chr7 Body 0.87 (0.64; 1.19) 3.9E-01
cg10989897 ELAVL4 chr1 TSS200 1.16 (0.82; 1.64) 3.9E-01
cg04471171 CSMD2 chr1 Body 1.15 (0.84; 1.56) 3.9E-01
cg14851949 ARID1A chr1 TSS1500 0.87 (0.64; 1.19) 3.9E-01
cg03660034 TNRC6C chr17 5'UTR 0.83 (0.53; 1.28) 3.9E-01
cg16232702 DDHD2 chr8 5'UTR 1.15 (0.83; 1.59) 3.9E-01
cg16232702 DDHD2 chr8 TSS200 1.15 (0.83; 1.59) 3.9E-01
cg03336706 TNR chr1 5'UTR 0.85 (0.59; 1.23) 3.9E-01
cg20057752 TENM2 chr5 Body 0.87 (0.64; 1.19) 3.9E-01
cg07085167 FBXO34 chr14 5'UTR 1.15 (0.84; 1.56) 3.9E-01
cg13287266 PTPRS chr19 3'UTR 1.15 (0.84; 1.56) 3.9E-01
cg17628100 WWOX chr16 Body 0.81 (0.49; 1.32) 3.9E-01
cg02064636 CACNA1C-IT2 chr12 Body 0.82 (0.52; 1.29) 3.9E-01
cg04195892 CUX2 chr12 Body 1.19 (0.8; 1.77) 3.9E-01
cg11904912 CTNND2 chr5 Body 0.78 (0.44; 1.38) 3.9E-01
cg24410136 RTN4RL1 chr17 Body 0.85 (0.59; 1.23) 3.9E-01
cg13069413 CDH13 chr16 5'UTR 1.18 (0.81; 1.71) 3.9E-01
cg13069413 CDH13 chr16 Body 1.18 (0.81; 1.71) 3.9E-01
cg25429902 CNTNAP2 chr7 Body 0.83 (0.54; 1.27) 3.9E-01
cg12448545 FBXO11 chr2 TSS1500 1.15 (0.83; 1.6) 3.9E-01
cg04003505 TNFRSF1B chr1 Body 0.88 (0.66; 1.18) 3.9E-01
cg25847835 FBXO38 chr5 5'UTR 0.87 (0.63; 1.2) 3.9E-01
cg04249032 PTPRN2 chr7 Body 0.87 (0.64; 1.19) 3.9E-01
cg00085713 CTDSPL chr3 Body 1.25 (0.75; 2.08) 3.9E-01
cg22508930 RAP1B chr12 5'UTR 0.84 (0.57; 1.25) 3.9E-01
cg13658711 LOC101928417 chr16 TSS200 0.88 (0.65; 1.18) 3.9E-01
cg13658711 CDH13 chr16 5'UTR 0.88 (0.65; 1.18) 3.9E-01
cg13658711 CDH13 chr16 Body 0.88 (0.65; 1.18) 3.9E-01
cg02790932 UBE2E2 chr3 Body 1.19 (0.8; 1.77) 3.9E-01
cg26482757 AKAP13 chr15 5'UTR 0.87 (0.64; 1.19) 3.9E-01
cg16072211 ATP6V0C chr16 TSS1500 1.18 (0.81; 1.71) 3.9E-01
cg21148737 ERI3 chr1 Body 1.18 (0.81; 1.72) 4.0E-01
cg16988976 TXNDC9 chr2 TSS200 1.15 (0.83; 1.59) 4.0E-01
cg27113326 PTPRN2 chr7 Body 0.86 (0.61; 1.21) 4.0E-01
cg19260567 CNTNAP2 chr7 Body 1.17 (0.82; 1.67) 4.0E-01
cg02991464 CACNA1C chr12 Body 1.16 (0.82; 1.65) 4.0E-01
cg07213780 PTPRN2 chr7 Body 1.15 (0.84; 1.57) 4.0E-01
cg12228319 BRUNOL4 chr18 Body 1.16 (0.82; 1.63) 4.0E-01
cg00533835 PTPRN2 chr7 Body 0.86 (0.61; 1.21) 4.0E-01
cg27550672 MTCL1 chr18 Body 0.86 (0.61; 1.21) 4.0E-01
cg04818078 CREBBP chr16 Body 0.83 (0.53; 1.29) 4.0E-01
cg05832514 WWOX chr16 Body 0.86 (0.6; 1.22) 4.0E-01
cg08442028 FBXO31 chr16 TSS200 0.87 (0.63; 1.2) 4.0E-01



cg02345961 BRUNOL4 chr18 Body 1.17 (0.82; 1.67) 4.0E-01
cg23520260 COL5A2 chr2 Body 0.86 (0.61; 1.21) 4.0E-01
cg14649924 PEX14 chr1 1stExon 1.14 (0.84; 1.55) 4.0E-01
cg19026976 BRUNOL4 chr18 Body 1.14 (0.84; 1.56) 4.0E-01
cg16427703 GNA12 chr7 Body 1.24 (0.75; 2.06) 4.0E-01
cg06309497 PEX14 chr1 TSS1500 0.87 (0.63; 1.2) 4.0E-01
cg05389560 RECQL chr12 TSS200 0.84 (0.55; 1.26) 4.0E-01
cg05389560 GOLT1B chr12 TSS200 0.84 (0.55; 1.26) 4.0E-01
cg08166487 TNRC18 chr7 Body 1.17 (0.82; 1.66) 4.0E-01
cg22820375 ERI3 chr1 Body 0.85 (0.59; 1.23) 4.0E-01
cg22820375 ERI3 chr1 5'UTR 0.85 (0.59; 1.23) 4.0E-01
cg21040417 NRXN1 chr2 Body 1.15 (0.83; 1.61) 4.0E-01
cg18732758 TNRC18 chr7 Body 0.84 (0.56; 1.26) 4.0E-01
cg04405760 CSMD2 chr1 Body 0.83 (0.55; 1.27) 4.0E-01
cg11398400 RTN4RL1 chr17 Body 0.88 (0.65; 1.19) 4.0E-01
cg13732622 CHCHD6 chr3 Body 0.88 (0.65; 1.19) 4.0E-01
cg13447539 UBE2E2 chr3 TSS1500 1.2 (0.78; 1.85) 4.0E-01
cg18383872 CDH13 chr16 Body 0.86 (0.6; 1.22) 4.0E-01
cg18383872 LOC101928417 chr16 TSS1500 0.86 (0.6; 1.22) 4.0E-01
cg18383872 CDH13 chr16 5'UTR 0.86 (0.6; 1.22) 4.0E-01
cg12241755 DACH1 chr13 Body 1.22 (0.77; 1.95) 4.0E-01
cg06045579 FBXO31 chr16 Body 1.14 (0.84; 1.57) 4.0E-01
cg11791210 NOL4 chr18 TSS1500 0.88 (0.65; 1.19) 4.0E-01
cg01731811 PTPRN2 chr7 Body 1.15 (0.83; 1.6) 4.0E-01
cg07765403 CSMD2 chr1 Body 1.18 (0.8; 1.74) 4.0E-01
cg06362743 CACNA1C chr12 Body 1.15 (0.83; 1.59) 4.0E-01
cg22019360 ORC4 chr2 TSS1500 0.87 (0.62; 1.21) 4.0E-01
cg22019360 MBD5 chr2 5'UTR 0.87 (0.62; 1.21) 4.0E-01
cg04720886 CNTNAP2 chr7 Body 0.88 (0.65; 1.19) 4.0E-01
cg06058529 PTPRN2 chr7 Body 1.17 (0.81; 1.7) 4.0E-01
cg21819722 ATP8A1 chr4 Body 0.86 (0.61; 1.22) 4.0E-01
cg11309704 PTPRN2 chr7 Body 1.15 (0.83; 1.61) 4.0E-01
cg06194010 CACNA1C chr12 Body 0.88 (0.64; 1.19) 4.0E-01
cg23774857 FSTL1 chr3 Body 0.71 (0.32; 1.57) 4.0E-01
cg23250289 SRSF12 chr6 ExonBnd 0.86 (0.6; 1.23) 4.0E-01
cg23250289 SRSF12 chr6 Body 0.86 (0.6; 1.23) 4.0E-01
cg25319656 PTPRN2 chr7 Body 0.88 (0.64; 1.19) 4.0E-01
cg22051883 WWOX chr16 5'UTR 0.87 (0.62; 1.21) 4.0E-01
cg22051883 WWOX chr16 Body 0.87 (0.62; 1.21) 4.0E-01
cg22051883 WWOX chr16 1stExon 0.87 (0.62; 1.21) 4.0E-01
cg12903638 UNC80 chr2 TSS1500 1.16 (0.82; 1.64) 4.0E-01
cg13977618 CACNA1C-AS4 chr12 TSS200 0.84 (0.56; 1.26) 4.0E-01
cg13977618 CACNA1C chr12 Body 0.84 (0.56; 1.26) 4.0E-01
cg02183950 FBXO32 chr8 5'UTR 1.14 (0.84; 1.55) 4.0E-01
cg02183950 FBXO32 chr8 Body 1.14 (0.84; 1.55) 4.0E-01
cg04629753 ZBTB20 chr3 5'UTR 1.29 (0.71; 2.36) 4.0E-01
cg04629753 ZBTB20 chr3 TSS200 1.29 (0.71; 2.36) 4.0E-01
cg03147394 NOL4 chr18 Body 1.16 (0.82; 1.65) 4.0E-01
cg13316262 COL5A2 chr2 Body 0.84 (0.56; 1.26) 4.0E-01
cg06081628 CACNA1C chr12 Body 0.87 (0.63; 1.2) 4.0E-01
cg15508169 PTPRN2 chr7 Body 0.87 (0.64; 1.2) 4.0E-01
cg19071854 CUX2 chr12 Body 0.84 (0.56; 1.26) 4.0E-01
cg10589094 TNFRSF1A chr12 TSS1500 1.18 (0.8; 1.74) 4.0E-01
cg17408552 CPEB1 chr15 Body 1.16 (0.82; 1.64) 4.0E-01
cg17408552 CPEB1 chr15 5'UTR 1.16 (0.82; 1.64) 4.0E-01
cg17574877 CACNA1C chr12 Body 0.87 (0.64; 1.2) 4.0E-01
cg09998033 PTPRN2 chr7 Body 0.87 (0.62; 1.21) 4.0E-01
cg00801394 ATF7 chr12 3'UTR 0.87 (0.64; 1.2) 4.0E-01
cg00801394 ATF7 chr12 Body 0.87 (0.64; 1.2) 4.0E-01
cg22544914 CUX2 chr12 Body 1.2 (0.78; 1.85) 4.0E-01
cg08460153 TNRC18 chr7 5'UTR 0.87 (0.63; 1.21) 4.0E-01



cg10243459 PTPRN2 chr7 Body 1.17 (0.81; 1.69) 4.0E-01
cg09183316 CTDSP2 chr12 Body 0.78 (0.43; 1.4) 4.0E-01
cg12605080 CTDSPL chr3 Body 0.86 (0.61; 1.22) 4.0E-01
cg11642769 UBE2E2 chr3 Body 1.18 (0.8; 1.74) 4.0E-01
cg08602500 PTPRN2 chr7 Body 0.86 (0.62; 1.21) 4.0E-01
cg20654733 PTPRN2 chr7 Body 0.87 (0.63; 1.2) 4.0E-01
cg20572374 TNFRSF1B chr1 Body 0.72 (0.34; 1.55) 4.0E-01
cg01566906 ALCAM chr3 Body 0.87 (0.62; 1.21) 4.0E-01
cg20964024 CUX2 chr12 Body 1.15 (0.83; 1.58) 4.0E-01
cg01681990 PTPRN2 chr7 Body 0.87 (0.62; 1.22) 4.0E-01
cg05241596 UBE2E2 chr3 Body 0.87 (0.63; 1.2) 4.0E-01
cg00043265 FBXO34 chr14 1stExon 1.15 (0.83; 1.59) 4.0E-01
cg00043265 FBXO34 chr14 5'UTR 1.15 (0.83; 1.59) 4.0E-01
cg15981875 TNFRSF11A chr18 Body 1.16 (0.82; 1.65) 4.0E-01
cg07388254 WWOX chr16 Body 1.13 (0.85; 1.51) 4.0E-01
cg06655494 TNRC18 chr7 Body 0.87 (0.63; 1.21) 4.0E-01
cg16076783 RTN4RL1 chr17 1stExon 1.17 (0.81; 1.69) 4.0E-01
cg16076783 RTN4RL1 chr17 5'UTR 1.17 (0.81; 1.69) 4.0E-01
cg00039463 CREBBP chr16 TSS1500 1.17 (0.81; 1.67) 4.0E-01
cg01973089 RECQL5 chr17 3'UTR 0.86 (0.61; 1.22) 4.1E-01
cg01973089 RECQL5 chr17 Body 0.86 (0.61; 1.22) 4.1E-01
cg24008619 TNRC6C chr17 5'UTR 0.87 (0.62; 1.22) 4.1E-01
cg21580421 CCDC80 chr3 TSS1500 1.16 (0.81; 1.66) 4.1E-01
cg10965405 CDH13 chr16 5'UTR 1.19 (0.79; 1.81) 4.1E-01
cg10965405 CDH13 chr16 Body 1.19 (0.79; 1.81) 4.1E-01
cg00312767 TNR chr1 Body 0.85 (0.57; 1.25) 4.1E-01
cg11221049 FBXO33 chr14 1stExon 0.87 (0.62; 1.21) 4.1E-01
cg03619683 ZBTB20 chr3 ExonBnd 0.87 (0.63; 1.21) 4.1E-01
cg03619683 ZBTB20 chr3 Body 0.87 (0.63; 1.21) 4.1E-01
cg03619683 ZBTB20 chr3 5'UTR 0.87 (0.63; 1.21) 4.1E-01
cg14219411 CEP350 chr1 Body 0.85 (0.57; 1.26) 4.1E-01
cg14840163 TNFRSF10B chr8 Body 0.87 (0.64; 1.2) 4.1E-01
cg09900102 WWOX chr16 Body 0.87 (0.62; 1.22) 4.1E-01
cg06331531 PTPRN2 chr7 Body 1.15 (0.83; 1.59) 4.1E-01
cg15289882 PTPRN2 chr7 Body 0.87 (0.62; 1.21) 4.1E-01
cg06228260 PTPRN2 chr7 Body 1.15 (0.83; 1.59) 4.1E-01
cg17859326 MTNR1A chr4 Body 0.87 (0.62; 1.21) 4.1E-01
cg11277907 CHD6 chr20 5'UTR 1.24 (0.75; 2.06) 4.1E-01
cg27482690 TNRC18 chr7 Body 1.19 (0.79; 1.8) 4.1E-01
cg02521637 PTPRN2 chr7 Body 0.86 (0.6; 1.23) 4.1E-01
cg12439903 MTCL1 chr18 5'UTR 1.15 (0.82; 1.62) 4.1E-01
cg06479057 CCDC80 chr3 Body 0.87 (0.61; 1.22) 4.1E-01
cg26784952 DACH1 chr13 TSS1500 1.2 (0.78; 1.83) 4.1E-01
cg14321334 UNC80 chr2 Body 1.2 (0.78; 1.85) 4.1E-01
cg08192683 PTPRN2 chr7 Body 0.87 (0.63; 1.21) 4.1E-01
cg22868346 EIF2S1 chr14 TSS200 1.14 (0.84; 1.56) 4.1E-01
cg24517400 EIF2S1 chr14 TSS200 1.14 (0.83; 1.57) 4.1E-01
cg13726218 DACH1 chr13 Body 0.83 (0.53; 1.3) 4.1E-01
cg18011899 PTPRN2 chr7 Body 0.86 (0.59; 1.24) 4.1E-01
cg09567735 CUX2 chr12 Body 1.14 (0.83; 1.56) 4.1E-01
cg09460267 MEIS2 chr15 Body 1.15 (0.83; 1.6) 4.1E-01
cg23304647 GNA12 chr7 Body 0.66 (0.25; 1.76) 4.1E-01
cg10700964 TNFRSF10B chr8 TSS200 1.14 (0.84; 1.56) 4.1E-01
cg07902731 FBXO31 chr16 Body 1.15 (0.82; 1.62) 4.1E-01
cg07131790 POU2F1 chr1 Body 1.15 (0.83; 1.6) 4.1E-01
cg17447802 RTN4RL1 chr17 Body 1.21 (0.77; 1.89) 4.1E-01
cg27259807 MTCL1 chr18 Body 1.14 (0.83; 1.57) 4.1E-01
cg20222988 TENM2 chr5 Body 1.16 (0.82; 1.64) 4.1E-01
cg16503683 ZFP91 chr11 TSS1500 0.87 (0.62; 1.21) 4.1E-01
cg17538556 FBXO38 chr5 Body 0.87 (0.63; 1.21) 4.1E-01
cg00209424 RTN4 chr2 TSS200 1.15 (0.82; 1.61) 4.1E-01



cg24736834 PDE8A chr15 TSS200 0.86 (0.6; 1.24) 4.1E-01
cg07951978 CHFR chr12 TSS1500 0.87 (0.63; 1.2) 4.1E-01
cg25977304 POU2F1 chr1 TSS1500 1.15 (0.83; 1.59) 4.1E-01
cg01679225 PTPRN2 chr7 Body 1.15 (0.83; 1.6) 4.1E-01
cg05821571 PTPRN2 chr7 Body 0.87 (0.62; 1.21) 4.1E-01
cg25143162 PTPRN2 chr7 Body 1.15 (0.82; 1.61) 4.1E-01
cg16725583 ZFP91 chr11 TSS200 1.14 (0.84; 1.54) 4.1E-01
cg00224086 PTPRN2 chr7 Body 1.14 (0.84; 1.54) 4.1E-01
cg22326754 ATF7IP2 chr16 TSS1500 1.12 (0.85; 1.49) 4.1E-01
cg14581304 TENM2 chr5 Body 0.83 (0.54; 1.29) 4.1E-01
cg21755737 PTPRN2 chr7 Body 1.13 (0.85; 1.5) 4.1E-01
cg03140190 CREBBP chr16 Body 0.84 (0.55; 1.27) 4.1E-01
cg14063566 LOC100130933 chr17 1stExon 0.86 (0.59; 1.24) 4.1E-01
cg14063566 LOC100130933 chr17 5'UTR 0.86 (0.59; 1.24) 4.1E-01
cg14063566 RECQL5 chr17 Body 0.86 (0.59; 1.24) 4.1E-01
cg17310427 ELAVL4 chr1 Body 1.17 (0.81; 1.69) 4.1E-01
cg13592941 CUX2 chr12 Body 1.22 (0.76; 1.95) 4.1E-01
cg15681130 RTN4RL1 chr17 Body 1.13 (0.84; 1.52) 4.1E-01
cg18801028 PTPRU chr1 Body 1.17 (0.81; 1.68) 4.1E-01
cg11551090 CTNND2 chr5 Body 0.86 (0.61; 1.22) 4.1E-01
cg11551090 CTNND2 chr5 ExonBnd 0.86 (0.61; 1.22) 4.1E-01
cg10452410 PTPRN2 chr7 Body 1.22 (0.76; 1.94) 4.1E-01
cg02637474 PTPRN2 chr7 Body 1.17 (0.8; 1.72) 4.1E-01
cg13210517 CHCHD6 chr3 Body 0.88 (0.64; 1.2) 4.1E-01
cg05820157 FBXO31 chr16 Body 1.15 (0.82; 1.62) 4.1E-01
cg16734845 CTDSPL2 chr15 Body 0.85 (0.59; 1.24) 4.1E-01
cg09220440 PTPRN2 chr7 Body 1.15 (0.82; 1.63) 4.1E-01
cg10853728 CDH11 chr16 Body 1.16 (0.82; 1.64) 4.1E-01
cg02330706 RECQL5 chr17 Body 1.16 (0.81; 1.67) 4.1E-01
cg04050763 ZFP91 chr11 TSS1500 0.85 (0.57; 1.26) 4.1E-01
cg21015966 ZNF704 chr8 TSS1500 0.85 (0.58; 1.25) 4.1E-01
cg01098010 TAOK3 chr12 5'UTR 0.86 (0.59; 1.24) 4.1E-01
cg00820422 PTPRN2 chr7 Body 0.89 (0.66; 1.19) 4.1E-01
cg16973203 FBXO36 chr2 3'UTR 1.27 (0.72; 2.24) 4.1E-01
cg17246726 FBXO31 chr16 Body 1.14 (0.83; 1.58) 4.1E-01
cg17246726 FBXO31 chr16 5'UTR 1.14 (0.83; 1.58) 4.1E-01
cg18735473 BRUNOL4 chr18 Body 1.16 (0.81; 1.67) 4.1E-01
cg04486940 ERI3 chr1 Body 1.14 (0.83; 1.55) 4.1E-01
cg25588935 PTPRN2 chr7 Body 1.15 (0.82; 1.6) 4.1E-01
cg08708194 CHD6 chr20 Body 0.77 (0.41; 1.44) 4.1E-01
cg21753616 PTPRN2 chr7 Body 1.13 (0.84; 1.51) 4.1E-01
cg27015761 ATP8A1 chr4 TSS200 0.88 (0.66; 1.19) 4.1E-01
cg12656227 PTPRN2 chr7 Body 1.14 (0.83; 1.57) 4.1E-01
cg11760198 BRUNOL4 chr18 Body 1.18 (0.79; 1.76) 4.1E-01
cg03960595 PTPRN2 chr7 Body 0.88 (0.64; 1.2) 4.1E-01
cg03069726 UBE2E2 chr3 Body 1.17 (0.81; 1.69) 4.1E-01
cg05729908 TAOK3 chr12 TSS1500 1.13 (0.84; 1.54) 4.1E-01
cg01415857 PTPRN2 chr7 Body 1.15 (0.83; 1.59) 4.2E-01
cg19237294 BRUNOL4 chr18 Body 0.85 (0.56; 1.27) 4.2E-01
cg07011179 PTPRN2 chr7 Body 0.85 (0.58; 1.26) 4.2E-01
cg17387870 CHFR chr12 Body 1.15 (0.83; 1.59) 4.2E-01
cg10320201 CDH13 chr16 Body 1.13 (0.84; 1.51) 4.2E-01
cg20985897 PTPRN2 chr7 Body 0.87 (0.63; 1.21) 4.2E-01
cg10576516 RECQL5 chr17 TSS200 1.14 (0.83; 1.58) 4.2E-01
cg21802863 NRXN1 chr2 Body 1.14 (0.83; 1.58) 4.2E-01
cg05643579 CTDSPL chr3 Body 0.74 (0.35; 1.54) 4.2E-01
cg08729730 PTPRN2 chr7 Body 1.19 (0.78; 1.81) 4.2E-01
cg17345887 CDH13 chr16 5'UTR 0.86 (0.6; 1.24) 4.2E-01
cg17345887 CDH13 chr16 Body 0.86 (0.6; 1.24) 4.2E-01
cg06420305 WWOX chr16 TSS1500 0.88 (0.66; 1.19) 4.2E-01
cg25333826 RTN4 chr2 Body 1.15 (0.82; 1.62) 4.2E-01



cg25333826 RTN4 chr2 5'UTR 1.15 (0.82; 1.62) 4.2E-01
cg26201240 CDH13 chr16 TSS1500 0.88 (0.65; 1.2) 4.2E-01
cg02470440 PTPRN2 chr7 Body 0.88 (0.64; 1.21) 4.2E-01
cg26377120 GNA12 chr7 Body 1.42 (0.61; 3.28) 4.2E-01
cg23039316 TNFRSF1A chr12 TSS1500 1.15 (0.82; 1.64) 4.2E-01
cg13832622 ORC4 chr2 5'UTR 1.13 (0.84; 1.53) 4.2E-01
cg13832622 MBD5 chr2 TSS1500 1.13 (0.84; 1.53) 4.2E-01
cg21323106 PTPRN2 chr7 Body 0.88 (0.63; 1.21) 4.2E-01
cg15878673 DMXL2 chr15 Body 1.2 (0.77; 1.88) 4.2E-01
cg22451479 CTNND2 chr5 Body 0.85 (0.58; 1.25) 4.2E-01
cg22451479 CTNND2 chr5 5'UTR 0.85 (0.58; 1.25) 4.2E-01
cg22451479 CTNND2 chr5 TSS1500 0.85 (0.58; 1.25) 4.2E-01
cg19268477 PTPRN2 chr7 Body 1.14 (0.83; 1.58) 4.2E-01
cg18161374 BRUNOL4 chr18 TSS200 0.86 (0.59; 1.24) 4.2E-01
cg14127859 BARX1 chr9 Body 0.82 (0.51; 1.32) 4.2E-01
cg22791324 PTPRN2 chr7 Body 0.88 (0.65; 1.2) 4.2E-01
cg09000502 CTDSPL chr3 Body 0.72 (0.33; 1.59) 4.2E-01
cg11688874 WAC chr10 Body 0.88 (0.64; 1.21) 4.2E-01
cg11688874 WAC chr10 1stExon 0.88 (0.64; 1.21) 4.2E-01
cg11688874 WAC chr10 5'UTR 0.88 (0.64; 1.21) 4.2E-01
cg15669816 ZNF704 chr8 Body 0.85 (0.56; 1.27) 4.2E-01
cg17613241 TENM2 chr5 Body 0.88 (0.64; 1.2) 4.2E-01
cg22994649 PTPRN2 chr7 Body 0.87 (0.61; 1.23) 4.2E-01
cg15922680 POU2F1 chr1 Body 1.15 (0.82; 1.61) 4.2E-01
cg19091386 PTPRN2 chr7 Body 0.88 (0.65; 1.2) 4.2E-01
cg06183333 TAOK3 chr12 5'UTR 0.86 (0.6; 1.23) 4.2E-01
cg15520292 ATF7 chr12 5'UTR 0.89 (0.66; 1.19) 4.2E-01
cg15520292 ATF7 chr12 TSS200 0.89 (0.66; 1.19) 4.2E-01
cg15520292 ATF7 chr12 Body 0.89 (0.66; 1.19) 4.2E-01
cg10800941 WWOX chr16 Body 0.88 (0.63; 1.21) 4.2E-01
cg26034624 MEIS2 chr15 Body 1.17 (0.8; 1.69) 4.2E-01
cg12867150 PTPRU chr1 Body 1.18 (0.79; 1.78) 4.2E-01
cg27598576 ATF7 chr12 5'UTR 0.66 (0.24; 1.82) 4.2E-01
cg27598576 ATF7 chr12 Body 0.66 (0.24; 1.82) 4.2E-01
cg00207244 PTPRN2 chr7 Body 1.16 (0.81; 1.64) 4.2E-01
cg07613284 CHCHD6 chr3 Body 0.83 (0.53; 1.3) 4.2E-01
cg04944477 SCAF8 chr6 Body 0.87 (0.63; 1.22) 4.2E-01
cg23794430 SGIP1 chr1 Body 1.17 (0.8; 1.73) 4.2E-01
cg26985080 BARX2 chr11 Body 0.83 (0.53; 1.3) 4.2E-01
cg12378726 CTDSPL chr3 Body 0.88 (0.64; 1.2) 4.2E-01
cg14248352 CNTNAP2 chr7 Body 0.87 (0.62; 1.22) 4.2E-01
cg02046881 GNA12 chr7 Body 0.89 (0.66; 1.19) 4.2E-01
cg02312706 FBXO31 chr16 Body 0.87 (0.63; 1.21) 4.2E-01
cg21385978 MBD5 chr2 5'UTR 1.21 (0.77; 1.9) 4.2E-01
cg18124517 TNFRSF1B chr1 Body 1.19 (0.78; 1.83) 4.2E-01
cg08116366 SMARCD3 chr7 Body 1.23 (0.75; 2.01) 4.2E-01
cg23287951 TNRC6B chr22 5'UTR 1.16 (0.81; 1.65) 4.2E-01
cg07951193 TNRC18 chr7 Body 0.81 (0.48; 1.36) 4.2E-01
cg14554371 PTPRN2 chr7 Body 0.87 (0.61; 1.23) 4.2E-01
cg10066623 RNU5E-1 chr5 Body 0.86 (0.6; 1.24) 4.2E-01
cg07438751 TENM2 chr5 Body 0.88 (0.63; 1.21) 4.2E-01
cg09616189 CNTNAP2 chr7 Body 0.87 (0.63; 1.22) 4.2E-01
cg10929447 FBXO31 chr16 Body 1.14 (0.82; 1.59) 4.2E-01
cg10929447 FBXO31 chr16 5'UTR 1.14 (0.82; 1.59) 4.2E-01
cg15540496 PTPRN2 chr7 Body 0.88 (0.64; 1.21) 4.2E-01
cg19852058 ALCAM chr3 3'UTR 1.16 (0.8; 1.69) 4.2E-01
cg25469698 TXNDC9 chr2 TSS1500 0.86 (0.59; 1.25) 4.2E-01
cg09882452 RECQL5 chr17 Body 1.16 (0.81; 1.67) 4.2E-01
cg13013538 CHCHD6 chr3 TSS1500 0.89 (0.66; 1.19) 4.2E-01
cg11778545 TNFRSF19 chr13 Body 0.87 (0.62; 1.22) 4.2E-01
cg14119861 CPEB1 chr15 Body 1.14 (0.83; 1.58) 4.2E-01



cg14119861 CPEB1 chr15 5'UTR 1.14 (0.83; 1.58) 4.2E-01
cg15986542 CACNA1C chr12 Body 1.15 (0.82; 1.62) 4.2E-01
cg00914222 PTPRU chr1 Body 0.88 (0.65; 1.2) 4.2E-01
cg17522601 CHFR chr12 Body 1.14 (0.82; 1.59) 4.2E-01
cg09438943 TNFRSF11A chr18 Body 0.82 (0.51; 1.33) 4.2E-01
cg19542090 PDE8A chr15 TSS1500 1.17 (0.8; 1.72) 4.2E-01
cg18894198 PTPRN2 chr7 Body 1.14 (0.83; 1.55) 4.2E-01
cg11697226 TNFRSF11A chr18 TSS200 1.17 (0.8; 1.71) 4.2E-01
cg17510502 PTPRN2 chr7 Body 1.13 (0.84; 1.52) 4.2E-01
cg25698236 MTNR1A chr4 Body 0.89 (0.66; 1.19) 4.2E-01
cg07099481 AKAP13 chr15 Body 1.28 (0.7; 2.32) 4.2E-01
cg10982015 RAP1B chr12 TSS200 1.2 (0.76; 1.9) 4.2E-01
cg24682385 CREBBP chr16 Body 0.86 (0.59; 1.25) 4.2E-01
cg21628055 GNA12 chr7 Body 0.87 (0.62; 1.22) 4.2E-01
cg08827144 PTPRN2 chr7 Body 1.14 (0.83; 1.58) 4.2E-01
cg27004850 PTPRN2 chr7 Body 1.17 (0.79; 1.74) 4.2E-01
cg06097320 TNFRSF12A chr16 TSS200 1.12 (0.85; 1.48) 4.2E-01
cg02818143 PTPRN2 chr7 3'UTR 0.87 (0.63; 1.22) 4.2E-01
cg22267941 PDE8A chr15 TSS1500 1.14 (0.82; 1.6) 4.3E-01
cg09576209 CACNA1C chr12 Body 1.17 (0.8; 1.7) 4.3E-01
cg20745134 C11orf67 chr11 5'UTR 0.88 (0.64; 1.21) 4.3E-01
cg22015449 CSMD2 chr1 TSS1500 1.13 (0.83; 1.55) 4.3E-01
cg18307677 PTPRN2 chr7 Body 0.89 (0.66; 1.19) 4.3E-01
cg12551582 CHFR chr12 TSS1500 0.88 (0.65; 1.2) 4.3E-01
cg18453904 ALCAM chr3 Body 0.88 (0.65; 1.2) 4.3E-01
cg09215952 TNRC6B chr22 Body 0.78 (0.42; 1.45) 4.3E-01
cg02220008 PHACTR1 chr6 Body 1.17 (0.79; 1.74) 4.3E-01
cg05502759 CSMD2 chr1 ExonBnd 0.88 (0.63; 1.21) 4.3E-01
cg05502759 CSMD2 chr1 Body 0.88 (0.63; 1.21) 4.3E-01
cg11664673 WAC chr10 Body 1.16 (0.81; 1.67) 4.3E-01
cg16721194 CUX2 chr12 Body 1.26 (0.71; 2.23) 4.3E-01
cg11168006 HMGB4 chr1 5'UTR 1.14 (0.82; 1.59) 4.3E-01
cg11168006 CSMD2 chr1 Body 1.14 (0.82; 1.59) 4.3E-01
cg10612850 TNRC6B chr22 Body 0.89 (0.66; 1.19) 4.3E-01
cg17372101 CNTNAP2 chr7 Body 0.86 (0.6; 1.24) 4.3E-01
cg26394825 CHFR chr12 TSS1500 0.87 (0.62; 1.23) 4.3E-01
cg07538293 PTPRN2 chr7 Body 0.87 (0.63; 1.22) 4.3E-01
cg09892015 RTN4RL1 chr17 Body 0.88 (0.64; 1.21) 4.3E-01
cg04173714 AKAP13 chr15 Body 0.88 (0.64; 1.21) 4.3E-01
cg19036372 PTPRN2 chr7 Body 0.87 (0.62; 1.22) 4.3E-01
cg12406607 ELAVL4 chr1 Body 0.88 (0.64; 1.21) 4.3E-01
cg16796848 PTPRN2 chr7 Body 0.88 (0.65; 1.2) 4.3E-01
cg04094148 BARX2 chr11 TSS1500 0.88 (0.64; 1.21) 4.3E-01
cg18288907 SCAF8 chr6 Body 0.86 (0.6; 1.24) 4.3E-01
cg18122501 PTPRN2 chr7 Body 1.14 (0.83; 1.57) 4.3E-01
cg01935413 CDH13 chr16 Body 1.15 (0.81; 1.64) 4.3E-01
cg08518101 CDH13 chr16 Body 0.86 (0.59; 1.25) 4.3E-01
cg17171407 TNFRSF11B chr8 Body 1.12 (0.84; 1.49) 4.3E-01
cg00118719 FBXO33 chr14 1stExon 0.85 (0.58; 1.26) 4.3E-01
cg06947694 TNRC18 chr7 Body 1.15 (0.82; 1.6) 4.3E-01
cg15744368 TNRC6C chr17 3'UTR 0.86 (0.59; 1.25) 4.3E-01
cg03752513 LOC101929698 chr20 Body 1.21 (0.76; 1.92) 4.3E-01
cg03752513 NOL4L chr20 Body 1.21 (0.76; 1.92) 4.3E-01
cg10992339 ATP8A1 chr4 Body 0.75 (0.37; 1.52) 4.3E-01
cg21269738 CACNA1C chr12 Body 1.15 (0.82; 1.62) 4.3E-01
cg16561057 PTPRN2 chr7 Body 0.87 (0.62; 1.22) 4.3E-01
cg23395034 ARID1A chr1 Body 0.87 (0.61; 1.24) 4.3E-01
cg10530336 PTPRN2 chr7 Body 0.88 (0.65; 1.2) 4.3E-01
cg00214250 PTPRN2 chr7 Body 1.15 (0.81; 1.63) 4.3E-01
cg14292168 CCDC80 chr3 Body 0.87 (0.61; 1.23) 4.3E-01
cg20579012 CACNA1C chr12 3'UTR 1.15 (0.82; 1.61) 4.3E-01



cg07781364 NRXN1 chr2 Body 1.17 (0.79; 1.73) 4.3E-01
cg17496602 CREBBP chr16 Body 0.85 (0.57; 1.27) 4.3E-01
cg15555217 CTDSPL chr3 Body 1.17 (0.79; 1.73) 4.3E-01
cg03648054 WWOX chr16 Body 0.88 (0.65; 1.2) 4.3E-01
cg21279840 PTPRN2 chr7 Body 1.16 (0.81; 1.65) 4.3E-01
cg13909533 ELAVL4 chr1 TSS1500 0.84 (0.55; 1.29) 4.3E-01
cg13909533 ELAVL4 chr1 Body 0.84 (0.55; 1.29) 4.3E-01
cg19375767 ARID1A chr1 Body 0.86 (0.59; 1.25) 4.3E-01
cg24576995 PTPRN2 chr7 Body 0.87 (0.62; 1.23) 4.3E-01
cg14430158 TENM2 chr5 Body 1.15 (0.81; 1.63) 4.3E-01
cg16722302 TNRC18 chr7 5'UTR 0.88 (0.63; 1.22) 4.3E-01
cg16989378 FBXO36 chr2 TSS1500 0.87 (0.62; 1.22) 4.3E-01
cg02319318 ZNF704 chr8 Body 1.14 (0.82; 1.6) 4.3E-01
cg22573528 NRXN1 chr2 Body 1.18 (0.78; 1.79) 4.3E-01
cg07912922 PHACTR1 chr6 Body 0.87 (0.62; 1.23) 4.3E-01
cg10374297 PTPRN2 chr7 Body 1.15 (0.81; 1.64) 4.3E-01
cg26507409 TNRC6B chr22 Body 1.18 (0.78; 1.78) 4.3E-01
cg03448007 TNRC18 chr7 Body 0.87 (0.63; 1.22) 4.3E-01
cg10613546 PTPRN2 chr7 Body 0.88 (0.65; 1.2) 4.3E-01
cg01608400 WWOX chr16 Body 1.15 (0.81; 1.63) 4.3E-01
cg23352885 PTPRN2 chr7 Body 0.88 (0.64; 1.21) 4.3E-01
cg08492145 PTPRN2 chr7 Body 1.13 (0.83; 1.53) 4.3E-01
cg23888154 ATP8A1 chr4 TSS200 1.13 (0.83; 1.55) 4.3E-01
cg01496696 PTPRN2 chr7 Body 1.13 (0.83; 1.53) 4.3E-01
cg08840687 FSTL1 chr3 3'UTR 0.87 (0.62; 1.23) 4.3E-01
cg12002159 TNFRSF1B chr1 5'UTR 0.88 (0.65; 1.21) 4.3E-01
cg12002159 TNFRSF1B chr1 1stExon 0.88 (0.65; 1.21) 4.3E-01
cg10670187 DACH1 chr13 Body 1.26 (0.71; 2.26) 4.3E-01
cg26049853 CHCHD6 chr3 Body 0.88 (0.64; 1.21) 4.3E-01
cg00256785 CHFR chr12 TSS200 0.89 (0.66; 1.2) 4.3E-01
cg02324079 TNRC6A chr16 Body 0.78 (0.42; 1.46) 4.3E-01
cg01963870 CREBBP chr16 Body 0.89 (0.66; 1.19) 4.3E-01
cg17119612 ZNF704 chr8 5'UTR 1.13 (0.83; 1.54) 4.3E-01
cg25300386 COL1A2 chr7 5'UTR 1.16 (0.8; 1.68) 4.3E-01
cg25300386 COL1A2 chr7 1stExon 1.16 (0.8; 1.68) 4.3E-01
cg01262413 PTPRN2 chr7 Body 0.86 (0.59; 1.25) 4.3E-01
cg16628676 TNRC6B chr22 3'UTR 1.31 (0.66; 2.59) 4.3E-01
cg07624612 CPEB1 chr15 Body 0.86 (0.59; 1.26) 4.3E-01
cg17804850 TNFRSF11A chr18 3'UTR 0.89 (0.66; 1.2) 4.3E-01
cg26321153 PTPRN2 chr7 Body 0.88 (0.64; 1.21) 4.3E-01
cg21007371 UBE2E2 chr3 TSS1500 1.22 (0.74; 2.01) 4.3E-01
cg13408152 FSTL1 chr3 TSS1500 1.19 (0.77; 1.84) 4.3E-01
cg13533439 ZBTB20 chr3 5'UTR 1.15 (0.81; 1.62) 4.3E-01
cg21399120 CDH13 chr16 5'UTR 1.14 (0.82; 1.57) 4.3E-01
cg21399120 CDH13 chr16 Body 1.14 (0.82; 1.57) 4.3E-01
cg13608961 NRXN1 chr2 Body 0.87 (0.6; 1.24) 4.3E-01
cg12143241 CACNA1C chr12 Body 1.14 (0.82; 1.58) 4.3E-01
cg13174688 MTCL1 chr18 Body 1.14 (0.82; 1.59) 4.3E-01
cg25225521 PTPRN2 chr7 Body 0.91 (0.71; 1.16) 4.3E-01
cg03850711 HMGB4 chr1 3'UTR 1.12 (0.84; 1.51) 4.3E-01
cg03850711 CSMD2 chr1 Body 1.12 (0.84; 1.51) 4.3E-01
cg20413923 ARID1A chr1 5'UTR 0.86 (0.58; 1.27) 4.3E-01
cg20413923 ARID1A chr1 1stExon 0.86 (0.58; 1.27) 4.3E-01
cg12227258 ELAVL4 chr1 TSS200 1.15 (0.81; 1.62) 4.4E-01
cg12227258 ELAVL4 chr1 Body 1.15 (0.81; 1.62) 4.4E-01
cg00039662 ZBTB20 chr3 5'UTR 1.14 (0.82; 1.58) 4.4E-01
cg25495685 SMARCD3 chr7 TSS1500 0.86 (0.59; 1.25) 4.4E-01
cg25495685 SMARCD3 chr7 Body 0.86 (0.59; 1.25) 4.4E-01
cg24095303 BARX2 chr11 Body 0.88 (0.65; 1.2) 4.4E-01
cg11521318 TNRC6B chr22 Body 0.76 (0.39; 1.5) 4.4E-01
cg11521318 TNRC6B chr22 TSS1500 0.76 (0.39; 1.5) 4.4E-01



cg11430766 NRXN1 chr2 Body 1.15 (0.81; 1.63) 4.4E-01
cg20389760 ATP8A1 chr4 TSS1500 0.88 (0.64; 1.21) 4.4E-01
cg04585221 PEX14 chr1 Body 1.13 (0.83; 1.54) 4.4E-01
cg22053687 WWOX chr16 Body 1.16 (0.79; 1.71) 4.4E-01
cg21440084 CSMD2 chr1 Body 0.89 (0.67; 1.19) 4.4E-01
cg10714597 TNFRSF11A chr18 TSS200 1.15 (0.81; 1.62) 4.4E-01
cg06778662 PTPRN2 chr7 Body 0.89 (0.67; 1.19) 4.4E-01
cg07161024 WWOX chr16 Body 0.87 (0.61; 1.24) 4.4E-01
cg01108637 PTPRN2 chr7 Body 0.88 (0.64; 1.21) 4.4E-01
cg13546321 CUX2 chr12 Body 0.87 (0.62; 1.23) 4.4E-01
cg10778837 CNTNAP2 chr7 Body 1.13 (0.83; 1.54) 4.4E-01
cg05502211 TNRC18 chr7 Body 1.17 (0.78; 1.75) 4.4E-01
cg20957774 PTPRN2 chr7 Body 0.87 (0.61; 1.24) 4.4E-01
cg12600265 TNRC18 chr7 Body 0.83 (0.52; 1.32) 4.4E-01
cg06927522 CNTNAP2 chr7 Body 1.15 (0.81; 1.65) 4.4E-01
cg11168904 ATP8A1 chr4 Body 0.84 (0.54; 1.3) 4.4E-01
cg24804145 PTPRN2 chr7 Body 0.88 (0.64; 1.21) 4.4E-01
cg02507604 CHFR chr12 3'UTR 1.14 (0.82; 1.58) 4.4E-01
cg22011802 PTPRN2 chr7 Body 0.86 (0.59; 1.26) 4.4E-01
cg08104132 AKAP13 chr15 Body 0.89 (0.66; 1.19) 4.4E-01
cg05894355 ELAVL4 chr1 TSS1500 0.86 (0.6; 1.25) 4.4E-01
cg05894355 ELAVL4 chr1 Body 0.86 (0.6; 1.25) 4.4E-01
cg16064424 WWOX chr16 Body 0.87 (0.61; 1.24) 4.4E-01
cg05742721 ZFP91 chr11 Body 1.16 (0.79; 1.7) 4.4E-01
cg04792888 ATF7 chr12 Body 0.86 (0.59; 1.26) 4.4E-01
cg19069029 PHACTR1 chr6 Body 0.86 (0.58; 1.26) 4.4E-01
cg07159686 RTN4R chr22 Body 1.17 (0.79; 1.73) 4.4E-01
cg12398261 PTPRN2 chr7 Body 1.17 (0.78; 1.76) 4.4E-01
cg11051417 TAOK3 chr12 Body 1.13 (0.83; 1.55) 4.4E-01
cg26895220 PDE8A chr15 5'UTR 1.19 (0.77; 1.85) 4.4E-01
cg26895220 PDE8A chr15 Body 1.19 (0.77; 1.85) 4.4E-01
cg06478943 PDE8A chr15 Body 1.14 (0.82; 1.57) 4.4E-01
cg01602001 CDH11 chr16 5'UTR 0.86 (0.6; 1.25) 4.4E-01
cg03527077 PTPRN2 chr7 Body 1.13 (0.83; 1.53) 4.4E-01
cg11752927 PTPRN2 chr7 Body 1.12 (0.83; 1.52) 4.4E-01
cg08497530 CDH13 chr16 TSS200 0.86 (0.58; 1.26) 4.4E-01
cg12163490 CDH11 chr16 5'UTR 1.21 (0.74; 1.97) 4.4E-01
cg12163490 CDH11 chr16 1stExon 1.21 (0.74; 1.97) 4.4E-01
cg04595505 NRXN1 chr2 Body 0.89 (0.66; 1.2) 4.4E-01
cg19465011 PTPRN2 chr7 Body 0.89 (0.65; 1.2) 4.4E-01
cg16119643 UBE2E2 chr3 Body 1.25 (0.71; 2.2) 4.4E-01
cg11725080 RTN4RL1 chr17 Body 0.86 (0.58; 1.26) 4.4E-01
cg14848482 CSMD2 chr1 ExonBnd 0.87 (0.61; 1.24) 4.4E-01
cg14848482 CSMD2 chr1 Body 0.87 (0.61; 1.24) 4.4E-01
cg06329447 ELAVL4 chr1 TSS1500 0.84 (0.54; 1.31) 4.4E-01
cg06329447 ELAVL4 chr1 Body 0.84 (0.54; 1.31) 4.4E-01
cg08964948 CREBBP chr16 Body 1.15 (0.8; 1.65) 4.4E-01
cg05439204 PTPRN2 chr7 Body 1.13 (0.83; 1.53) 4.4E-01
cg02795249 CTDSPL chr3 Body 1.12 (0.84; 1.49) 4.4E-01
cg05196076 FBXO31 chr16 Body 1.13 (0.83; 1.54) 4.4E-01
cg05890727 FBXO34 chr14 5'UTR 0.82 (0.5; 1.36) 4.4E-01
cg25949550 CNTNAP2 chr7 Body 1.17 (0.78; 1.75) 4.4E-01
cg11366233 AKAP13 chr15 5'UTR 0.87 (0.6; 1.25) 4.4E-01
cg22557523 TNFRSF12A chr16 TSS1500 1.18 (0.77; 1.8) 4.4E-01
cg12335116 ZBTB20 chr3 5'UTR 0.88 (0.63; 1.22) 4.4E-01
cg09263904 CTDSP2 chr12 Body 1.16 (0.79; 1.71) 4.4E-01
cg24533989 ATP8A1 chr4 TSS1500 0.88 (0.65; 1.21) 4.4E-01
cg13181164 MEIS2 chr15 Body 1.13 (0.83; 1.54) 4.4E-01
cg26426403 CDH13 chr16 5'UTR 0.86 (0.58; 1.27) 4.4E-01
cg26426403 CDH13 chr16 Body 0.86 (0.58; 1.27) 4.4E-01
cg15889705 MTNR1A chr4 Body 1.13 (0.82; 1.56) 4.4E-01



cg16715436 MTCL1 chr18 Body 0.87 (0.62; 1.23) 4.4E-01
cg26401253 DCUN1D4 chr4 Body 1.14 (0.82; 1.58) 4.4E-01
cg14933881 AKAP13 chr15 Body 0.88 (0.62; 1.23) 4.4E-01
cg14933881 AKAP13 chr15 1stExon 0.88 (0.62; 1.23) 4.4E-01
cg16688980 FBXO31 chr16 Body 0.88 (0.65; 1.21) 4.4E-01
cg21045000 TAOK3 chr12 TSS1500 0.89 (0.66; 1.2) 4.4E-01
cg00797346 MEIS2 chr15 5'UTR 0.87 (0.6; 1.25) 4.4E-01
cg00797346 MEIS2 chr15 1stExon 0.87 (0.6; 1.25) 4.4E-01
cg00797346 MEIS2 chr15 Body 0.87 (0.6; 1.25) 4.4E-01
cg00797346 MEIS2 chr15 TSS1500 0.87 (0.6; 1.25) 4.4E-01
cg09833475 PTPRN2 chr7 Body 1.14 (0.81; 1.6) 4.4E-01
cg22791535 ELAVL4 chr1 3'UTR 1.16 (0.79; 1.72) 4.4E-01
cg26711230 ATF7IP chr12 TSS1500 0.88 (0.65; 1.21) 4.4E-01
cg00128883 ATF7 chr12 TSS1500 1.25 (0.71; 2.19) 4.4E-01
cg00128883 ATF7 chr12 TSS200 1.25 (0.71; 2.19) 4.4E-01
cg23357811 DCUN1D4 chr4 Body 0.87 (0.62; 1.23) 4.4E-01
cg19495351 UNC80 chr2 Body 1.14 (0.81; 1.61) 4.4E-01
cg08936992 LOC101929698 chr20 Body 0.85 (0.55; 1.3) 4.4E-01
cg08936992 NOL4L chr20 Body 0.85 (0.55; 1.3) 4.4E-01
cg01903241 PTPRN2 chr7 Body 0.89 (0.65; 1.21) 4.4E-01
cg01145688 TNR chr1 Body 1.24 (0.71; 2.17) 4.4E-01
cg15209988 TNFRSF10D chr8 TSS200 1.17 (0.78; 1.74) 4.4E-01
cg18339519 ALCAM chr3 Body 1.12 (0.84; 1.5) 4.5E-01
cg11843948 TNRC18 chr7 Body 0.87 (0.62; 1.24) 4.5E-01
cg00760449 SUGCT chr7 Body 0.87 (0.61; 1.25) 4.5E-01
cg03779374 ZBTB20 chr3 TSS1500 0.86 (0.59; 1.26) 4.5E-01
cg03779374 ZBTB20 chr3 5'UTR 0.86 (0.59; 1.26) 4.5E-01
cg03779374 ZBTB20 chr3 TSS200 0.86 (0.59; 1.26) 4.5E-01
cg20519944 PTPRN2 chr7 Body 0.88 (0.63; 1.23) 4.5E-01
cg01099094 CSMD2 chr1 Body 1.14 (0.81; 1.6) 4.5E-01
cg01139696 GNA12 chr7 Body 1.12 (0.83; 1.52) 4.5E-01
cg27318635 CREBBP chr16 Body 0.75 (0.36; 1.56) 4.5E-01
cg09362918 CNTNAP2 chr7 Body 0.88 (0.64; 1.21) 4.5E-01
cg26651148 PTPRN2 chr7 Body 0.87 (0.62; 1.24) 4.5E-01
cg23898214 PHACTR1 chr6 Body 1.31 (0.65; 2.63) 4.5E-01
cg13443842 CACNA1C chr12 TSS1500 0.88 (0.63; 1.23) 4.5E-01

ch.12.1224713F CTDSP2 chr12 3'UTR 0.88 (0.62; 1.23) 4.5E-01
cg20195882 TDRP chr8 TSS1500 0.87 (0.61; 1.25) 4.5E-01
cg25419384 TNFRSF1B chr1 Body 1.18 (0.77; 1.83) 4.5E-01
cg17434510 TNRC6B chr22 Body 1.2 (0.76; 1.89) 4.5E-01
cg09211763 COL5A2 chr2 1stExon 0.87 (0.6; 1.26) 4.5E-01
cg09211763 COL5A2 chr2 5'UTR 0.87 (0.6; 1.26) 4.5E-01
cg15826644 FBXO36 chr2 Body 0.89 (0.67; 1.2) 4.5E-01
cg22932804 ELAVL4 chr1 TSS1500 0.89 (0.66; 1.2) 4.5E-01
cg09982294 MTCL1 chr18 Body 1.13 (0.82; 1.55) 4.5E-01
cg21143896 GNA12 chr7 Body 1.13 (0.82; 1.56) 4.5E-01
cg26079666 BRUNOL4 chr18 Body 1.18 (0.77; 1.79) 4.5E-01
cg02855558 PTPRN2 chr7 Body 0.88 (0.63; 1.23) 4.5E-01
cg02331348 PTPRN2 chr7 Body 0.88 (0.64; 1.22) 4.5E-01
cg20166534 TNFRSF10B chr8 Body 0.87 (0.6; 1.25) 4.5E-01
cg11148491 RTN4RL1 chr17 Body 0.88 (0.64; 1.22) 4.5E-01
cg10523996 CHCHD6 chr3 5'UTR 1.14 (0.81; 1.62) 4.5E-01
cg10523996 CHCHD6 chr3 1stExon 1.14 (0.81; 1.62) 4.5E-01
cg12034641 FBXO34 chr14 5'UTR 0.76 (0.38; 1.54) 4.5E-01
cg25165908 CUX2 chr12 Body 0.86 (0.59; 1.26) 4.5E-01
cg01704609 TNFRSF19 chr13 Body 1.16 (0.8; 1.68) 4.5E-01
cg22519571 PTPRN2 chr7 Body 0.87 (0.61; 1.25) 4.5E-01
cg18564665 PHACTR1 chr6 Body 0.87 (0.6; 1.25) 4.5E-01
cg06816102 PHACTR1 chr6 Body 0.77 (0.4; 1.5) 4.5E-01
cg15252510 CSMD2 chr1 Body 0.81 (0.47; 1.4) 4.5E-01
cg14897683 FBXO34 chr14 5'UTR 1.12 (0.83; 1.51) 4.5E-01



cg18742521 TENM2 chr5 Body 1.15 (0.8; 1.66) 4.5E-01
cg09835801 FBXO36 chr2 TSS1500 1.12 (0.83; 1.52) 4.5E-01
cg15001936 PTPRN2 chr7 Body 0.87 (0.6; 1.26) 4.5E-01
cg02366856 MEIS2 chr15 Body 0.87 (0.62; 1.24) 4.5E-01
cg07830167 ACVR2A chr2 Body 0.85 (0.56; 1.29) 4.5E-01
cg24903589 PTPRS chr19 Body 1.2 (0.75; 1.91) 4.5E-01
cg13466456 PTPRU chr1 Body 0.88 (0.64; 1.22) 4.5E-01
cg10562732 ALCAM chr3 Body 1.17 (0.78; 1.73) 4.5E-01
cg19369556 CDH13 chr16 Body 1.15 (0.8; 1.65) 4.5E-01
cg27408456 CACNA1C chr12 Body 0.87 (0.62; 1.24) 4.5E-01
cg04072177 GNA12 chr7 Body 0.89 (0.67; 1.2) 4.5E-01
cg08844894 TNFRSF1B chr1 TSS200 1.12 (0.83; 1.51) 4.5E-01
cg14631706 BRUNOL4 chr18 Body 1.14 (0.81; 1.59) 4.5E-01
cg16291831 PTPRN2 chr7 3'UTR 0.88 (0.63; 1.23) 4.5E-01
cg19383680 PTPRN2 chr7 Body 0.9 (0.68; 1.18) 4.5E-01
cg03339717 PTPRN2 chr7 Body 0.89 (0.65; 1.21) 4.5E-01
cg01247275 TNRC6B chr22 Body 0.86 (0.58; 1.28) 4.5E-01
cg11523910 ZBTB20 chr3 Body 1.14 (0.81; 1.62) 4.5E-01
cg11523910 ZBTB20 chr3 5'UTR 1.14 (0.81; 1.62) 4.5E-01
cg26764094 TNRC6B chr22 Body 1.13 (0.82; 1.55) 4.5E-01
cg04807004 CPEB1 chr15 Body 1.16 (0.79; 1.69) 4.5E-01
cg04807004 CPEB1 chr15 TSS200 1.16 (0.79; 1.69) 4.5E-01
cg26389570 RTN4RL1 chr17 Body 0.84 (0.53; 1.33) 4.5E-01
cg26308704 PTPRN2 chr7 Body 1.12 (0.83; 1.52) 4.5E-01
cg27524602 ERI3 chr1 TSS1500 0.88 (0.64; 1.22) 4.5E-01
cg11602897 CUX2 chr12 Body 0.87 (0.6; 1.25) 4.5E-01
cg27503970 TXNDC9 chr2 TSS1500 1.12 (0.83; 1.5) 4.5E-01
cg05652666 PTPRN2 chr7 Body 0.89 (0.65; 1.22) 4.5E-01
cg16072969 DDHD2 chr8 TSS1500 1.12 (0.83; 1.51) 4.5E-01
cg26912910 ZBTB20 chr3 Body 1.12 (0.83; 1.53) 4.5E-01
cg26912910 ZBTB20 chr3 5'UTR 1.12 (0.83; 1.53) 4.5E-01
cg22112443 MEIS2 chr15 TSS1500 0.87 (0.61; 1.24) 4.5E-01
cg26843035 WAC chr10 TSS200 0.89 (0.65; 1.21) 4.5E-01
cg26843035 WAC chr10 TSS1500 0.89 (0.65; 1.21) 4.5E-01
cg14847818 ZBTB20 chr3 5'UTR 1.13 (0.82; 1.58) 4.5E-01
cg00028135 ZBTB20 chr3 TSS1500 0.87 (0.61; 1.25) 4.5E-01
cg00028135 ZBTB20 chr3 5'UTR 0.87 (0.61; 1.25) 4.5E-01
cg00594252 TNRC18 chr7 Body 1.16 (0.78; 1.74) 4.5E-01
cg16919827 AKAP13 chr15 Body 1.16 (0.79; 1.7) 4.5E-01
cg25667844 WWOX chr16 Body 0.89 (0.65; 1.21) 4.5E-01
cg07111829 RTN4RL2 chr11 TSS1500 0.83 (0.51; 1.35) 4.5E-01
cg00317577 CPEB1 chr15 Body 1.17 (0.78; 1.74) 4.5E-01
cg19627964 NRXN1 chr2 Body 0.88 (0.62; 1.24) 4.5E-01
cg24197303 PTPRN2 chr7 Body 0.87 (0.61; 1.25) 4.5E-01
cg24247592 AKAP13 chr15 Body 0.87 (0.61; 1.24) 4.5E-01
cg07734471 PTPRN2 chr7 Body 0.9 (0.67; 1.19) 4.5E-01
cg21823080 CNTNAP2 chr7 Body 1.12 (0.84; 1.49) 4.5E-01
cg24685239 ALCAM chr3 Body 1.18 (0.76; 1.84) 4.6E-01
cg10872126 CTNND2 chr5 Body 0.88 (0.63; 1.23) 4.6E-01
cg20153748 MTCL1 chr18 Body 1.28 (0.67; 2.48) 4.6E-01
cg05389266 PTPRN2 chr7 Body 1.11 (0.84; 1.48) 4.6E-01
cg00650953 CNTNAP2 chr7 Body 0.87 (0.62; 1.24) 4.6E-01
cg12027254 TNRC6C chr17 Body 1.16 (0.78; 1.72) 4.6E-01
cg02424630 TAOK3 chr12 5'UTR 1.13 (0.82; 1.58) 4.6E-01
cg02424630 TAOK3 chr12 1stExon 1.13 (0.82; 1.58) 4.6E-01
cg10083178 ACVR2A chr2 TSS1500 0.89 (0.64; 1.22) 4.6E-01
cg14582691 PTPRN2 chr7 Body 1.14 (0.81; 1.59) 4.6E-01
cg27185838 SMARCD3 chr7 5'UTR 1.13 (0.82; 1.55) 4.6E-01
cg06505529 CTDSPL chr3 Body 1.28 (0.67; 2.43) 4.6E-01
cg07366670 CUX2 chr12 Body 1.19 (0.75; 1.89) 4.6E-01
cg01427460 DACH1 chr13 Body 1.19 (0.75; 1.9) 4.6E-01



cg22158547 SUSD4 chr1 Body 1.14 (0.81; 1.6) 4.6E-01
cg10024240 ZNF704 chr8 Body 0.88 (0.62; 1.24) 4.6E-01
cg02980765 ATF7 chr12 Body 1.3 (0.65; 2.58) 4.6E-01
cg00493238 DCUN1D4 chr4 Body 0.86 (0.57; 1.29) 4.6E-01
cg09024808 TNRC6A chr16 Body 1.14 (0.81; 1.61) 4.6E-01
cg25816115 CSMD2 chr1 Body 1.16 (0.79; 1.7) 4.6E-01
cg17486458 PTPRN2 chr7 Body 1.14 (0.8; 1.62) 4.6E-01
cg20108695 CUX2 chr12 Body 0.87 (0.61; 1.25) 4.6E-01
cg23639257 RECQL5 chr17 TSS200 0.87 (0.61; 1.25) 4.6E-01
cg00946316 PTPRN2 chr7 Body 0.88 (0.64; 1.22) 4.6E-01
cg26227005 ELAVL4 chr1 TSS200 0.79 (0.43; 1.47) 4.6E-01
cg26227005 ELAVL4 chr1 Body 0.79 (0.43; 1.47) 4.6E-01
cg00384653 RTN4R chr22 Body 1.14 (0.81; 1.61) 4.6E-01
cg15836414 NRXN1 chr2 Body 0.87 (0.6; 1.26) 4.6E-01
cg05255531 ELAVL4 chr1 ExonBnd 1.13 (0.81; 1.58) 4.6E-01
cg05255531 ELAVL4 chr1 Body 1.13 (0.81; 1.58) 4.6E-01
cg23364632 PHACTR1 chr6 Body 0.88 (0.62; 1.24) 4.6E-01
cg09391993 CTDSP2 chr12 ExonBnd 0.89 (0.65; 1.21) 4.6E-01
cg09391993 CTDSP2 chr12 Body 0.89 (0.65; 1.21) 4.6E-01
cg13182233 ALCAM chr3 Body 1.12 (0.84; 1.49) 4.6E-01
cg26388970 WWOX chr16 Body 1.18 (0.76; 1.82) 4.6E-01
cg20388206 NOL4 chr18 Body 1.13 (0.81; 1.58) 4.6E-01
cg20388206 NOL4 chr18 TSS200 1.13 (0.81; 1.58) 4.6E-01
cg18008037 PTPRN2 chr7 Body 0.89 (0.65; 1.22) 4.6E-01
cg18778733 ERI3 chr1 Body 1.11 (0.84; 1.47) 4.6E-01
cg18778733 ERI3 chr1 5'UTR 1.11 (0.84; 1.47) 4.6E-01
cg04087039 PTPRN2 chr7 Body 1.13 (0.82; 1.56) 4.6E-01
cg16536341 CPEB1 chr15 Body 1.17 (0.78; 1.75) 4.6E-01
cg16536341 CPEB1 chr15 TSS200 1.17 (0.78; 1.75) 4.6E-01
cg16536341 CPEB1 chr15 5'UTR 1.17 (0.78; 1.75) 4.6E-01
cg19550533 RTN4RL1 chr17 Body 1.16 (0.78; 1.72) 4.6E-01
cg09466887 MEIS2 chr15 Body 0.86 (0.59; 1.27) 4.6E-01
cg08880833 ATP6V0C chr16 TSS1500 0.9 (0.67; 1.2) 4.6E-01
cg08880833 ATP6V0C chr16 TSS200 0.9 (0.67; 1.2) 4.6E-01
cg23858094 NOL4 chr18 5'UTR 1.14 (0.8; 1.63) 4.6E-01
cg23858094 NOL4 chr18 Body 1.14 (0.8; 1.63) 4.6E-01
cg21589431 PDE8A chr15 Body 1.21 (0.73; 2) 4.6E-01
cg19818512 WAC chr10 Body 0.88 (0.63; 1.24) 4.6E-01
cg03455225 UBE2E2 chr3 Body 0.88 (0.63; 1.24) 4.6E-01
cg12902896 CTDSPL chr3 Body 0.87 (0.59; 1.27) 4.6E-01
cg09162158 SMARCD3 chr7 TSS200 1.11 (0.84; 1.48) 4.6E-01
cg09162158 SMARCD3 chr7 Body 1.11 (0.84; 1.48) 4.6E-01
cg10430883 WWOX chr16 Body 1.15 (0.79; 1.67) 4.6E-01
cg06345574 PTPRN2 chr7 Body 1.23 (0.71; 2.11) 4.6E-01
cg00267078 PTPRN2 chr7 Body 0.88 (0.64; 1.23) 4.6E-01
cg22163752 TNRC6B chr22 5'UTR 0.87 (0.6; 1.26) 4.6E-01
cg19589728 PTPRN2 chr7 Body 0.88 (0.64; 1.23) 4.6E-01
cg00214171 LOC100130933 chr17 5'UTR 1.18 (0.76; 1.82) 4.6E-01
cg00214171 RECQL5 chr17 Body 1.18 (0.76; 1.82) 4.6E-01
cg26931601 SGIP1 chr1 Body 0.75 (0.35; 1.61) 4.6E-01
cg06813122 CACNA1C chr12 Body 1.12 (0.83; 1.52) 4.6E-01
cg01973778 CDH13 chr16 Body 0.88 (0.62; 1.24) 4.6E-01
cg12439789 WAC chr10 TSS1500 0.88 (0.61; 1.25) 4.6E-01
cg24558425 CSMD2 chr1 TSS200 0.88 (0.61; 1.25) 4.6E-01
cg27052402 DDHD2 chr8 TSS1500 1.12 (0.83; 1.51) 4.6E-01
cg27052402 DDHD2 chr8 TSS200 1.12 (0.83; 1.51) 4.6E-01
cg21329416 ARID1A chr1 Body 1.15 (0.79; 1.66) 4.6E-01
cg13696531 PTPRN2 chr7 Body 1.13 (0.81; 1.58) 4.6E-01
cg19854301 CDH13 chr16 Body 1.14 (0.81; 1.6) 4.6E-01
cg21413557 RTN4R chr22 TSS200 1.15 (0.79; 1.69) 4.6E-01
cg17387069 PTPRN2 chr7 Body 0.89 (0.64; 1.22) 4.6E-01



cg11797904 CTNND2 chr5 Body 0.88 (0.62; 1.25) 4.6E-01
cg11797904 CTNND2 chr5 5'UTR 0.88 (0.62; 1.25) 4.6E-01
cg00795125 TNRC18 chr7 Body 0.88 (0.63; 1.23) 4.6E-01
cg00572487 TNFRSF12A chr16 TSS1500 0.85 (0.54; 1.32) 4.6E-01
cg17550268 ALCAM chr3 TSS200 0.89 (0.66; 1.21) 4.6E-01
cg03362667 AKAP13 chr15 5'UTR 0.88 (0.63; 1.24) 4.6E-01
cg08377331 GNA12 chr7 Body 0.88 (0.63; 1.24) 4.6E-01
cg23113069 ARID1A chr1 Body 0.88 (0.62; 1.24) 4.6E-01
cg06150821 GNA12 chr7 Body 1.12 (0.82; 1.54) 4.6E-01
cg06150821 GNA12 chr7 TSS200 1.12 (0.82; 1.54) 4.6E-01
cg21178202 AKAP13 chr15 5'UTR 1.14 (0.8; 1.64) 4.6E-01
cg23676269 TNRC18 chr7 Body 1.13 (0.82; 1.55) 4.6E-01
cg03660606 PTPRN2 chr7 Body 0.87 (0.61; 1.25) 4.6E-01
cg03511031 PTPRN2 chr7 Body 0.89 (0.65; 1.22) 4.6E-01
cg07167098 RECQL chr12 TSS200 0.89 (0.64; 1.22) 4.6E-01
cg07167098 GOLT1B chr12 TSS200 0.89 (0.64; 1.22) 4.6E-01
cg00056280 GNA12 chr7 Body 0.9 (0.68; 1.19) 4.7E-01
cg00056280 GNA12 chr7 TSS200 0.9 (0.68; 1.19) 4.7E-01
cg09415485 CDH13 chr16 Body 1.12 (0.82; 1.53) 4.7E-01
cg08506924 CREBBP chr16 TSS1500 1.18 (0.76; 1.85) 4.7E-01
cg04422991 FBXO33 chr14 Body 1.14 (0.81; 1.6) 4.7E-01
cg06313349 PTPRN2 chr7 Body 0.89 (0.65; 1.22) 4.7E-01
cg04311994 PTPRS chr19 Body 1.16 (0.78; 1.72) 4.7E-01
cg04891803 ARID1A chr1 Body 0.88 (0.61; 1.25) 4.7E-01
cg01558746 TNRC18 chr7 Body 1.14 (0.81; 1.6) 4.7E-01
cg25928850 CSMD2 chr1 Body 0.88 (0.64; 1.23) 4.7E-01
cg24503966 NOL4 chr18 TSS1500 0.82 (0.48; 1.4) 4.7E-01
cg24503966 NOL4 chr18 TSS200 0.82 (0.48; 1.4) 4.7E-01
cg10528826 PTPRN2 chr7 Body 0.91 (0.71; 1.17) 4.7E-01
cg23053240 MTCL1 chr18 3'UTR 0.89 (0.66; 1.21) 4.7E-01
cg24610790 GNA12 chr7 Body 0.87 (0.6; 1.26) 4.7E-01
cg06562578 MBD5 chr2 TSS200 0.89 (0.66; 1.21) 4.7E-01
cg06562578 ORC4 chr2 TSS200 0.89 (0.66; 1.21) 4.7E-01
cg06562578 ORC4 chr2 5'UTR 0.89 (0.66; 1.21) 4.7E-01
cg03784302 PTPRN2 chr7 Body 1.14 (0.8; 1.64) 4.7E-01
cg16520955 AKAP13 chr15 TSS1500 0.87 (0.61; 1.26) 4.7E-01
cg21571594 TNRC6C chr17 TSS1500 0.89 (0.65; 1.22) 4.7E-01
cg16688681 GNA12 chr7 Body 0.89 (0.66; 1.21) 4.7E-01
cg05983758 PDE8A chr15 Body 0.89 (0.65; 1.22) 4.7E-01
cg20888184 PTPRN2 chr7 Body 0.88 (0.63; 1.24) 4.7E-01
cg16051561 CTNND2 chr5 Body 0.88 (0.62; 1.25) 4.7E-01
cg16000683 CSMD2 chr1 Body 1.19 (0.74; 1.93) 4.7E-01
cg03938187 FBXO11 chr2 Body 0.89 (0.66; 1.21) 4.7E-01
cg03417681 RTN4RL1 chr17 Body 1.21 (0.73; 2.01) 4.7E-01
cg10454937 BARX1 chr9 Body 1.12 (0.82; 1.54) 4.7E-01
cg20422160 PHACTR1 chr6 Body 1.28 (0.66; 2.47) 4.7E-01
cg19450817 TENM2 chr5 Body 0.85 (0.55; 1.31) 4.7E-01
cg03119442 WWOX chr16 Body 0.89 (0.65; 1.22) 4.7E-01
cg07132650 CDH13 chr16 Body 1.15 (0.79; 1.68) 4.7E-01
cg16784781 TNR chr1 5'UTR 0.89 (0.66; 1.21) 4.7E-01
cg15736062 PTPRN2 chr7 Body 1.13 (0.81; 1.58) 4.7E-01
cg01750200 CDH13 chr16 Body 1.14 (0.8; 1.64) 4.7E-01
cg01072588 ERI3 chr1 Body 0.88 (0.63; 1.23) 4.7E-01
cg27579805 TNRC6C chr17 3'UTR 1.16 (0.77; 1.74) 4.7E-01
cg12282391 CACNA1C chr12 5'UTR 1.13 (0.81; 1.57) 4.7E-01
cg12282391 CACNA1C chr12 1stExon 1.13 (0.81; 1.57) 4.7E-01
cg19542445 CACNA1C chr12 Body 0.86 (0.57; 1.3) 4.7E-01
cg09427131 AKAP13 chr15 Body 0.89 (0.65; 1.22) 4.7E-01
cg09427131 AKAP13 chr15 TSS1500 0.89 (0.65; 1.22) 4.7E-01
cg16670736 PTPRN2 chr7 Body 1.13 (0.81; 1.57) 4.7E-01
cg20181323 PTPRN2 chr7 Body 1.13 (0.82; 1.56) 4.7E-01



cg23383111 DMXL2 chr15 Body 0.89 (0.64; 1.23) 4.7E-01
cg17157422 CACNA1C chr12 Body 0.89 (0.64; 1.23) 4.7E-01
cg14189678 PTPRN2 chr7 Body 0.89 (0.64; 1.23) 4.7E-01
cg15705714 CSMD2 chr1 Body 0.89 (0.64; 1.23) 4.7E-01
cg15286032 PTPRN2 chr7 Body 1.12 (0.82; 1.52) 4.7E-01
cg20789821 CNTNAP2 chr7 Body 0.86 (0.58; 1.28) 4.7E-01
cg02216795 PHACTR1 chr6 Body 0.87 (0.6; 1.27) 4.7E-01
cg04826831 FBXO31 chr16 Body 1.12 (0.82; 1.54) 4.7E-01
cg08352905 CSMD2 chr1 Body 1.13 (0.81; 1.6) 4.7E-01
cg16126393 MEX3A chr1 Body 1.15 (0.78; 1.7) 4.7E-01
cg13165174 FBXO38 chr5 Body 0.88 (0.61; 1.26) 4.7E-01
cg03461725 PDE8A chr15 TSS200 1.12 (0.82; 1.52) 4.7E-01
cg13451048 ERI3 chr1 Body 0.85 (0.55; 1.32) 4.7E-01
cg00644629 PTPRU chr1 Body 1.13 (0.81; 1.59) 4.7E-01
cg04290826 PTPRN2 chr7 Body 0.89 (0.64; 1.23) 4.7E-01
cg09933021 FBXO11 chr2 Body 0.86 (0.56; 1.31) 4.7E-01
cg01911127 CACNA1C chr12 Body 0.84 (0.52; 1.36) 4.7E-01
cg15654121 CSMD2 chr1 Body 1.14 (0.8; 1.62) 4.7E-01
cg21177426 MEIS2 chr15 Body 0.85 (0.55; 1.32) 4.7E-01
cg10845249 SLC16A9 chr10 TSS1500 0.87 (0.59; 1.28) 4.7E-01
cg16441262 AKAP13 chr15 Body 1.2 (0.73; 1.96) 4.7E-01
cg05733361 PDE8A chr15 TSS1500 1.17 (0.76; 1.81) 4.7E-01
cg01207666 COL1A2 chr7 Body 1.18 (0.75; 1.84) 4.7E-01
cg03362700 DCUN1D4 chr4 TSS200 0.87 (0.59; 1.27) 4.7E-01
cg03362700 DCUN1D4 chr4 TSS1500 0.87 (0.59; 1.27) 4.7E-01
cg05514713 PHACTR1 chr6 Body 1.18 (0.75; 1.88) 4.7E-01
cg13020533 ATF7 chr12 Body 1.13 (0.81; 1.56) 4.7E-01
cg26293776 NOL4L chr20 Body 1.15 (0.79; 1.67) 4.7E-01
cg02290262 TNFRSF1B chr1 Body 0.87 (0.59; 1.27) 4.7E-01
cg09598596 PTPRN2 chr7 Body 0.89 (0.64; 1.23) 4.7E-01
cg00200563 FBXO38 chr5 5'UTR 1.14 (0.8; 1.62) 4.7E-01
cg03653377 PTPRN2 chr7 Body 0.86 (0.58; 1.29) 4.7E-01
cg06912420 ATF7IP chr12 Body 1.14 (0.8; 1.63) 4.7E-01
cg18219432 PTPRN2 chr7 Body 0.89 (0.65; 1.22) 4.7E-01
cg18328837 TSHZ3 chr19 Body 1.13 (0.81; 1.59) 4.7E-01
cg09109133 CDH13 chr16 Body 1.16 (0.77; 1.74) 4.7E-01
cg13442567 PTPRN2 chr7 Body 1.12 (0.82; 1.54) 4.7E-01
cg03320208 TENM2 chr5 Body 0.83 (0.5; 1.37) 4.7E-01
cg11237495 CTDSPL chr3 Body 0.89 (0.64; 1.23) 4.7E-01
cg21272363 CNTNAP2 chr7 Body 1.13 (0.81; 1.58) 4.7E-01
cg07152024 RNU5E-1 chr5 Body 1.14 (0.8; 1.62) 4.7E-01
cg19577395 PTPRS chr19 5'UTR 1.13 (0.81; 1.57) 4.7E-01
cg16198723 CCDC80 chr3 5'UTR 0.86 (0.57; 1.3) 4.7E-01
cg16198723 CCDC80 chr3 1stExon 0.86 (0.57; 1.3) 4.7E-01
cg12205822 CACNA1C chr12 Body 0.92 (0.74; 1.15) 4.7E-01
cg14918744 TNFRSF10D chr8 Body 0.76 (0.36; 1.62) 4.7E-01
cg22954438 UBE2E2 chr3 Body 0.9 (0.66; 1.21) 4.7E-01
cg20284283 WWOX chr16 Body 0.88 (0.61; 1.26) 4.7E-01
cg03211189 RECQL5 chr17 Body 0.87 (0.6; 1.27) 4.7E-01
cg18843803 TSHZ3 chr19 Body 1.13 (0.81; 1.56) 4.7E-01
cg12099677 ZBTB20 chr3 Body 1.13 (0.81; 1.56) 4.7E-01
cg12099677 ZBTB20 chr3 5'UTR 1.13 (0.81; 1.56) 4.7E-01
cg01801491 NRXN1 chr2 Body 1.15 (0.78; 1.71) 4.7E-01
cg12386061 CTDSPL chr3 Body 0.88 (0.63; 1.24) 4.7E-01
cg12815354 CSMD2 chr1 Body 1.15 (0.78; 1.71) 4.8E-01
cg04404543 ATF7 chr12 5'UTR 1.12 (0.82; 1.54) 4.8E-01
cg01329577 PTPRN2 chr7 Body 1.16 (0.78; 1.72) 4.8E-01
cg15391057 CTDSPL chr3 ExonBnd 0.77 (0.38; 1.57) 4.8E-01
cg15391057 CTDSPL chr3 Body 0.77 (0.38; 1.57) 4.8E-01
cg07132515 TNFRSF10B chr8 Body 1.26 (0.66; 2.41) 4.8E-01
cg00516639 SMARCD3 chr7 Body 0.87 (0.59; 1.28) 4.8E-01



cg06591777 ATF7IP2 chr16 Body 0.87 (0.6; 1.27) 4.8E-01
cg23542533 CHCHD6 chr3 Body 1.15 (0.79; 1.67) 4.8E-01
cg01224451 PTPRN2 chr7 Body 1.11 (0.83; 1.49) 4.8E-01
cg05818532 TNRC18 chr7 Body 0.89 (0.64; 1.23) 4.8E-01
cg17857260 AKAP13 chr15 5'UTR 0.81 (0.46; 1.43) 4.8E-01
cg07631341 PDE8A chr15 5'UTR 0.89 (0.66; 1.22) 4.8E-01
cg07631341 PDE8A chr15 TSS1500 0.89 (0.66; 1.22) 4.8E-01
cg05649922 ARID1A chr1 Body 1.19 (0.74; 1.92) 4.8E-01
cg00506482 CACNA1C chr12 Body 1.13 (0.8; 1.6) 4.8E-01
cg02123936 WAC chr10 TSS1500 1.13 (0.8; 1.6) 4.8E-01
cg02123936 WAC chr10 Body 1.13 (0.8; 1.6) 4.8E-01
cg02054457 TNR chr1 5'UTR 1.11 (0.83; 1.49) 4.8E-01
cg25683489 TNFRSF19 chr13 Body 0.89 (0.64; 1.24) 4.8E-01
cg03906697 TNRC18 chr7 Body 1.12 (0.82; 1.54) 4.8E-01
cg07185854 CDH11 chr16 5'UTR 0.9 (0.68; 1.2) 4.8E-01
cg14517056 TNRC18 chr7 Body 0.89 (0.66; 1.22) 4.8E-01
cg17141500 C11orf67 chr11 TSS200 1.12 (0.82; 1.54) 4.8E-01
cg25764217 GNA12 chr7 Body 1.13 (0.81; 1.58) 4.8E-01
cg13422119 PDE8A chr15 Body 0.89 (0.64; 1.23) 4.8E-01
cg01839603 GNA12 chr7 Body 1.13 (0.8; 1.6) 4.8E-01
cg04868376 CDH11 chr16 Body 1.13 (0.81; 1.57) 4.8E-01
cg17522324 MTCL1 chr18 Body 1.14 (0.79; 1.64) 4.8E-01
cg05066391 AKAP13 chr15 5'UTR 0.87 (0.59; 1.28) 4.8E-01
cg10620881 PTPRN2 chr7 Body 1.16 (0.76; 1.78) 4.8E-01
cg27141514 RECQL chr12 1stExon 1.12 (0.82; 1.55) 4.8E-01
cg27141514 GOLT1B chr12 TSS200 1.12 (0.82; 1.55) 4.8E-01
cg27141514 RECQL chr12 5'UTR 1.12 (0.82; 1.55) 4.8E-01
cg21979250 RECQL5 chr17 Body 0.73 (0.31; 1.73) 4.8E-01
cg09041207 FBXO31 chr16 Body 1.13 (0.81; 1.57) 4.8E-01
cg09041207 FBXO31 chr16 TSS1500 1.13 (0.81; 1.57) 4.8E-01
cg27104173 PTPRN2 chr7 Body 1.12 (0.81; 1.56) 4.8E-01
cg22991232 PTPRN2 chr7 Body 1.11 (0.83; 1.49) 4.8E-01
cg25390412 PTPRN2 chr7 Body 0.88 (0.62; 1.25) 4.8E-01
cg26029345 TNFRSF10C chr8 Body 0.9 (0.66; 1.22) 4.8E-01
cg13656077 POU2F1 chr1 Body 1.2 (0.72; 2.02) 4.8E-01
cg03690824 TENM2 chr5 Body 1.11 (0.83; 1.5) 4.8E-01
cg26533892 LOC101929698 chr20 Body 1.24 (0.68; 2.28) 4.8E-01
cg26533892 NOL4L chr20 Body 1.24 (0.68; 2.28) 4.8E-01
cg23972793 TNRC6C chr17 5'UTR 1.12 (0.82; 1.52) 4.8E-01
cg19679210 TNRC18 chr7 Body 0.87 (0.59; 1.28) 4.8E-01
cg17944326 PTPRN2 chr7 Body 0.88 (0.63; 1.24) 4.8E-01
cg07874127 WWOX chr16 3'UTR 1.16 (0.77; 1.73) 4.8E-01
cg10258721 COL1A2 chr7 TSS1500 1.11 (0.83; 1.47) 4.8E-01
cg23123702 TNFRSF1A chr12 Body 0.89 (0.64; 1.24) 4.8E-01
cg21611965 CACNA1C chr12 Body 1.13 (0.8; 1.6) 4.8E-01
cg03626208 CACNA1C chr12 Body 0.69 (0.24; 1.96) 4.8E-01
cg26794883 CACNA1C chr12 Body 0.87 (0.59; 1.28) 4.8E-01
cg08664323 PTPRS chr19 5'UTR 0.89 (0.63; 1.24) 4.8E-01
cg09423037 TENM2 chr5 Body 0.87 (0.59; 1.29) 4.8E-01
cg10473311 PTPRN2 chr7 Body 0.9 (0.68; 1.2) 4.8E-01
cg16337628 PEX14 chr1 Body 1.15 (0.79; 1.67) 4.8E-01
cg19803194 PTPRN2 chr7 Body 0.89 (0.63; 1.24) 4.8E-01
cg21341592 TNFRSF1A chr12 Body 1.16 (0.77; 1.73) 4.8E-01
cg13135255 CREBBP chr16 Body 0.88 (0.61; 1.26) 4.8E-01
cg26160008 TNFRSF1A chr12 5'UTR 1.15 (0.78; 1.7) 4.8E-01
cg26160008 TNFRSF1A chr12 1stExon 1.15 (0.78; 1.7) 4.8E-01
cg15935227 PTPRN2 chr7 Body 1.11 (0.84; 1.46) 4.8E-01
cg17420983 CUX2 chr12 TSS1500 1.12 (0.81; 1.55) 4.8E-01
cg09631415 CDH11 chr16 5'UTR 0.84 (0.52; 1.36) 4.8E-01
cg21488876 PTPRS chr19 Body 1.15 (0.78; 1.71) 4.8E-01
cg25975382 PTPRN2 chr7 Body 1.12 (0.81; 1.56) 4.8E-01



cg23708361 CNTNAP2 chr7 TSS200 1.21 (0.7; 2.09) 4.8E-01
cg10065825 CDH11 chr16 TSS1500 1.2 (0.73; 1.97) 4.8E-01
cg22147968 CUX2 chr12 Body 0.9 (0.66; 1.22) 4.8E-01
cg17805089 PTPRN2 chr7 Body 0.88 (0.62; 1.25) 4.8E-01
cg00339232 ERI3 chr1 Body 1.13 (0.8; 1.6) 4.8E-01
cg00339232 ERI3 chr1 5'UTR 1.13 (0.8; 1.6) 4.8E-01
cg13333401 ALCAM chr3 Body 0.88 (0.63; 1.25) 4.8E-01
cg01623503 AKAP13 chr15 Body 1.11 (0.83; 1.5) 4.8E-01
cg24176288 CACNA1C chr12 Body 0.87 (0.59; 1.28) 4.8E-01
cg05647867 PTPRN2 chr7 Body 0.89 (0.63; 1.24) 4.8E-01
cg10209886 BRUNOL4 chr18 3'UTR 0.86 (0.56; 1.32) 4.8E-01
cg06722357 AKAP13 chr15 Body 0.87 (0.58; 1.29) 4.8E-01
cg00336267 TENM2 chr5 Body 1.13 (0.8; 1.58) 4.8E-01
cg07892051 AKAP3 chr12 5'UTR 0.88 (0.61; 1.26) 4.8E-01
cg16085649 AKAP13 chr15 Body 1.13 (0.8; 1.61) 4.8E-01
cg02951552 MEX3A chr1 1stExon 1.2 (0.72; 1.99) 4.8E-01
cg14071202 ZNF704 chr8 Body 0.86 (0.57; 1.3) 4.8E-01
cg26340657 TNRC6C chr17 5'UTR 1.14 (0.78; 1.67) 4.9E-01
cg01311064 DACH1 chr13 5'UTR 0.89 (0.64; 1.24) 4.9E-01
cg01311064 DACH1 chr13 1stExon 0.89 (0.64; 1.24) 4.9E-01
cg13353646 GNA12 chr7 Body 0.88 (0.62; 1.25) 4.9E-01
cg13353646 GNA12 chr7 TSS1500 0.88 (0.62; 1.25) 4.9E-01
cg19683021 CACNA1C chr12 Body 0.83 (0.49; 1.4) 4.9E-01
cg10836779 RNU5E-1 chr5 Body 1.17 (0.75; 1.82) 4.9E-01
cg03474070 CDH13 chr16 Body 1.14 (0.79; 1.65) 4.9E-01
cg01474866 CEP350 chr1 Body 0.88 (0.62; 1.26) 4.9E-01
cg11998002 TAOK3 chr12 5'UTR 0.73 (0.3; 1.76) 4.9E-01
cg12749890 ATP8A1 chr4 Body 1.13 (0.8; 1.6) 4.9E-01
cg16518765 CACNA1C chr12 Body 1.14 (0.78; 1.67) 4.9E-01
cg24033471 CACNA1C chr12 Body 1.28 (0.64; 2.53) 4.9E-01
cg20297825 CTNND2 chr5 Body 1.17 (0.75; 1.83) 4.9E-01
cg06262098 TNRC18 chr7 Body 0.87 (0.6; 1.27) 4.9E-01
cg13184823 MTNR1A chr4 TSS200 0.85 (0.53; 1.35) 4.9E-01
cg15722484 CACNA1C chr12 Body 1.15 (0.77; 1.72) 4.9E-01
cg12218546 CACNA1C chr12 Body 0.89 (0.65; 1.23) 4.9E-01
cg07337611 TNR chr1 5'UTR 1.11 (0.82; 1.5) 4.9E-01
cg04578258 CNTNAP2 chr7 Body 1.14 (0.79; 1.62) 4.9E-01
cg09436713 CACNA1C chr12 Body 0.87 (0.58; 1.3) 4.9E-01
cg03911395 FBXO34 chr14 TSS1500 1.13 (0.81; 1.57) 4.9E-01
cg24601208 CSMD2 chr1 Body 1.13 (0.8; 1.58) 4.9E-01
cg18466320 PTPRN2 chr7 Body 1.15 (0.77; 1.72) 4.9E-01
cg05599723 TNFRSF1B chr1 Body 1.41 (0.54; 3.71) 4.9E-01
cg07927098 PTPRN2 chr7 Body 1.13 (0.8; 1.61) 4.9E-01
cg05766510 PTPRN2 chr7 Body 0.89 (0.64; 1.24) 4.9E-01
cg07969095 ACVR2A chr2 Body 1.16 (0.77; 1.74) 4.9E-01
cg17086205 PTPRN2 chr7 Body 0.88 (0.62; 1.26) 4.9E-01
cg09646181 TNRC6C chr17 Body 0.89 (0.65; 1.23) 4.9E-01
cg08450080 PTPRN2 chr7 Body 0.89 (0.64; 1.23) 4.9E-01
cg05080203 NRXN1 chr2 Body 0.89 (0.63; 1.25) 4.9E-01
cg10364137 CDH13 chr16 5'UTR 0.89 (0.63; 1.25) 4.9E-01
cg10364137 CDH13 chr16 Body 0.89 (0.63; 1.25) 4.9E-01
cg27254392 RECQL5 chr17 TSS200 0.88 (0.62; 1.25) 4.9E-01
cg06384134 PTPRN2 chr7 Body 0.88 (0.61; 1.27) 4.9E-01
cg17227156 BRUNOL4 chr18 TSS200 1.15 (0.77; 1.73) 4.9E-01
cg06716922 CREBBP chr16 Body 1.14 (0.78; 1.67) 4.9E-01
cg02140020 CACNA1C chr12 Body 0.88 (0.62; 1.26) 4.9E-01
cg24635682 PTPRU chr1 Body 0.87 (0.59; 1.29) 4.9E-01
cg21626820 TNFRSF10C chr8 TSS1500 0.89 (0.65; 1.23) 4.9E-01
cg18806606 CACNA1C chr12 Body 1.14 (0.79; 1.64) 4.9E-01
cg13237096 FBXO32 chr8 TSS1500 1.13 (0.8; 1.58) 4.9E-01
cg13237096 FBXO32 chr8 Body 1.13 (0.8; 1.58) 4.9E-01



cg16916578 PTPRN2 chr7 Body 0.9 (0.66; 1.22) 4.9E-01
cg01317470 FBXO11 chr2 Body 0.89 (0.65; 1.23) 4.9E-01
cg13470673 ZBTB20 chr3 TSS1500 0.91 (0.69; 1.19) 4.9E-01
cg13470673 ZBTB20 chr3 5'UTR 0.91 (0.69; 1.19) 4.9E-01
cg06638113 CNTNAP2 chr7 Body 1.13 (0.8; 1.59) 4.9E-01
cg06315569 PTPRN2 chr7 Body 0.89 (0.63; 1.24) 4.9E-01
cg15701795 TENM2 chr5 Body 1.15 (0.77; 1.71) 4.9E-01
cg19209689 BRUNOL4 chr18 Body 0.89 (0.64; 1.24) 4.9E-01
cg12914511 PTPRN2 chr7 Body 1.13 (0.8; 1.61) 4.9E-01
cg25113157 CUX2 chr12 Body 1.16 (0.76; 1.78) 4.9E-01
cg16048517 CTNND2 chr5 TSS1500 1.13 (0.8; 1.61) 4.9E-01
cg00350861 CDH13 chr16 Body 0.9 (0.65; 1.23) 4.9E-01
cg10238675 CUX2 chr12 Body 0.88 (0.61; 1.27) 4.9E-01
cg26643724 RNU5E-1 chr5 Body 1.11 (0.82; 1.5) 4.9E-01
cg20294763 TAOK3 chr12 Body 1.16 (0.76; 1.78) 4.9E-01
cg10148614 CDH13 chr16 Body 0.89 (0.63; 1.25) 4.9E-01
cg06715974 RAP1B chr12 5'UTR 0.78 (0.39; 1.57) 4.9E-01
cg17299156 TNRC6B chr22 Body 0.9 (0.66; 1.22) 4.9E-01
cg03884572 CUX2 chr12 Body 0.83 (0.49; 1.41) 4.9E-01
cg02069674 CDH13 chr16 TSS1500 0.9 (0.66; 1.22) 4.9E-01
cg15050577 ARID1A chr1 Body 1.12 (0.82; 1.52) 4.9E-01
cg02342962 TENM2 chr5 Body 0.86 (0.57; 1.31) 4.9E-01
cg16915396 ZNF704 chr8 Body 1.17 (0.74; 1.85) 4.9E-01
cg04379563 FBXO31 chr16 Body 0.9 (0.66; 1.22) 4.9E-01
cg14550163 CUX2 chr12 Body 0.88 (0.62; 1.26) 4.9E-01
cg26551569 FBXO36 chr2 Body 0.88 (0.62; 1.26) 4.9E-01
cg15031003 TNRC6B chr22 5'UTR 1.14 (0.79; 1.65) 4.9E-01
cg08899920 PTPRN2 chr7 Body 1.12 (0.81; 1.56) 4.9E-01
cg12071044 PTPRN2 chr7 Body 1.14 (0.79; 1.64) 4.9E-01
cg08285768 AKAP13 chr15 Body 1.13 (0.8; 1.6) 4.9E-01
cg25318189 GNA12 chr7 Body 1.23 (0.68; 2.2) 4.9E-01
cg02041594 WWOX chr16 Body 0.89 (0.63; 1.24) 4.9E-01
cg00501869 PTPRN2 chr7 Body 0.89 (0.63; 1.25) 4.9E-01
cg07766424 WWOX chr16 Body 1.13 (0.8; 1.58) 4.9E-01
cg06640607 FBXO31 chr16 Body 0.89 (0.62; 1.25) 4.9E-01
cg02006615 PTPRN2 chr7 Body 0.88 (0.62; 1.26) 4.9E-01
cg07344315 RAP1B chr12 3'UTR 0.87 (0.57; 1.31) 4.9E-01
cg14410548 CUX2 chr12 Body 0.81 (0.43; 1.49) 4.9E-01
cg06769918 PHACTR1 chr6 Body 0.88 (0.62; 1.26) 4.9E-01
cg12466737 BRUNOL4 chr18 TSS1500 0.87 (0.6; 1.28) 4.9E-01
cg22205276 TNFRSF11A chr18 3'UTR 0.9 (0.68; 1.21) 4.9E-01
cg25783932 HMGB4 chr1 TSS1500 1.14 (0.78; 1.66) 4.9E-01
cg25783932 CSMD2 chr1 Body 1.14 (0.78; 1.66) 4.9E-01
cg23105471 CTDSP2 chr12 TSS1500 1.12 (0.8; 1.57) 4.9E-01
cg01585418 FBXO31 chr16 5'UTR 1.14 (0.78; 1.69) 4.9E-01
cg23168450 TNFRSF11B chr8 Body 0.88 (0.6; 1.28) 4.9E-01
cg14136612 DMXL2 chr15 ExonBnd 1.11 (0.82; 1.51) 4.9E-01
cg14136612 DMXL2 chr15 Body 1.11 (0.82; 1.51) 4.9E-01
cg15423944 ALCAM chr3 Body 0.89 (0.64; 1.24) 4.9E-01
cg05749717 CNTNAP2 chr7 TSS200 0.89 (0.65; 1.23) 4.9E-01
cg03356492 BRUNOL4 chr18 Body 1.11 (0.82; 1.5) 4.9E-01
cg00828341 SUGCT chr7 Body 1.11 (0.82; 1.52) 4.9E-01
cg04830658 WAC chr10 Body 0.89 (0.63; 1.25) 4.9E-01
cg24273728 ALCAM chr3 Body 0.87 (0.57; 1.31) 4.9E-01
cg22666828 BRUNOL4 chr18 Body 0.86 (0.55; 1.33) 5.0E-01
cg02566627 CTDSP2 chr12 Body 1.17 (0.74; 1.85) 5.0E-01
cg25080630 COL5A2 chr2 Body 1.13 (0.79; 1.61) 5.0E-01
cg01829623 CSMD2 chr1 Body 0.83 (0.49; 1.41) 5.0E-01
cg24705093 CPEB1 chr15 Body 0.9 (0.66; 1.22) 5.0E-01
cg24705093 CPEB1 chr15 5'UTR 0.9 (0.66; 1.22) 5.0E-01
cg03970229 MTNR1B chr11 TSS1500 0.87 (0.59; 1.29) 5.0E-01



cg22200667 FBXO36 chr2 Body 1.12 (0.81; 1.56) 5.0E-01
cg13217862 PTPRN2 chr7 Body 1.12 (0.81; 1.55) 5.0E-01
cg18247748 TNFRSF11A chr18 Body 0.87 (0.58; 1.3) 5.0E-01
cg02819835 CSMD2 chr1 Body 0.89 (0.63; 1.25) 5.0E-01
cg15788591 WAC chr10 Body 1.12 (0.8; 1.57) 5.0E-01
cg00035220 PTPRN2 chr7 Body 0.9 (0.65; 1.23) 5.0E-01
cg26584734 CACNA1C chr12 Body 0.87 (0.58; 1.31) 5.0E-01
cg17280671 ATP8A1 chr4 Body 1.12 (0.81; 1.53) 5.0E-01
cg21266943 SMARCD3 chr7 TSS1500 0.85 (0.54; 1.35) 5.0E-01
cg21266943 SMARCD3 chr7 Body 0.85 (0.54; 1.35) 5.0E-01
cg17425144 PEX14 chr1 Body 0.9 (0.67; 1.22) 5.0E-01
cg06740765 TENM2 chr5 Body 1.14 (0.78; 1.65) 5.0E-01
cg24887139 CNTNAP2 chr7 5'UTR 1.13 (0.79; 1.64) 5.0E-01
cg24887139 CNTNAP2 chr7 1stExon 1.13 (0.79; 1.64) 5.0E-01
cg02954903 CCDC80 chr3 5'UTR 1.15 (0.77; 1.7) 5.0E-01
cg02954903 CCDC80 chr3 1stExon 1.15 (0.77; 1.7) 5.0E-01
cg01878960 PTPRN2 chr7 Body 1.14 (0.79; 1.64) 5.0E-01
cg04177845 PTPRN2 chr7 Body 1.12 (0.8; 1.56) 5.0E-01
cg00264419 TNFRSF10B chr8 Body 0.88 (0.61; 1.28) 5.0E-01
cg13099374 POU2F1 chr1 Body 1.12 (0.81; 1.56) 5.0E-01
cg22337375 PTPRN2 chr7 Body 0.9 (0.65; 1.23) 5.0E-01
cg25326688 TENM2 chr5 Body 1.17 (0.74; 1.84) 5.0E-01
cg06819775 RAP1B chr12 TSS1500 1.15 (0.76; 1.75) 5.0E-01
cg23296792 FBXO38 chr5 Body 0.74 (0.3; 1.79) 5.0E-01
cg22557044 TNFRSF19 chr13 Body 0.89 (0.62; 1.26) 5.0E-01
cg24154853 PTPRN2 chr7 Body 0.9 (0.67; 1.22) 5.0E-01
cg12811648 CHFR chr12 Body 1.11 (0.81; 1.52) 5.0E-01
cg12211161 PTPRN2 chr7 Body 0.89 (0.62; 1.26) 5.0E-01
cg01172766 GNA12 chr7 Body 0.9 (0.67; 1.22) 5.0E-01
cg03506452 CHFR chr12 Body 0.87 (0.58; 1.3) 5.0E-01
cg02187889 CSMD2 chr1 Body 0.89 (0.63; 1.25) 5.0E-01
cg20085311 PEX14 chr1 TSS200 1.12 (0.81; 1.53) 5.0E-01
cg13878705 PTPRN2 chr7 Body 1.13 (0.8; 1.59) 5.0E-01
cg13792714 ZBTB20 chr3 TSS1500 0.88 (0.61; 1.27) 5.0E-01
cg13792714 ZBTB20 chr3 5'UTR 0.88 (0.61; 1.27) 5.0E-01
cg10451116 MEIS2 chr15 Body 0.84 (0.51; 1.39) 5.0E-01
cg08135950 FBXO31 chr16 Body 0.89 (0.64; 1.24) 5.0E-01
cg01834541 PEX14 chr1 Body 1.12 (0.81; 1.55) 5.0E-01
cg02472077 SUGCT chr7 Body 1.15 (0.77; 1.73) 5.0E-01
cg12594341 NRXN1 chr2 Body 0.89 (0.63; 1.25) 5.0E-01
cg04222499 SUSD4 chr1 Body 1.12 (0.8; 1.58) 5.0E-01
cg07674974 ARID1A chr1 Body 0.88 (0.62; 1.27) 5.0E-01
cg02738205 CDH13 chr16 Body 1.13 (0.79; 1.62) 5.0E-01
cg04152151 MBD5 chr2 TSS200 0.87 (0.59; 1.3) 5.0E-01
cg13819611 CDH13 chr16 Body 1.18 (0.73; 1.88) 5.0E-01
cg07799043 CPEB1 chr15 TSS200 0.87 (0.57; 1.32) 5.0E-01
cg07799043 CPEB1 chr15 Body 0.87 (0.57; 1.32) 5.0E-01
cg21203781 NRXN1 chr2 Body 0.89 (0.64; 1.24) 5.0E-01
cg16681083 ERI3 chr1 Body 1.13 (0.79; 1.61) 5.0E-01
cg18251245 FBXO34 chr14 TSS1500 0.89 (0.64; 1.24) 5.0E-01
cg18251245 FBXO34 chr14 TSS200 0.89 (0.64; 1.24) 5.0E-01
cg27563529 ATF7 chr12 3'UTR 0.9 (0.66; 1.22) 5.0E-01
cg13552669 TENM2 chr5 Body 1.2 (0.71; 2.03) 5.0E-01
cg03452105 PTPRN2 chr7 Body 0.9 (0.66; 1.22) 5.0E-01
cg11989218 CHFR chr12 Body 1.13 (0.79; 1.61) 5.0E-01
cg02732509 CTDSP2 chr12 TSS1500 0.89 (0.64; 1.25) 5.0E-01
cg21082130 PTPRN2 chr7 Body 0.9 (0.67; 1.21) 5.0E-01
cg23998942 CNTNAP2 chr7 Body 1.17 (0.74; 1.84) 5.0E-01
cg06405602 WWOX chr16 Body 0.88 (0.6; 1.28) 5.0E-01
cg01560476 TNRC6A chr16 Body 0.88 (0.59; 1.29) 5.0E-01
cg17755498 CDH13 chr16 5'UTR 1.12 (0.8; 1.58) 5.0E-01



cg17755498 CDH13 chr16 Body 1.12 (0.8; 1.58) 5.0E-01
cg15831500 TNRC6C chr17 5'UTR 0.9 (0.67; 1.22) 5.0E-01
cg22859370 GNA12 chr7 Body 1.11 (0.81; 1.52) 5.0E-01
cg24221919 PTPRN2 chr7 Body 0.9 (0.66; 1.23) 5.0E-01
cg12144100 PTPRN2 chr7 Body 0.89 (0.63; 1.25) 5.0E-01
cg16495212 CPEB1 chr15 TSS1500 1.16 (0.75; 1.8) 5.0E-01
cg03923850 CACNA1C chr12 Body 0.88 (0.6; 1.29) 5.0E-01
cg01782059 ERI3 chr1 Body 0.9 (0.65; 1.24) 5.0E-01
cg27181306 EIF2S1 chr14 Body 0.86 (0.55; 1.34) 5.0E-01
cg20159095 PTPRN2 chr7 Body 0.87 (0.58; 1.31) 5.0E-01
cg05013250 ZFP91 chr11 TSS1500 0.9 (0.66; 1.23) 5.0E-01
cg22324780 NRXN1 chr2 Body 0.9 (0.65; 1.23) 5.0E-01
cg26226356 CUX2 chr12 Body 0.88 (0.59; 1.29) 5.0E-01
cg06338499 BRUNOL4 chr18 Body 1.11 (0.82; 1.51) 5.1E-01
cg06410025 PHACTR1 chr6 Body 1.12 (0.81; 1.55) 5.1E-01
cg04681020 AKAP13 chr15 Body 0.89 (0.63; 1.26) 5.1E-01
cg15428496 CTDSPL chr3 Body 1.22 (0.68; 2.22) 5.1E-01
cg09425164 PDE8A chr15 Body 1.14 (0.78; 1.65) 5.1E-01
cg23686623 ORC4 chr2 Body 1.13 (0.78; 1.64) 5.1E-01
cg23631211 NRXN1 chr2 Body 1.13 (0.79; 1.62) 5.1E-01
cg06806214 FBXO31 chr16 Body 1.12 (0.81; 1.55) 5.1E-01
cg09608412 PTPRN2 chr7 Body 1.11 (0.82; 1.51) 5.1E-01
cg11615758 PHACTR1 chr6 Body 1.12 (0.8; 1.55) 5.1E-01
cg23369234 CACNA1C chr12 Body 0.89 (0.62; 1.26) 5.1E-01
cg19004608 PTPRS chr19 5'UTR 0.87 (0.58; 1.31) 5.1E-01
cg23127000 RTN4 chr2 Body 1.11 (0.82; 1.5) 5.1E-01
cg24902750 TNRC18 chr7 Body 1.13 (0.79; 1.6) 5.1E-01
cg23315282 SUGCT chr7 Body 0.87 (0.59; 1.3) 5.1E-01
cg26267333 CDH13 chr16 Body 1.15 (0.76; 1.74) 5.1E-01
cg10249637 PTPRN2 chr7 Body 0.88 (0.61; 1.28) 5.1E-01
cg04865442 FSTL1 chr3 Body 1.14 (0.78; 1.65) 5.1E-01
cg23564028 CDH11 chr16 TSS200 1.15 (0.76; 1.74) 5.1E-01
cg01084990 CDH11 chr16 5'UTR 1.1 (0.82; 1.48) 5.1E-01
cg20924136 FBXO36 chr2 Body 1.17 (0.73; 1.88) 5.1E-01
cg04597111 PDE8A chr15 TSS200 1.15 (0.76; 1.73) 5.1E-01
cg26782884 MBD5 chr2 5'UTR 1.12 (0.8; 1.58) 5.1E-01
cg01954514 CHFR chr12 Body 0.9 (0.67; 1.22) 5.1E-01
cg04864538 PTPRN2 chr7 Body 1.12 (0.8; 1.59) 5.1E-01
cg12750730 TAOK3 chr12 5'UTR 1.26 (0.63; 2.52) 5.1E-01
cg22425438 PTPRN2 chr7 Body 1.11 (0.82; 1.5) 5.1E-01
cg17290573 FBXO34 chr14 5'UTR 0.89 (0.63; 1.26) 5.1E-01
cg07146799 MEIS2 chr15 Body 0.9 (0.66; 1.23) 5.1E-01
cg23794377 RTN4 chr2 Body 1.13 (0.79; 1.63) 5.1E-01
cg08838522 CHCHD6 chr3 Body 1.24 (0.65; 2.37) 5.1E-01
cg11619216 LOC100130933 chr17 TSS1500 1.2 (0.7; 2.08) 5.1E-01
cg11619216 RECQL5 chr17 Body 1.2 (0.7; 2.08) 5.1E-01
cg18767547 SCAF8 chr6 Body 0.9 (0.65; 1.24) 5.1E-01
cg20083900 PTPRN2 chr7 Body 0.88 (0.61; 1.27) 5.1E-01
cg05755118 TNFRSF19 chr13 TSS1500 0.89 (0.63; 1.26) 5.1E-01
cg04508331 SLC16A9 chr10 5'UTR 0.86 (0.55; 1.35) 5.1E-01
cg09271709 NRXN1 chr2 Body 1.14 (0.77; 1.7) 5.1E-01
cg15012247 TNRC6B chr22 Body 0.89 (0.62; 1.27) 5.1E-01
cg05581460 PTPRN2 chr7 Body 0.89 (0.64; 1.25) 5.1E-01
cg12773464 PTPRN2 chr7 Body 1.13 (0.79; 1.6) 5.1E-01
cg02350414 CUX2 chr12 Body 1.17 (0.73; 1.87) 5.1E-01
cg25557995 CACNA1C chr12 Body 0.88 (0.62; 1.27) 5.1E-01
cg24207009 TNRC6C chr17 5'UTR 1.18 (0.73; 1.9) 5.1E-01
cg03328711 PTPRN2 chr7 Body 0.9 (0.66; 1.23) 5.1E-01
cg23521476 TNRC6B chr22 3'UTR 1.12 (0.8; 1.56) 5.1E-01
cg13671412 PTPRS chr19 5'UTR 1.1 (0.83; 1.45) 5.1E-01
cg21684809 GNA12 chr7 Body 0.89 (0.64; 1.25) 5.1E-01



cg21684809 GNA12 chr7 TSS200 0.89 (0.64; 1.25) 5.1E-01
cg26160492 CTDSPL chr3 Body 0.88 (0.61; 1.28) 5.1E-01
cg05510129 CACNA1C chr12 Body 1.13 (0.78; 1.63) 5.1E-01
cg26392691 DMXL2 chr15 TSS200 1.12 (0.8; 1.57) 5.1E-01
cg02536793 TENM2 chr5 Body 0.86 (0.54; 1.36) 5.1E-01
cg24351649 TNRC18 chr7 TSS1500 0.9 (0.66; 1.23) 5.1E-01
cg04059568 PTPRN2 chr7 Body 0.87 (0.56; 1.33) 5.1E-01
cg24866457 CACNA1C chr12 TSS200 1.12 (0.8; 1.55) 5.1E-01
cg16395205 CREBBP chr16 Body 1.12 (0.8; 1.57) 5.1E-01
cg27611274 PTPRN2 chr7 Body 0.89 (0.63; 1.26) 5.1E-01
cg24455950 TAOK3 chr12 Body 0.88 (0.61; 1.28) 5.1E-01
cg07577569 CHD6 chr20 5'UTR 1.12 (0.8; 1.57) 5.1E-01
cg11977326 ERI3 chr1 TSS200 0.9 (0.66; 1.23) 5.1E-01
cg06031500 CTDSP2 chr12 Body 0.9 (0.67; 1.22) 5.1E-01
cg05650416 CACNA1C chr12 Body 1.15 (0.76; 1.75) 5.1E-01
cg11968625 FBXO32 chr8 3'UTR 0.91 (0.69; 1.21) 5.1E-01
cg14178347 PTPRN2 chr7 Body 1.12 (0.8; 1.55) 5.1E-01
cg02559817 WWOX chr16 Body 1.13 (0.78; 1.66) 5.1E-01
cg06386789 CDH13 chr16 5'UTR 0.89 (0.64; 1.25) 5.1E-01
cg06386789 CDH13 chr16 Body 0.89 (0.64; 1.25) 5.1E-01
cg14791846 CDH13 chr16 Body 0.87 (0.58; 1.31) 5.1E-01
cg22955774 CSMD2 chr1 Body 0.9 (0.65; 1.24) 5.1E-01
cg03163469 CSMD2 chr1 Body 1.12 (0.79; 1.6) 5.1E-01
cg04363087 TENM2 chr5 Body 0.89 (0.64; 1.25) 5.1E-01
cg12583927 SLC16A9 chr10 TSS200 0.89 (0.62; 1.27) 5.1E-01
cg03147861 PTPRN2 chr7 Body 0.89 (0.64; 1.25) 5.1E-01
cg09438147 UNC80 chr2 TSS200 1.16 (0.75; 1.8) 5.1E-01
cg06531613 CDH13 chr16 Body 0.89 (0.64; 1.25) 5.1E-01
cg02680629 FBXO38 chr5 5'UTR 1.12 (0.8; 1.57) 5.1E-01
cg02680629 FBXO38 chr5 1stExon 1.12 (0.8; 1.57) 5.1E-01
cg06225294 ZBTB20 chr3 5'UTR 0.91 (0.68; 1.22) 5.1E-01
cg06225294 ZBTB20 chr3 1stExon 0.91 (0.68; 1.22) 5.1E-01
cg21121024 RTN4RL2 chr11 TSS1500 0.9 (0.66; 1.23) 5.1E-01
cg20797106 PTPRN2 chr7 Body 0.91 (0.68; 1.21) 5.1E-01
cg25513800 CPEB1 chr15 Body 0.89 (0.63; 1.26) 5.1E-01
cg10753101 PTPRN2 chr7 Body 1.11 (0.81; 1.54) 5.1E-01
cg07676894 PTPRS chr19 Body 1.2 (0.69; 2.09) 5.1E-01
cg23454082 RTN4 chr2 Body 0.91 (0.68; 1.22) 5.1E-01
cg23454082 RTN4 chr2 5'UTR 0.91 (0.68; 1.22) 5.1E-01
cg00369443 PTPRN2 chr7 Body 1.11 (0.81; 1.52) 5.1E-01
cg06769759 CTNND2 chr5 Body 0.9 (0.65; 1.24) 5.2E-01
cg06769759 CTNND2 chr5 5'UTR 0.9 (0.65; 1.24) 5.2E-01
cg06769759 CTNND2 chr5 TSS1500 0.9 (0.65; 1.24) 5.2E-01
cg16544621 PHACTR1 chr6 Body 1.16 (0.74; 1.8) 5.2E-01
cg19212465 PTPRN2 chr7 Body 0.84 (0.5; 1.41) 5.2E-01
cg00298331 ELAVL4 chr1 Body 1.14 (0.77; 1.7) 5.2E-01
cg22560123 RTN4RL2 chr11 TSS1500 1.12 (0.79; 1.59) 5.2E-01
cg02704570 PTPRN2 chr7 Body 1.29 (0.6; 2.76) 5.2E-01
cg17138775 MTCL1 chr18 Body 1.11 (0.8; 1.54) 5.2E-01
cg06638529 ERI3 chr1 Body 0.77 (0.34; 1.72) 5.2E-01
cg18816701 CACNA1C chr12 Body 1.13 (0.78; 1.65) 5.2E-01
cg09134946 PTPRN2 chr7 Body 1.12 (0.8; 1.57) 5.2E-01
cg20852862 RNU5E-1 chr5 Body 1.09 (0.83; 1.43) 5.2E-01
cg26238835 TSHZ3 chr19 Body 1.22 (0.66; 2.26) 5.2E-01
cg18964988 CUX2 chr12 TSS1500 0.9 (0.66; 1.23) 5.2E-01
cg21227048 TNRC18 chr7 TSS200 0.9 (0.67; 1.23) 5.2E-01
cg09315468 DDHD2 chr8 5'UTR 0.91 (0.69; 1.21) 5.2E-01
cg09315468 DDHD2 chr8 1stExon 0.91 (0.69; 1.21) 5.2E-01
cg25950036 PTPRN2 chr7 Body 0.89 (0.64; 1.26) 5.2E-01
cg08720527 PTPRU chr1 Body 0.87 (0.57; 1.33) 5.2E-01
cg26924544 PHACTR1 chr6 Body 0.87 (0.58; 1.32) 5.2E-01



cg14864243 CDH13 chr16 5'UTR 0.89 (0.63; 1.26) 5.2E-01
cg14864243 CDH13 chr16 Body 0.89 (0.63; 1.26) 5.2E-01
cg11282531 MEIS2 chr15 TSS200 1.14 (0.77; 1.69) 5.2E-01
cg11282531 MEIS2 chr15 TSS1500 1.14 (0.77; 1.69) 5.2E-01
cg07635106 CHD6 chr20 TSS200 0.9 (0.65; 1.24) 5.2E-01
cg18479082 PTPRN2 chr7 Body 0.9 (0.64; 1.25) 5.2E-01
cg06196755 TSHZ3 chr19 Body 1.13 (0.78; 1.62) 5.2E-01
cg24107979 BRUNOL4 chr18 TSS1500 0.89 (0.63; 1.26) 5.2E-01
cg16338347 ALCAM chr3 TSS1500 1.11 (0.81; 1.53) 5.2E-01
cg16278635 CDH13 chr16 5'UTR 1.13 (0.78; 1.64) 5.2E-01
cg16278635 CDH13 chr16 Body 1.13 (0.78; 1.64) 5.2E-01
cg16640149 FBXO38 chr5 3'UTR 1.12 (0.8; 1.56) 5.2E-01
cg10501306 ZBTB20 chr3 Body 0.88 (0.6; 1.3) 5.2E-01
cg10501306 ZBTB20 chr3 5'UTR 0.88 (0.6; 1.3) 5.2E-01
cg15059013 TNFRSF19 chr13 Body 1.1 (0.83; 1.46) 5.2E-01
cg19128364 PTPRN2 chr7 Body 0.91 (0.68; 1.22) 5.2E-01
cg22322562 NRXN1 chr2 Body 1.12 (0.79; 1.58) 5.2E-01
cg11523366 GNA12 chr7 Body 1.19 (0.71; 1.99) 5.2E-01
cg21080591 PTPRN2 chr7 Body 1.27 (0.61; 2.66) 5.2E-01
cg06892918 ATF7 chr12 Body 1.1 (0.82; 1.48) 5.2E-01
cg01565905 FBXO34 chr14 5'UTR 0.91 (0.67; 1.22) 5.2E-01
cg20777401 CACNA1C chr12 Body 0.88 (0.59; 1.3) 5.2E-01
cg12582957 PTPRN2 chr7 Body 1.11 (0.8; 1.54) 5.2E-01
cg03376719 ALCAM chr3 Body 0.9 (0.67; 1.23) 5.2E-01
cg19593401 CCDC80 chr3 TSS1500 0.88 (0.59; 1.3) 5.2E-01
cg08524986 ORC4 chr2 Body 0.88 (0.6; 1.3) 5.2E-01
cg15463900 DACH1 chr13 Body 0.88 (0.6; 1.3) 5.2E-01
cg12057517 WAC chr10 Body 0.89 (0.61; 1.28) 5.2E-01
cg04619806 NOL4L chr20 Body 1.19 (0.7; 2.03) 5.2E-01
cg09762932 NOL4L chr20 Body 1.12 (0.8; 1.56) 5.2E-01
cg01286385 CHD6 chr20 Body 0.91 (0.69; 1.21) 5.2E-01
cg03209809 CHCHD6 chr3 TSS1500 1.14 (0.76; 1.71) 5.2E-01
cg08414888 PTPRN2 chr7 Body 0.9 (0.65; 1.24) 5.2E-01
cg01063935 PEX14 chr1 Body 0.9 (0.66; 1.24) 5.2E-01
cg00957585 AKAP13 chr15 Body 1.13 (0.78; 1.64) 5.2E-01
cg18035136 PHACTR1 chr6 1stExon 1.11 (0.81; 1.53) 5.2E-01
cg18035136 PHACTR1 chr6 5'UTR 1.11 (0.81; 1.53) 5.2E-01
cg14242405 PTPRN2 chr7 Body 0.89 (0.62; 1.27) 5.2E-01
cg02952905 DNAI2 chr17 Body 1.19 (0.69; 2.06) 5.2E-01
cg21501616 DCUN1D4 chr4 TSS1500 0.9 (0.65; 1.25) 5.2E-01
cg10407598 RECQL5 chr17 Body 0.89 (0.63; 1.26) 5.2E-01
cg01939872 TXNDC9 chr2 Body 0.89 (0.63; 1.26) 5.2E-01
cg02172395 ARID1A chr1 Body 1.11 (0.81; 1.52) 5.2E-01
cg09838302 TNRC6B chr22 Body 0.88 (0.61; 1.29) 5.2E-01
cg10392281 CNTF chr11 TSS1500 1.14 (0.76; 1.71) 5.2E-01
cg25981546 PTPRN2 chr7 Body 0.9 (0.65; 1.24) 5.2E-01
cg09603030 CSMD2 chr1 Body 0.89 (0.62; 1.28) 5.2E-01
cg10963021 CREBBP chr16 Body 0.89 (0.63; 1.27) 5.2E-01
cg19746375 PTPRN2 chr7 Body 0.89 (0.63; 1.26) 5.2E-01
cg08916844 CDH13 chr16 Body 0.91 (0.67; 1.22) 5.2E-01
cg05947666 SGIP1 chr1 Body 0.9 (0.65; 1.25) 5.2E-01
cg02735685 ATF7 chr12 Body 1.4 (0.5; 3.98) 5.2E-01
cg01239944 GNA12 chr7 Body 0.88 (0.59; 1.31) 5.2E-01
cg25030888 SGIP1 chr1 Body 1.11 (0.8; 1.56) 5.2E-01
cg05753823 FBXO38 chr5 Body 1.12 (0.79; 1.59) 5.2E-01
cg27560690 FBXO11 chr2 5'UTR 1.11 (0.81; 1.51) 5.2E-01
cg10001715 WWOX chr16 Body 1.2 (0.69; 2.1) 5.2E-01
cg01534527 CTDSPL chr3 Body 0.83 (0.46; 1.48) 5.2E-01
cg14691671 LOC100130933 chr17 TSS200 0.78 (0.36; 1.69) 5.2E-01
cg14691671 RECQL5 chr17 Body 0.78 (0.36; 1.69) 5.2E-01
cg26859186 PTPRN2 chr7 Body 0.91 (0.68; 1.22) 5.2E-01



cg04373993 PTPRN2 chr7 Body 0.9 (0.66; 1.24) 5.2E-01
cg23064424 ZBTB20 chr3 ExonBnd 0.89 (0.63; 1.27) 5.2E-01
cg23064424 ZBTB20 chr3 Body 0.89 (0.63; 1.27) 5.2E-01
cg23064424 ZBTB20 chr3 5'UTR 0.89 (0.63; 1.27) 5.2E-01
cg15865069 PTPRN2 chr7 Body 1.13 (0.78; 1.63) 5.2E-01
cg12350325 CACNA1C chr12 3'UTR 0.91 (0.68; 1.22) 5.2E-01
cg05622865 NOL4L chr20 TSS1500 1.1 (0.83; 1.45) 5.2E-01
cg26675336 AKAP13 chr15 Body 0.9 (0.64; 1.26) 5.2E-01
cg11215154 NRXN1 chr2 Body 0.88 (0.6; 1.29) 5.2E-01
cg26856583 FBXO31 chr16 TSS200 0.88 (0.61; 1.29) 5.2E-01
cg01722003 CNTNAP2 chr7 Body 0.91 (0.68; 1.21) 5.2E-01
cg13666648 ZBTB20 chr3 5'UTR 0.88 (0.6; 1.29) 5.2E-01
cg24433341 DNAI2 chr17 5'UTR 0.91 (0.67; 1.23) 5.3E-01
cg17255756 DDHD2 chr8 Body 0.89 (0.62; 1.28) 5.3E-01
cg00756092 CACNA1C chr12 Body 0.87 (0.57; 1.33) 5.3E-01
cg03375049 CDH13 chr16 Body 1.18 (0.7; 1.99) 5.3E-01
cg14419740 PTPRN2 chr7 Body 0.9 (0.64; 1.26) 5.3E-01
cg26510723 PTPRN2 chr7 Body 0.91 (0.66; 1.23) 5.3E-01
cg20603821 PTPRN2 chr7 Body 1.13 (0.77; 1.67) 5.3E-01
cg16909365 POU2F1 chr1 Body 1.14 (0.76; 1.71) 5.3E-01
cg07208565 UBE2E2 chr3 Body 1.11 (0.8; 1.53) 5.3E-01
cg07720188 TNFRSF19 chr13 TSS1500 0.9 (0.65; 1.25) 5.3E-01
cg03767699 RTN4RL1 chr17 Body 1.13 (0.78; 1.63) 5.3E-01
cg12855461 TNFRSF19 chr13 5'UTR 0.9 (0.64; 1.26) 5.3E-01
cg03091738 CTDSP2 chr12 Body 0.89 (0.63; 1.27) 5.3E-01
cg24861859 TNR chr1 5'UTR 0.9 (0.64; 1.25) 5.3E-01
cg05382123 CSMD2 chr1 TSS1500 0.88 (0.6; 1.3) 5.3E-01
cg13794881 FSTL1 chr3 Body 0.9 (0.64; 1.26) 5.3E-01
cg05465821 NOL4L chr20 Body 0.68 (0.2; 2.26) 5.3E-01
cg16792948 TNRC6A chr16 TSS200 0.9 (0.64; 1.26) 5.3E-01
cg00940546 ZNF704 chr8 5'UTR 1.19 (0.69; 2.07) 5.3E-01
cg05979433 CUX2 chr12 Body 1.1 (0.81; 1.51) 5.3E-01
cg26100303 ZBTB20 chr3 5'UTR 1.12 (0.78; 1.62) 5.3E-01
cg15014137 ZNF704 chr8 Body 1.16 (0.73; 1.83) 5.3E-01
cg08446633 TNRC6C chr17 3'UTR 0.9 (0.65; 1.25) 5.3E-01
cg23299919 PTPRN2 chr7 Body 1.14 (0.76; 1.68) 5.3E-01
cg08301254 CUX2 chr12 Body 1.13 (0.78; 1.63) 5.3E-01
cg14739284 CNTNAP2 chr7 Body 0.9 (0.64; 1.26) 5.3E-01
cg13399697 PTPRU chr1 Body 0.9 (0.66; 1.24) 5.3E-01
cg16004800 NDUFA9 chr12 Body 0.9 (0.66; 1.24) 5.3E-01
cg12416878 UBE2E2 chr3 Body 0.79 (0.38; 1.64) 5.3E-01
cg15091264 CDH13 chr16 Body 1.1 (0.81; 1.5) 5.3E-01
cg11227987 PTPRN2 chr7 Body 0.89 (0.62; 1.28) 5.3E-01
cg16832671 WWOX chr16 Body 1.11 (0.8; 1.54) 5.3E-01
cg15489593 TNRC6C chr17 5'UTR 1.1 (0.82; 1.48) 5.3E-01
cg11782594 UBE2E2 chr3 Body 1.13 (0.77; 1.65) 5.3E-01
cg02463653 PTPRS chr19 5'UTR 0.87 (0.56; 1.34) 5.3E-01
cg09184202 PTPRN2 chr7 Body 1.12 (0.79; 1.57) 5.3E-01
cg01718785 PTPRN2 chr7 Body 1.11 (0.81; 1.52) 5.3E-01
cg10471944 PTPRN2 chr7 Body 0.9 (0.64; 1.26) 5.3E-01
cg24636003 PTPRU chr1 Body 0.89 (0.63; 1.27) 5.3E-01
cg11667785 GNA12 chr7 Body 0.9 (0.64; 1.25) 5.3E-01
cg13928313 GNA12 chr7 Body 1.12 (0.79; 1.59) 5.3E-01
cg08941759 CHCHD6 chr3 TSS200 0.9 (0.65; 1.25) 5.3E-01
cg08271366 CDH13 chr16 Body 1.11 (0.81; 1.52) 5.3E-01
cg03564061 CACNA1C chr12 Body 1.14 (0.76; 1.71) 5.3E-01
cg23246939 WAC chr10 Body 0.91 (0.68; 1.22) 5.3E-01
cg10765212 COL5A2 chr2 TSS200 1.13 (0.77; 1.67) 5.3E-01
cg16397629 CHD6 chr20 Body 1.14 (0.76; 1.71) 5.3E-01
cg27109907 WWOX chr16 Body 0.9 (0.64; 1.26) 5.3E-01
cg20567227 ATP8A1 chr4 Body 0.9 (0.66; 1.24) 5.3E-01



cg22640847 SMARCD3 chr7 1stExon 0.89 (0.62; 1.28) 5.3E-01
cg22640847 SMARCD3 chr7 Body 0.89 (0.62; 1.28) 5.3E-01
cg19458485 PHACTR1 chr6 Body 1.1 (0.81; 1.49) 5.3E-01
cg24439166 ALCAM chr3 Body 0.88 (0.6; 1.31) 5.3E-01
cg03081478 GNA12 chr7 Body 0.79 (0.37; 1.67) 5.3E-01
cg00514964 UNC80 chr2 Body 0.89 (0.63; 1.27) 5.3E-01
cg08195448 NOL4 chr18 TSS1500 0.89 (0.61; 1.29) 5.3E-01
cg06034014 CDH13 chr16 5'UTR 1.12 (0.78; 1.6) 5.3E-01
cg06034014 CDH13 chr16 Body 1.12 (0.78; 1.6) 5.3E-01
cg14824984 FBXO36 chr2 Body 1.11 (0.8; 1.53) 5.3E-01
cg26808293 TNFRSF12A chr16 3'UTR 0.88 (0.58; 1.33) 5.3E-01
cg08022244 PTPRN2 chr7 Body 0.9 (0.65; 1.25) 5.3E-01
cg03084158 GNA12 chr7 Body 0.91 (0.67; 1.23) 5.3E-01
cg15260349 MTNR1B chr11 TSS1500 0.9 (0.64; 1.26) 5.3E-01
cg16694011 CNTNAP2 chr7 Body 1.16 (0.73; 1.84) 5.3E-01
cg02877029 AKAP13 chr15 Body 1.11 (0.8; 1.53) 5.3E-01
cg03475420 RTN4R chr22 5'UTR 1.12 (0.79; 1.59) 5.3E-01
cg03475420 RTN4R chr22 1stExon 1.12 (0.79; 1.59) 5.3E-01
cg12813441 RTN4 chr2 Body 1.1 (0.81; 1.5) 5.3E-01
cg25097167 TENM2 chr5 Body 0.89 (0.63; 1.27) 5.3E-01
cg00231927 PTPRN2 chr7 Body 1.1 (0.82; 1.48) 5.3E-01
cg24005949 CSMD2 chr1 Body 0.9 (0.64; 1.26) 5.4E-01
cg19551848 CNTNAP2 chr7 Body 0.9 (0.64; 1.26) 5.4E-01
cg16979355 NOL4 chr18 5'UTR 0.89 (0.63; 1.27) 5.4E-01
cg16979355 NOL4 chr18 Body 0.89 (0.63; 1.27) 5.4E-01
cg10552603 PTPRN2 chr7 Body 0.91 (0.66; 1.24) 5.4E-01
cg25052941 CNTNAP2 chr7 Body 1.11 (0.79; 1.56) 5.4E-01
cg02603140 WAC chr10 Body 0.9 (0.66; 1.25) 5.4E-01
cg23827695 CPEB1 chr15 1stExon 0.91 (0.66; 1.24) 5.4E-01
cg23827695 CPEB1 chr15 Body 0.91 (0.66; 1.24) 5.4E-01
cg23827695 CPEB1 chr15 5'UTR 0.91 (0.66; 1.24) 5.4E-01
cg12590902 ERI3 chr1 Body 0.89 (0.62; 1.28) 5.4E-01
cg04971161 FBXO34 chr14 5'UTR 0.89 (0.61; 1.29) 5.4E-01
cg00253171 WWOX chr16 Body 0.89 (0.63; 1.28) 5.4E-01
cg13523718 PTPRN2 chr7 Body 1.1 (0.81; 1.51) 5.4E-01
cg03182745 COL1A2 chr7 Body 0.89 (0.62; 1.29) 5.4E-01
cg03182745 COL1A2 chr7 ExonBnd 0.89 (0.62; 1.29) 5.4E-01
cg02533819 ATF7 chr12 Body 1.2 (0.68; 2.11) 5.4E-01
cg06468911 PHACTR1 chr6 Body 0.69 (0.21; 2.24) 5.4E-01
cg16979981 FBXO11 chr2 3'UTR 0.87 (0.56; 1.35) 5.4E-01
cg09044928 PTPRN2 chr7 Body 0.9 (0.64; 1.27) 5.4E-01
cg05013730 CNTNAP2 chr7 Body 1.13 (0.76; 1.69) 5.4E-01
cg17364913 PTPRN2 chr7 Body 1.1 (0.82; 1.48) 5.4E-01
cg13052034 SGIP1 chr1 TSS1500 0.91 (0.67; 1.23) 5.4E-01
cg11130461 ZBTB20 chr3 5'UTR 1.1 (0.82; 1.47) 5.4E-01
cg04177456 PTPRN2 chr7 Body 0.9 (0.65; 1.26) 5.4E-01
cg13550921 CACNA1C-IT2 chr12 TSS200 0.9 (0.65; 1.25) 5.4E-01
cg18795320 ATF7IP chr12 5'UTR 0.89 (0.63; 1.28) 5.4E-01
cg18795320 ATF7IP chr12 Body 0.89 (0.63; 1.28) 5.4E-01
cg08246366 PTPRN2 chr7 Body 1.11 (0.8; 1.54) 5.4E-01
cg05340866 CNTNAP2 chr7 Body 0.92 (0.7; 1.21) 5.4E-01
cg07493562 WWOX chr16 Body 1.18 (0.7; 1.99) 5.4E-01
cg16954577 TNFRSF11A chr18 Body 1.1 (0.81; 1.48) 5.4E-01
cg01916462 DCUN1D4 chr4 Body 1.11 (0.8; 1.54) 5.4E-01
cg00869927 SGIP1 chr1 Body 0.86 (0.54; 1.38) 5.4E-01
cg26375836 SMARCD3 chr7 TSS1500 0.91 (0.68; 1.22) 5.4E-01
cg26375836 SMARCD3 chr7 Body 0.91 (0.68; 1.22) 5.4E-01
cg03860108 CNTNAP2 chr7 Body 1.12 (0.79; 1.58) 5.4E-01
cg18923228 CREBBP chr16 Body 0.84 (0.47; 1.48) 5.4E-01
cg02243437 SLC16A9 chr10 1stExon 1.11 (0.79; 1.56) 5.4E-01
cg02243437 SLC16A9 chr10 5'UTR 1.11 (0.79; 1.56) 5.4E-01



cg26554834 PTPRN2 chr7 Body 1.11 (0.8; 1.55) 5.4E-01
cg26902323 RTN4 chr2 TSS1500 1.1 (0.81; 1.49) 5.4E-01
cg26902323 RTN4 chr2 1stExon 1.1 (0.81; 1.49) 5.4E-01
cg26902323 RTN4 chr2 5'UTR 1.1 (0.81; 1.49) 5.4E-01
cg21530087 AKAP13 chr15 TSS200 1.1 (0.82; 1.48) 5.4E-01
cg08793976 TNRC18 chr7 Body 1.14 (0.75; 1.75) 5.4E-01
cg03054309 CDH13 chr16 Body 1.11 (0.79; 1.55) 5.4E-01
cg27103642 PTPRN2 chr7 Body 0.9 (0.65; 1.26) 5.4E-01
cg09293985 WWOX chr16 Body 1.12 (0.78; 1.6) 5.4E-01
cg03707604 CNTNAP2 chr7 Body 1.16 (0.73; 1.84) 5.4E-01
cg24173422 PTPRN2 chr7 Body 1.11 (0.8; 1.52) 5.4E-01
cg04706867 CNTNAP2 chr7 TSS1500 1.11 (0.8; 1.53) 5.4E-01
cg24507502 BRUNOL4 chr18 3'UTR 1.12 (0.78; 1.62) 5.4E-01
cg16043144 CPEB1 chr15 Body 1.14 (0.75; 1.71) 5.4E-01
cg05736847 TNRC6C chr17 Body 0.9 (0.64; 1.26) 5.4E-01
cg16183813 DACH1 chr13 5'UTR 0.89 (0.62; 1.29) 5.4E-01
cg16183813 DACH1 chr13 1stExon 0.89 (0.62; 1.29) 5.4E-01
cg22052291 TNFRSF19 chr13 5'UTR 0.88 (0.59; 1.32) 5.4E-01
cg22052291 TNFRSF19 chr13 TSS1500 0.88 (0.59; 1.32) 5.4E-01
cg10030458 SMARCD3 chr7 Body 1.1 (0.81; 1.48) 5.4E-01
cg26045166 CSMD2 chr1 Body 1.11 (0.79; 1.57) 5.4E-01
cg18779092 NDUFA9 chr12 TSS1500 0.9 (0.64; 1.26) 5.4E-01
cg18939478 CACNA1C chr12 Body 1.11 (0.8; 1.54) 5.4E-01
cg15661240 TNRC6C chr17 Body 1.1 (0.8; 1.52) 5.4E-01
cg11268190 TNFRSF1A chr12 Body 0.9 (0.64; 1.27) 5.4E-01
cg08237117 CHFR chr12 Body 1.11 (0.8; 1.54) 5.4E-01
cg20494215 SUGCT chr7 Body 0.91 (0.67; 1.23) 5.4E-01
cg06878729 CSMD2 chr1 Body 0.91 (0.66; 1.24) 5.4E-01
cg17221275 TNRC6B chr22 Body 1.12 (0.77; 1.63) 5.4E-01
cg09225840 TNFRSF1B chr1 Body 0.88 (0.59; 1.32) 5.4E-01
cg24706315 MTCL1 chr18 Body 1.11 (0.79; 1.56) 5.4E-01
cg02995459 NOL4 chr18 5'UTR 1.12 (0.78; 1.62) 5.4E-01
cg02995459 NOL4 chr18 Body 1.12 (0.78; 1.62) 5.4E-01
cg04023548 TDRP chr8 TSS1500 1.11 (0.79; 1.57) 5.4E-01
cg04023548 TDRP chr8 5'UTR 1.11 (0.79; 1.57) 5.4E-01
cg12907305 ZBTB20 chr3 Body 1.13 (0.77; 1.66) 5.4E-01
cg12907305 ZBTB20 chr3 5'UTR 1.13 (0.77; 1.66) 5.4E-01
cg09980118 GNA12 chr7 Body 0.91 (0.67; 1.24) 5.4E-01
cg09980118 GNA12 chr7 TSS1500 0.91 (0.67; 1.24) 5.4E-01
cg23418083 CREBBP chr16 Body 0.89 (0.6; 1.31) 5.4E-01
cg10941356 PTPRS chr19 Body 0.88 (0.58; 1.33) 5.4E-01
cg02953970 FBXO11 chr2 Body 1.14 (0.74; 1.76) 5.4E-01
cg26251202 CEP350 chr1 Body 1.11 (0.79; 1.56) 5.4E-01
cg26639747 PTPRN2 chr7 Body 1.2 (0.67; 2.14) 5.4E-01
cg12841881 ATP6V0C chr16 TSS1500 1.12 (0.78; 1.61) 5.4E-01
cg12841881 ATP6V0C chr16 TSS200 1.12 (0.78; 1.61) 5.4E-01
cg11895615 CACNA1C chr12 Body 0.89 (0.61; 1.3) 5.4E-01
cg01436550 TNRC6A chr16 Body 1.11 (0.79; 1.58) 5.4E-01
cg05353134 TNRC6A chr16 Body 1.12 (0.78; 1.6) 5.4E-01
cg09115843 TNFRSF19 chr13 5'UTR 0.88 (0.59; 1.32) 5.4E-01
cg23072051 PEX14 chr1 Body 0.9 (0.64; 1.27) 5.4E-01
cg27454370 BARX1 chr9 TSS1500 0.9 (0.63; 1.28) 5.4E-01
cg01814572 TENM2 chr5 Body 1.11 (0.79; 1.57) 5.4E-01
cg03805029 DMXL2 chr15 Body 1.11 (0.79; 1.58) 5.4E-01
cg20190456 RTN4RL1 chr17 Body 1.14 (0.75; 1.71) 5.4E-01
cg18686797 ELAVL4 chr1 TSS1500 1.11 (0.8; 1.53) 5.4E-01
cg18686797 ELAVL4 chr1 Body 1.11 (0.8; 1.53) 5.4E-01
cg23690355 CTDSPL2 chr15 TSS1500 1.11 (0.8; 1.54) 5.4E-01
cg15187151 PTPRN2 chr7 Body 1.1 (0.8; 1.52) 5.4E-01
cg24727133 CHFR chr12 TSS1500 0.91 (0.66; 1.24) 5.4E-01
cg24824703 GNA12 chr7 Body 1.1 (0.81; 1.48) 5.4E-01



cg03361346 TNRC18 chr7 Body 1.11 (0.8; 1.54) 5.4E-01
cg09127540 PTPRN2 chr7 Body 1.11 (0.8; 1.53) 5.4E-01
cg17539487 TNFRSF10B chr8 Body 1.1 (0.82; 1.47) 5.4E-01
cg02770061 PTPRN2 chr7 Body 0.91 (0.68; 1.23) 5.4E-01
cg14706661 CUX2 chr12 3'UTR 1.12 (0.78; 1.59) 5.4E-01
cg25645732 CNTNAP2 chr7 TSS1500 1.1 (0.81; 1.5) 5.4E-01
cg06734250 NOL4 chr18 Body 0.9 (0.64; 1.26) 5.4E-01
cg10257673 PTPRN2 chr7 Body 1.14 (0.74; 1.76) 5.4E-01
cg23004985 PDE8A chr15 3'UTR 0.88 (0.58; 1.33) 5.4E-01
cg03252313 CNTNAP2 chr7 3'UTR 0.91 (0.67; 1.23) 5.4E-01
cg05689121 TNRC6A chr16 TSS200 1.11 (0.79; 1.56) 5.5E-01
cg25212381 ZNF704 chr8 TSS200 1.12 (0.78; 1.62) 5.5E-01
cg10870815 CACNA1C chr12 Body 0.89 (0.6; 1.31) 5.5E-01
cg21235329 ELAVL4 chr1 TSS1500 0.89 (0.62; 1.29) 5.5E-01
cg21235329 ELAVL4 chr1 Body 0.89 (0.62; 1.29) 5.5E-01
cg10347555 ATP6V0C chr16 3'UTR 0.9 (0.65; 1.25) 5.5E-01
cg13287247 CCDC80 chr3 5'UTR 0.88 (0.58; 1.34) 5.5E-01
cg13287247 CCDC80 chr3 1stExon 0.88 (0.58; 1.34) 5.5E-01
cg20222519 UBE2E2 chr3 5'UTR 1.13 (0.76; 1.7) 5.5E-01
cg09935228 ZNF704 chr8 Body 0.9 (0.65; 1.26) 5.5E-01
cg17460558 FBXO31 chr16 TSS200 0.91 (0.68; 1.23) 5.5E-01
cg17460558 FBXO31 chr16 5'UTR 0.91 (0.68; 1.23) 5.5E-01
cg20674254 CDH13 chr16 5'UTR 0.91 (0.68; 1.23) 5.5E-01
cg20674254 CDH13 chr16 Body 0.91 (0.68; 1.23) 5.5E-01
cg13719771 NDUFA9 chr12 Body 0.9 (0.64; 1.26) 5.5E-01
cg16235197 CUX2 chr12 Body 0.9 (0.64; 1.27) 5.5E-01
cg17134221 PTPRN2 chr7 Body 1.09 (0.82; 1.46) 5.5E-01
cg10205895 DACH1 chr13 TSS1500 1.2 (0.66; 2.17) 5.5E-01
cg24544431 TNR chr1 TSS1500 1.1 (0.8; 1.53) 5.5E-01
cg00826997 CNTNAP2 chr7 Body 0.9 (0.65; 1.25) 5.5E-01
cg01949902 TNRC6B chr22 TSS1500 1.09 (0.82; 1.45) 5.5E-01
cg05119831 PTPRN2 chr7 Body 0.9 (0.65; 1.26) 5.5E-01
cg18540529 PTPRN2 chr7 Body 1.1 (0.8; 1.52) 5.5E-01
cg14710853 TNRC6B chr22 5'UTR 1.12 (0.78; 1.6) 5.5E-01
cg23598360 TNRC18 chr7 Body 1.1 (0.8; 1.52) 5.5E-01
cg14528596 CHCHD6 chr3 Body 1.11 (0.79; 1.55) 5.5E-01
cg06705947 CUX2 chr12 Body 1.11 (0.79; 1.56) 5.5E-01
cg07547996 CTNND2 chr5 Body 1.12 (0.78; 1.6) 5.5E-01
cg07547996 CTNND2 chr5 5'UTR 1.12 (0.78; 1.6) 5.5E-01
cg12901835 GNA12 chr7 Body 1.12 (0.77; 1.64) 5.5E-01
cg25375656 DACH1 chr13 Body 0.9 (0.63; 1.28) 5.5E-01
cg12434889 PTPRN2 chr7 Body 1.09 (0.81; 1.47) 5.5E-01
cg14295590 TNRC18 chr7 Body 1.11 (0.78; 1.59) 5.5E-01
cg23799943 CUX2 chr12 Body 1.12 (0.77; 1.65) 5.5E-01
cg22289432 PTPRN2 chr7 Body 1.1 (0.8; 1.53) 5.5E-01
cg16080620 CDH13 chr16 Body 0.9 (0.65; 1.26) 5.5E-01
cg05101821 PTPRN2 chr7 Body 0.9 (0.65; 1.26) 5.5E-01
cg02544392 SUGCT chr7 Body 0.9 (0.64; 1.27) 5.5E-01
cg01388620 PTPRN2 chr7 Body 0.9 (0.64; 1.26) 5.5E-01
cg14091258 PTPRN2 chr7 Body 1.11 (0.79; 1.55) 5.5E-01
cg05874166 PTPRN2 chr7 Body 0.91 (0.67; 1.24) 5.5E-01
cg15315656 MTCL1 chr18 Body 1.09 (0.82; 1.44) 5.5E-01
cg10995873 ZBTB20 chr3 5'UTR 0.89 (0.62; 1.29) 5.5E-01
cg10995873 ZBTB20 chr3 TSS200 0.89 (0.62; 1.29) 5.5E-01
cg23168425 PTPRN2 chr7 Body 0.91 (0.67; 1.23) 5.5E-01
cg01957318 WWOX chr16 Body 1.11 (0.79; 1.56) 5.5E-01
cg17809181 PTPRN2 chr7 Body 1.12 (0.77; 1.65) 5.5E-01
cg24351167 PHACTR1 chr6 Body 1.11 (0.79; 1.55) 5.5E-01
cg22445008 TNFRSF19 chr13 5'UTR 0.9 (0.65; 1.26) 5.5E-01
cg22445008 TNFRSF19 chr13 Body 0.9 (0.65; 1.26) 5.5E-01
cg20381140 CHCHD6 chr3 Body 1.11 (0.79; 1.57) 5.5E-01



cg08454485 ALCAM chr3 5'UTR 0.89 (0.6; 1.31) 5.5E-01
cg08454485 ALCAM chr3 1stExon 0.89 (0.6; 1.31) 5.5E-01
cg12545993 TNFRSF11B chr8 TSS1500 0.9 (0.64; 1.26) 5.5E-01
cg27057461 PTPRN2 chr7 Body 1.12 (0.78; 1.59) 5.5E-01
cg24430782 CACNA1C chr12 Body 0.88 (0.58; 1.33) 5.5E-01
cg21944557 CEP350 chr1 TSS200 1.13 (0.76; 1.69) 5.5E-01
cg22097004 WWOX chr16 Body 1.1 (0.81; 1.5) 5.5E-01
cg20062057 NRXN1 chr2 Body 1.11 (0.79; 1.56) 5.5E-01
cg22515654 PEX14 chr1 Body 0.86 (0.52; 1.42) 5.5E-01
cg22856646 CDH13 chr16 Body 0.88 (0.57; 1.34) 5.5E-01
cg04907505 RAP1B chr12 TSS1500 1.11 (0.79; 1.57) 5.5E-01
cg20536469 NRXN1 chr2 Body 1.11 (0.79; 1.55) 5.5E-01
cg15524101 RTN4RL1 chr17 3'UTR 1.1 (0.8; 1.53) 5.5E-01
cg12179635 TNR chr1 5'UTR 1.1 (0.8; 1.5) 5.5E-01
cg11400774 MEX3A chr1 Body 0.88 (0.58; 1.34) 5.5E-01
cg16484093 RTN4RL1 chr17 Body 0.84 (0.48; 1.47) 5.5E-01
cg04114386 ATP8A1 chr4 Body 1.11 (0.79; 1.54) 5.5E-01
cg26832509 CHFR chr12 TSS1500 1.1 (0.81; 1.48) 5.5E-01
cg09465362 PTPRN2 chr7 Body 0.89 (0.62; 1.3) 5.5E-01
cg19350216 PTPRN2 chr7 Body 0.9 (0.63; 1.28) 5.5E-01
cg02597575 RTN4RL1 chr17 Body 0.9 (0.65; 1.26) 5.5E-01
cg19945202 CACNA1C chr12 Body 0.91 (0.67; 1.24) 5.5E-01
cg23602909 PTPRN2 chr7 Body 0.92 (0.69; 1.22) 5.5E-01
cg27583677 RNU5E-1 chr5 Body 1.1 (0.8; 1.51) 5.5E-01
cg23234498 ELAVL4 chr1 TSS1500 0.89 (0.6; 1.32) 5.5E-01
cg23234498 ELAVL4 chr1 Body 0.89 (0.6; 1.32) 5.5E-01
cg17314538 MTNR1A chr4 TSS1500 0.88 (0.57; 1.35) 5.5E-01
cg14340196 COL1A2 chr7 Body 0.91 (0.66; 1.25) 5.5E-01
cg13372934 WWOX chr16 Body 1.18 (0.69; 2.02) 5.5E-01
cg15110800 CSMD2 chr1 Body 1.11 (0.78; 1.58) 5.5E-01
cg10178127 ZBTB20 chr3 5'UTR 1.14 (0.74; 1.77) 5.5E-01
cg15539697 ELAVL4 chr1 TSS1500 1.11 (0.79; 1.54) 5.5E-01
cg11161111 PTPRN2 chr7 Body 0.91 (0.66; 1.25) 5.5E-01
cg00718355 CTDSPL chr3 Body 1.15 (0.73; 1.82) 5.5E-01
cg10580397 UBE2E2 chr3 Body 0.88 (0.58; 1.34) 5.5E-01
cg06324554 PTPRN2 chr7 Body 1.09 (0.82; 1.46) 5.5E-01
cg05878337 CTNND2 chr5 Body 0.88 (0.56; 1.36) 5.5E-01
cg23328938 TNRC6B chr22 5'UTR 1.15 (0.73; 1.82) 5.5E-01
cg20664017 FBXO34 chr14 1stExon 1.09 (0.82; 1.46) 5.5E-01
cg20664017 FBXO34 chr14 5'UTR 1.09 (0.82; 1.46) 5.5E-01
cg24844694 MEIS2 chr15 Body 1.12 (0.77; 1.64) 5.5E-01
cg11991903 PTPRN2 chr7 Body 0.92 (0.68; 1.23) 5.5E-01
cg27118178 NOL4L chr20 Body 0.89 (0.62; 1.3) 5.5E-01
cg20941737 ZBTB20 chr3 5'UTR 1.13 (0.76; 1.69) 5.5E-01
cg20941737 ZBTB20 chr3 1stExon 1.13 (0.76; 1.69) 5.5E-01
cg24042017 WWOX chr16 Body 1.11 (0.79; 1.56) 5.5E-01
cg25463381 CHFR chr12 TSS200 0.91 (0.66; 1.25) 5.5E-01
cg02685365 CACNA1C chr12 Body 0.9 (0.62; 1.29) 5.5E-01
cg23937224 CUX2 chr12 Body 0.9 (0.64; 1.27) 5.5E-01
cg08336070 FBXO38 chr5 TSS200 0.91 (0.65; 1.26) 5.6E-01

ch.11.1111744F ZFP91 chr11 Body 0.91 (0.67; 1.24) 5.6E-01
cg16908223 PTPRU chr1 Body 0.83 (0.44; 1.55) 5.6E-01
cg17530002 PTPRN2 chr7 Body 1.11 (0.78; 1.58) 5.6E-01
cg06480636 PTPRN2 chr7 Body 0.9 (0.65; 1.26) 5.6E-01
cg25891212 PTPRN2 chr7 Body 0.91 (0.67; 1.24) 5.6E-01
cg13607161 CTNND2 chr5 Body 0.89 (0.61; 1.3) 5.6E-01
cg20289609 MEX3A chr1 TSS200 1.1 (0.8; 1.5) 5.6E-01
cg03721291 RECQL5 chr17 Body 0.82 (0.43; 1.57) 5.6E-01
cg26561623 RECQL5 chr17 1stExon 1.1 (0.79; 1.53) 5.6E-01
cg26561623 RECQL5 chr17 5'UTR 1.1 (0.79; 1.53) 5.6E-01
cg26676413 TAOK3 chr12 Body 0.86 (0.53; 1.41) 5.6E-01



cg16245240 CACNA1C chr12 Body 0.91 (0.66; 1.26) 5.6E-01
cg09466698 WWOX chr16 Body 1.09 (0.82; 1.46) 5.6E-01
cg22249754 TNRC18 chr7 Body 1.1 (0.8; 1.51) 5.6E-01
cg17749072 WAC chr10 TSS200 0.92 (0.68; 1.23) 5.6E-01
cg17749072 WAC chr10 Body 0.92 (0.68; 1.23) 5.6E-01
cg14637685 CACNA1C chr12 Body 1.11 (0.78; 1.57) 5.6E-01
cg21800127 TNRC6B chr22 5'UTR 1.11 (0.78; 1.59) 5.6E-01
cg08977371 CDH13 chr16 TSS200 1.15 (0.73; 1.8) 5.6E-01
cg13132219 CDH11 chr16 Body 0.91 (0.66; 1.25) 5.6E-01
cg13867915 ARID1A chr1 Body 1.13 (0.74; 1.73) 5.6E-01
cg26396535 MEX3A chr1 Body 1.1 (0.8; 1.5) 5.6E-01
cg02865101 PTPRN2 chr7 Body 0.91 (0.67; 1.24) 5.6E-01
cg11642382 CNTNAP2 chr7 TSS1500 0.9 (0.63; 1.28) 5.6E-01
cg11629337 CEP350 chr1 Body 1.12 (0.77; 1.63) 5.6E-01
cg24993062 NOL4L chr20 Body 1.2 (0.65; 2.23) 5.6E-01
cg04207549 RTN4RL1 chr17 Body 0.88 (0.58; 1.35) 5.6E-01
cg03014997 PTPRN2 chr7 Body 1.11 (0.79; 1.54) 5.6E-01
cg04743758 RTN4RL1 chr17 Body 0.89 (0.61; 1.31) 5.6E-01
cg06050341 FBXO32 chr8 Body 0.88 (0.56; 1.36) 5.6E-01
cg04783764 FBXO36 chr2 Body 0.89 (0.6; 1.32) 5.6E-01
cg05686511 PTPRN2 chr7 Body 0.9 (0.63; 1.28) 5.6E-01
cg03712278 TENM2 chr5 Body 0.91 (0.67; 1.24) 5.6E-01
cg10090116 RECQL5 chr17 Body 0.86 (0.51; 1.44) 5.6E-01
cg26286685 DMXL2 chr15 Body 1.12 (0.77; 1.61) 5.6E-01
cg09518219 TNRC18 chr7 Body 0.91 (0.66; 1.25) 5.6E-01
cg27448110 PTPRN2 chr7 Body 0.87 (0.53; 1.41) 5.6E-01
cg11592503 CNTNAP2 chr7 TSS200 0.88 (0.58; 1.35) 5.6E-01
cg07619953 TNFRSF11A chr18 TSS1500 0.85 (0.49; 1.47) 5.6E-01
cg04269327 WWOX chr16 Body 0.9 (0.65; 1.27) 5.6E-01
cg10808406 CTNND2 chr5 Body 1.1 (0.81; 1.49) 5.6E-01
cg18387198 PTPRN2 chr7 Body 0.92 (0.7; 1.21) 5.6E-01
cg06409756 ZBTB20 chr3 Body 0.91 (0.66; 1.25) 5.6E-01
cg06409756 ZBTB20 chr3 5'UTR 0.91 (0.66; 1.25) 5.6E-01
cg11409060 ATF7IP chr12 TSS200 1.13 (0.74; 1.73) 5.6E-01
cg04232181 CDH13 chr16 Body 1.11 (0.78; 1.57) 5.6E-01
cg21748317 PTPRN2 chr7 Body 0.92 (0.68; 1.23) 5.6E-01
cg17847474 WWOX chr16 Body 1.25 (0.59; 2.62) 5.6E-01
cg21600678 CTDSPL2 chr15 Body 1.13 (0.74; 1.73) 5.6E-01
cg21600678 CTDSPL2 chr15 ExonBnd 1.13 (0.74; 1.73) 5.6E-01
cg03028536 CUX2 chr12 Body 1.11 (0.77; 1.61) 5.6E-01
cg13691570 PTPRN2 chr7 Body 1.1 (0.8; 1.5) 5.6E-01
cg18032297 BRUNOL4 chr18 Body 0.9 (0.64; 1.27) 5.6E-01
cg17154605 ERI3 chr1 TSS1500 0.88 (0.58; 1.35) 5.6E-01
cg25310676 PEX14 chr1 Body 0.85 (0.48; 1.49) 5.6E-01
cg00472324 MEX3A chr1 TSS1500 0.91 (0.66; 1.25) 5.6E-01
cg00765127 TNFRSF10C chr8 TSS1500 0.9 (0.64; 1.28) 5.6E-01
cg27329780 CNTNAP2 chr7 Body 1.1 (0.8; 1.52) 5.6E-01
cg14571092 RTN4RL1 chr17 Body 0.9 (0.63; 1.29) 5.6E-01
cg07207813 WWOX chr16 Body 0.88 (0.57; 1.36) 5.6E-01
cg07912513 WAC chr10 Body 0.86 (0.51; 1.45) 5.6E-01
cg15080590 PTPRN2 chr7 Body 0.91 (0.65; 1.26) 5.6E-01
cg08846221 PEX14 chr1 Body 1.09 (0.82; 1.44) 5.6E-01
cg13457415 PTPRN2 chr7 Body 0.88 (0.57; 1.35) 5.6E-01
cg00703299 FBXO34 chr14 5'UTR 1.16 (0.7; 1.92) 5.6E-01
cg24459140 PTPRS chr19 Body 1.11 (0.77; 1.61) 5.6E-01
cg09714852 PTPRN2 chr7 Body 0.9 (0.62; 1.3) 5.6E-01
cg25906096 ZBTB20 chr3 TSS1500 0.9 (0.62; 1.3) 5.6E-01
cg25906096 ZBTB20 chr3 Body 0.9 (0.62; 1.3) 5.6E-01
cg25906096 ZBTB20 chr3 5'UTR 0.9 (0.62; 1.3) 5.6E-01
cg00442814 ZNF704 chr8 5'UTR 0.9 (0.63; 1.28) 5.6E-01
cg12245245 TAOK3 chr12 Body 0.92 (0.68; 1.23) 5.6E-01



cg26219497 AKAP13 chr15 Body 1.11 (0.78; 1.57) 5.6E-01
cg13150854 CSMD2 chr1 Body 1.2 (0.65; 2.23) 5.6E-01
cg14918650 COL1A2 chr7 Body 0.91 (0.65; 1.27) 5.6E-01
cg27324826 NOL4 chr18 Body 1.1 (0.79; 1.55) 5.7E-01
cg04757389 PTPRS chr19 Body 1.09 (0.81; 1.49) 5.7E-01
cg06892332 PTPRN2 chr7 Body 1.12 (0.76; 1.64) 5.7E-01
cg27029144 CSMD2 chr1 ExonBnd 0.87 (0.55; 1.39) 5.7E-01
cg27029144 CSMD2 chr1 Body 0.87 (0.55; 1.39) 5.7E-01
cg08747377 CDH13 chr16 1stExon 0.87 (0.55; 1.38) 5.7E-01
cg08747377 CDH13 chr16 5'UTR 0.87 (0.55; 1.38) 5.7E-01
cg00015791 NOL4 chr18 5'UTR 0.89 (0.59; 1.34) 5.7E-01
cg00015791 NOL4 chr18 Body 0.89 (0.59; 1.34) 5.7E-01
cg00015791 NOL4 chr18 1stExon 0.89 (0.59; 1.34) 5.7E-01
cg08742262 PTPRN2 chr7 Body 1.1 (0.8; 1.49) 5.7E-01
cg06225605 CNTNAP2 chr7 Body 1.1 (0.8; 1.52) 5.7E-01
cg08685426 AKAP13 chr15 Body 0.88 (0.57; 1.37) 5.7E-01
cg07350262 AKAP13 chr15 Body 1.15 (0.72; 1.84) 5.7E-01
cg17128505 PTPRN2 chr7 Body 1.12 (0.77; 1.63) 5.7E-01
cg27032636 PTPRN2 chr7 Body 0.91 (0.65; 1.26) 5.7E-01
cg18750645 CHD6 chr20 Body 1.09 (0.81; 1.48) 5.7E-01
cg24500428 PTPRN2 chr7 Body 1.09 (0.81; 1.48) 5.7E-01
cg00381086 WAC chr10 Body 1.1 (0.8; 1.5) 5.7E-01
cg00381086 WAC chr10 5'UTR 1.1 (0.8; 1.5) 5.7E-01
cg09704544 PDE8A chr15 Body 1.22 (0.62; 2.41) 5.7E-01
cg11908041 PHACTR1 chr6 Body 1.13 (0.74; 1.72) 5.7E-01
cg27139244 SGIP1 chr1 Body 0.9 (0.64; 1.28) 5.7E-01
cg21142977 CEP350 chr1 5'UTR 1.09 (0.82; 1.45) 5.7E-01
cg12323477 WWOX chr16 Body 0.92 (0.69; 1.22) 5.7E-01
cg05876425 PTPRN2 chr7 Body 1.09 (0.8; 1.49) 5.7E-01
cg26738655 CHD6 chr20 5'UTR 1.09 (0.81; 1.46) 5.7E-01
cg03568556 PTPRS chr19 5'UTR 1.09 (0.81; 1.47) 5.7E-01
cg16253326 CHCHD6 chr3 Body 1.13 (0.75; 1.7) 5.7E-01
cg03722044 CREBBP chr16 Body 0.91 (0.67; 1.25) 5.7E-01
cg26312950 TNRC18 chr7 Body 0.9 (0.64; 1.28) 5.7E-01
cg16422272 TAOK3 chr12 Body 0.9 (0.64; 1.28) 5.7E-01
cg11801676 TNFRSF1B chr1 Body 0.89 (0.59; 1.34) 5.7E-01
cg06618322 AKAP13 chr15 TSS200 0.91 (0.67; 1.25) 5.7E-01
cg25366408 ATF7 chr12 3'UTR 1.17 (0.68; 2.01) 5.7E-01
cg25366408 ATF7 chr12 Body 1.17 (0.68; 2.01) 5.7E-01
cg27273791 ZBTB20 chr3 Body 1.11 (0.77; 1.61) 5.7E-01
cg27273791 ZBTB20 chr3 5'UTR 1.11 (0.77; 1.61) 5.7E-01
cg20882260 CACNA1C chr12 Body 1.15 (0.71; 1.88) 5.7E-01
cg23983635 PTPRN2 chr7 Body 1.09 (0.82; 1.45) 5.7E-01
cg01858550 FBXO31 chr16 Body 1.11 (0.77; 1.6) 5.7E-01
cg01858550 FBXO31 chr16 5'UTR 1.11 (0.77; 1.6) 5.7E-01
cg22804770 CACNA1C chr12 Body 1.13 (0.73; 1.75) 5.7E-01
cg04066596 FBXO36 chr2 Body 0.8 (0.37; 1.72) 5.7E-01
cg05161295 TNRC18 chr7 ExonBnd 1.11 (0.78; 1.58) 5.7E-01
cg05161295 TNRC18 chr7 Body 1.11 (0.78; 1.58) 5.7E-01
cg14423557 BRUNOL4 chr18 TSS200 0.89 (0.6; 1.33) 5.7E-01
cg22821606 C11orf67 chr11 TSS200 1.09 (0.81; 1.48) 5.7E-01
cg10752869 MEIS2 chr15 5'UTR 0.91 (0.64; 1.28) 5.7E-01
cg10752869 MEIS2 chr15 1stExon 0.91 (0.64; 1.28) 5.7E-01
cg10752869 MEIS2 chr15 Body 0.91 (0.64; 1.28) 5.7E-01
cg10752869 MEIS2 chr15 TSS1500 0.91 (0.64; 1.28) 5.7E-01
cg08992565 ACVR2A chr2 5'UTR 1.15 (0.7; 1.89) 5.7E-01
cg08992565 ACVR2A chr2 Body 1.15 (0.7; 1.89) 5.7E-01
cg08575843 FBXO38 chr5 5'UTR 0.89 (0.6; 1.33) 5.7E-01
cg08575843 FBXO38 chr5 ExonBnd 0.89 (0.6; 1.33) 5.7E-01
cg04391547 UNC80 chr2 Body 0.92 (0.67; 1.24) 5.7E-01
cg02244269 ATP6V0C chr16 1stExon 0.91 (0.67; 1.25) 5.7E-01



cg02244269 ATP6V0C chr16 5'UTR 0.91 (0.67; 1.25) 5.7E-01
cg07105285 MTNR1B chr11 TSS200 1.13 (0.74; 1.74) 5.7E-01
cg03100853 TNFRSF19 chr13 TSS1500 0.88 (0.57; 1.36) 5.7E-01
cg20296624 WWOX chr16 Body 1.1 (0.8; 1.5) 5.7E-01
cg03216739 WWOX chr16 Body 0.9 (0.63; 1.28) 5.7E-01
cg19410816 PTPRN2 chr7 Body 0.88 (0.58; 1.36) 5.7E-01
cg21533743 FBXO31 chr16 Body 0.92 (0.68; 1.24) 5.7E-01
cg21533743 FBXO31 chr16 5'UTR 0.92 (0.68; 1.24) 5.7E-01
cg22715764 PEX14 chr1 Body 1.12 (0.76; 1.63) 5.7E-01
cg15557906 AKAP13 chr15 Body 1.1 (0.79; 1.52) 5.7E-01
cg00160464 TENM2 chr5 Body 1.1 (0.78; 1.56) 5.7E-01
cg02958960 TNRC6C chr17 Body 0.9 (0.62; 1.3) 5.7E-01
cg19927214 PTPRN2 chr7 Body 1.09 (0.8; 1.48) 5.7E-01
cg11950360 BRUNOL4 chr18 Body 1.1 (0.79; 1.55) 5.7E-01
cg00048983 TNRC6B chr22 5'UTR 1.19 (0.65; 2.16) 5.7E-01
cg26665209 CHFR chr12 Body 1.1 (0.79; 1.54) 5.7E-01
cg07881041 PTPRS chr19 Body 0.91 (0.65; 1.27) 5.7E-01
cg16437731 ZFP91 chr11 Body 1.12 (0.75; 1.69) 5.7E-01
cg14009561 TNFRSF1A chr12 Body 0.91 (0.66; 1.26) 5.7E-01
cg25220645 TNR chr1 5'UTR 1.11 (0.78; 1.58) 5.7E-01
cg16938246 CACNA1C chr12 Body 0.91 (0.67; 1.25) 5.7E-01
cg08578996 RNU5E-1 chr5 Body 0.89 (0.6; 1.32) 5.7E-01
cg06857898 CUX2 chr12 Body 1.13 (0.73; 1.75) 5.7E-01
cg09325373 PTPRU chr1 Body 1.13 (0.74; 1.73) 5.7E-01
cg03692305 ZBTB20 chr3 5'UTR 0.92 (0.67; 1.25) 5.7E-01
cg05291207 NOL4 chr18 Body 0.89 (0.6; 1.33) 5.7E-01
cg20574732 PTPRN2 chr7 Body 0.91 (0.65; 1.27) 5.7E-01
cg02098482 GNA12 chr7 Body 1.1 (0.79; 1.54) 5.7E-01
cg04036430 CDH11 chr16 Body 0.91 (0.65; 1.27) 5.7E-01
cg16711733 PTPRN2 chr7 Body 0.91 (0.67; 1.25) 5.7E-01
cg05901917 PTPRN2 chr7 Body 1.09 (0.8; 1.49) 5.7E-01
cg24394344 ORC4 chr2 Body 0.88 (0.57; 1.37) 5.8E-01
cg00267416 WWOX chr16 Body 1.1 (0.78; 1.56) 5.8E-01
cg02045011 PTPRN2 chr7 Body 1.09 (0.81; 1.46) 5.8E-01
cg07207484 PTPRN2 chr7 Body 0.92 (0.7; 1.22) 5.8E-01
cg16431722 SCAF8 chr6 Body 1.09 (0.8; 1.5) 5.8E-01
cg27019257 CSMD2 chr1 TSS1500 1.1 (0.79; 1.53) 5.8E-01
cg13058240 NOL4L chr20 Body 1.09 (0.81; 1.45) 5.8E-01
cg02367767 PTPRN2 chr7 Body 1.09 (0.8; 1.48) 5.8E-01
cg20764753 PTPRN2 chr7 Body 1.11 (0.78; 1.58) 5.8E-01
cg19693191 ERI3 chr1 Body 0.74 (0.26; 2.13) 5.8E-01
cg17172331 TNRC6C chr17 Body 1.12 (0.75; 1.68) 5.8E-01
cg12438819 PTPRN2 chr7 Body 0.91 (0.67; 1.25) 5.8E-01
cg26487908 PTPRU chr1 Body 0.89 (0.6; 1.32) 5.8E-01
cg04857420 TNFRSF11B chr8 TSS1500 1.11 (0.77; 1.61) 5.8E-01
cg03227481 SLC16A9 chr10 3'UTR 0.9 (0.62; 1.3) 5.8E-01
cg11239633 CTDSPL chr3 1stExon 1.1 (0.79; 1.54) 5.8E-01
cg11239633 CTDSPL chr3 5'UTR 1.1 (0.79; 1.54) 5.8E-01
cg10827472 UBE2E2 chr3 TSS200 0.91 (0.66; 1.26) 5.8E-01
cg05191397 TNRC18 chr7 Body 0.92 (0.69; 1.23) 5.8E-01

ch.7.141697R GNA12 chr7 Body 1.1 (0.79; 1.54) 5.8E-01
cg15778454 RECQL5 chr17 TSS1500 1.1 (0.78; 1.55) 5.8E-01
cg00930246 DCUN1D4 chr4 3'UTR 1.09 (0.81; 1.45) 5.8E-01
cg19053250 UNC80 chr2 Body 0.9 (0.61; 1.31) 5.8E-01

ch.11.1112034R ZFP91 chr11 3'UTR 1.1 (0.79; 1.52) 5.8E-01
cg11970327 SUGCT chr7 Body 0.89 (0.58; 1.36) 5.8E-01
cg02109003 CDH13 chr16 Body 0.92 (0.67; 1.25) 5.8E-01
cg12986271 TSHZ3 chr19 TSS1500 0.9 (0.61; 1.31) 5.8E-01
cg21233506 ACVR2A chr2 Body 0.9 (0.62; 1.31) 5.8E-01
cg14358376 ZNF704 chr8 5'UTR 1.09 (0.8; 1.49) 5.8E-01
cg14358376 ZNF704 chr8 1stExon 1.09 (0.8; 1.49) 5.8E-01



cg19137098 CHFR chr12 5'UTR 1.1 (0.79; 1.53) 5.8E-01
cg08678311 PHACTR1 chr6 Body 0.86 (0.52; 1.44) 5.8E-01
cg27565880 RTN4RL1 chr17 1stExon 0.87 (0.54; 1.41) 5.8E-01
cg27565880 RTN4RL1 chr17 5'UTR 0.87 (0.54; 1.41) 5.8E-01
cg19416470 MEIS2 chr15 5'UTR 1.1 (0.79; 1.53) 5.8E-01
cg19416470 MEIS2 chr15 TSS1500 1.1 (0.79; 1.53) 5.8E-01
cg18379332 WWOX chr16 Body 0.92 (0.68; 1.24) 5.8E-01
cg03417903 LOC101929698 chr20 Body 1.11 (0.77; 1.58) 5.8E-01
cg03417903 NOL4L chr20 Body 1.11 (0.77; 1.58) 5.8E-01
cg07931460 TAOK3 chr12 TSS200 1.1 (0.78; 1.55) 5.8E-01
cg01019770 RTN4RL1 chr17 TSS1500 1.21 (0.62; 2.35) 5.8E-01
cg04910677 BARX2 chr11 TSS200 1.1 (0.79; 1.53) 5.8E-01
cg05785919 ZBTB20 chr3 Body 0.88 (0.55; 1.4) 5.8E-01
cg05785919 ZBTB20 chr3 5'UTR 0.88 (0.55; 1.4) 5.8E-01
cg26385612 CACNA1C chr12 Body 1.12 (0.76; 1.64) 5.8E-01
cg06094325 PTPRN2 chr7 Body 0.92 (0.68; 1.24) 5.8E-01
cg23459010 FBXO38 chr5 TSS1500 0.91 (0.65; 1.27) 5.8E-01
cg07609862 MTNR1B chr11 1stExon 1.13 (0.74; 1.72) 5.8E-01
cg01973499 NRXN1 chr2 Body 1.09 (0.79; 1.51) 5.8E-01
cg16872357 PTPRN2 chr7 Body 1.1 (0.78; 1.54) 5.8E-01
cg19528789 TNFRSF1B chr1 Body 1.19 (0.64; 2.21) 5.8E-01
cg11856093 ARID1A chr1 1stExon 1.09 (0.8; 1.49) 5.8E-01
cg18695665 ATP8A1 chr4 Body 0.9 (0.63; 1.29) 5.8E-01
cg00217442 TNFRSF10D chr8 TSS1500 0.91 (0.65; 1.27) 5.8E-01
cg19401538 CACNA1C chr12 Body 0.86 (0.5; 1.47) 5.8E-01
cg22736379 EIF2S1 chr14 Body 0.92 (0.69; 1.23) 5.8E-01
cg22736379 EIF2S1 chr14 ExonBnd 0.92 (0.69; 1.23) 5.8E-01
cg16888818 RECQL5 chr17 Body 1.17 (0.67; 2.04) 5.8E-01
cg21174746 CTNND2 chr5 Body 0.89 (0.6; 1.34) 5.8E-01
cg04910041 TNFRSF10B chr8 Body 0.86 (0.5; 1.48) 5.8E-01
cg04910041 TNFRSF10B chr8 3'UTR 0.86 (0.5; 1.48) 5.8E-01
cg27084026 CHFR chr12 TSS1500 1.09 (0.8; 1.5) 5.8E-01
cg22324022 NRXN1 chr2 TSS200 1.11 (0.76; 1.64) 5.8E-01
cg23223071 PHACTR1 chr6 Body 0.86 (0.5; 1.47) 5.8E-01
cg17978472 ZBTB20 chr3 Body 0.89 (0.6; 1.34) 5.8E-01
cg17978472 ZBTB20 chr3 5'UTR 0.89 (0.6; 1.34) 5.8E-01
cg04008445 ZBTB20 chr3 5'UTR 1.09 (0.8; 1.49) 5.8E-01
cg18446336 GNA12 chr7 Body 0.9 (0.62; 1.3) 5.8E-01
cg22042546 ARID1A chr1 Body 0.89 (0.57; 1.37) 5.8E-01
cg12877169 MEIS2 chr15 3'UTR 0.88 (0.57; 1.37) 5.8E-01
cg09365094 PTPRN2 chr7 Body 0.89 (0.6; 1.34) 5.8E-01
cg22208022 ATF7IP chr12 5'UTR 1.19 (0.63; 2.25) 5.8E-01
cg03892569 PHACTR1 chr6 Body 1.11 (0.77; 1.61) 5.8E-01
cg14152468 CACNA1C chr12 Body 0.91 (0.64; 1.29) 5.8E-01
cg19492446 BRUNOL4 chr18 1stExon 0.88 (0.55; 1.41) 5.8E-01
cg19492446 BRUNOL4 chr18 5'UTR 0.88 (0.55; 1.41) 5.8E-01
cg13102244 PTPRN2 chr7 Body 1.11 (0.76; 1.62) 5.8E-01
cg04787317 CTDSPL chr3 Body 0.92 (0.67; 1.26) 5.8E-01
cg12850049 CHCHD6 chr3 Body 0.9 (0.61; 1.32) 5.9E-01
cg25513668 WWOX chr16 TSS1500 1.09 (0.79; 1.51) 5.9E-01
cg11183535 PTPRN2 chr7 Body 1.09 (0.8; 1.49) 5.9E-01
cg12652374 PTPRS chr19 Body 1.15 (0.7; 1.88) 5.9E-01
cg26771582 FBXO31 chr16 Body 1.11 (0.76; 1.62) 5.9E-01
cg24506197 PTPRN2 chr7 Body 0.91 (0.66; 1.27) 5.9E-01
cg09686185 TNFRSF11B chr8 TSS200 1.16 (0.68; 2) 5.9E-01
cg15767067 TENM2 chr5 Body 1.13 (0.73; 1.74) 5.9E-01
cg12268285 SUGCT chr7 Body 0.91 (0.65; 1.28) 5.9E-01
cg17493489 CNTNAP2 chr7 Body 1.14 (0.72; 1.8) 5.9E-01
cg02720761 PTPRN2 chr7 Body 1.09 (0.8; 1.5) 5.9E-01
cg25001924 PTPRN2 chr7 Body 0.91 (0.66; 1.26) 5.9E-01
cg14668632 GNA12 chr7 Body 0.92 (0.67; 1.25) 5.9E-01



cg06337557 MTNR1B chr11 TSS1500 0.92 (0.68; 1.24) 5.9E-01
cg18476176 CNTF chr11 3'UTR 0.92 (0.68; 1.24) 5.9E-01
cg00528572 MTNR1B chr11 Body 1.1 (0.78; 1.56) 5.9E-01
cg19239937 NOL4L chr20 Body 1.21 (0.61; 2.37) 5.9E-01
cg05115844 CDH13 chr16 5'UTR 0.89 (0.58; 1.37) 5.9E-01
cg05115844 CDH13 chr16 Body 0.89 (0.58; 1.37) 5.9E-01
cg06376522 ZFP91 chr11 1stExon 0.92 (0.68; 1.24) 5.9E-01
cg18833720 TNFRSF1B chr1 TSS200 1.09 (0.8; 1.49) 5.9E-01
cg13283862 PTPRN2 chr7 Body 0.92 (0.69; 1.23) 5.9E-01

ch.7.1973356R COL1A2 chr7 Body 1.09 (0.81; 1.46) 5.9E-01
cg21830914 AKAP13 chr15 5'UTR 1.12 (0.74; 1.71) 5.9E-01
cg18694815 RTN4 chr2 TSS1500 0.84 (0.45; 1.57) 5.9E-01
cg22941315 TNR chr1 5'UTR 0.9 (0.6; 1.34) 5.9E-01
cg05211947 ATP8A1 chr4 Body 1.1 (0.78; 1.55) 5.9E-01
cg17500918 PTPRN2 chr7 Body 1.09 (0.81; 1.46) 5.9E-01
cg08770761 ATP6V0C chr16 TSS1500 0.9 (0.62; 1.31) 5.9E-01
cg20191365 NOL4 chr18 5'UTR 1.08 (0.82; 1.42) 5.9E-01
cg20191365 NOL4 chr18 Body 1.08 (0.82; 1.42) 5.9E-01
cg17850518 MEIS2 chr15 5'UTR 0.9 (0.62; 1.31) 5.9E-01
cg17850518 MEIS2 chr15 1stExon 0.9 (0.62; 1.31) 5.9E-01
cg17850518 MEIS2 chr15 TSS1500 0.9 (0.62; 1.31) 5.9E-01
cg15440763 PTPRN2 chr7 Body 0.92 (0.68; 1.25) 5.9E-01
cg09027472 PTPRN2 chr7 Body 1.1 (0.79; 1.53) 5.9E-01
cg13937162 PTPRN2 chr7 Body 1.09 (0.8; 1.48) 5.9E-01
cg20193173 SLC16A9 chr10 TSS200 1.09 (0.79; 1.51) 5.9E-01
cg08198677 CTDSPL chr3 Body 0.91 (0.66; 1.26) 5.9E-01
cg15699231 AKAP13 chr15 5'UTR 1.09 (0.81; 1.46) 5.9E-01
cg02582608 ALCAM chr3 5'UTR 1.09 (0.8; 1.47) 5.9E-01
cg02582608 ALCAM chr3 1stExon 1.09 (0.8; 1.47) 5.9E-01
cg23841288 PTPRN2 chr7 Body 1.08 (0.81; 1.45) 5.9E-01
cg09874333 PTPRN2 chr7 Body 1.09 (0.8; 1.49) 5.9E-01
cg01765461 TNFRSF11A chr18 Body 0.9 (0.62; 1.31) 5.9E-01
cg15337334 CSMD2 chr1 Body 0.91 (0.65; 1.27) 5.9E-01
cg10714075 CACNA1C chr12 Body 0.91 (0.63; 1.3) 5.9E-01
cg24652817 PTPRN2 chr7 Body 1.09 (0.79; 1.51) 5.9E-01
cg12297625 PTPRN2 chr7 Body 0.92 (0.67; 1.25) 5.9E-01
cg20416574 FBXO11 chr2 5'UTR 1.12 (0.75; 1.67) 5.9E-01
cg00157932 PTPRN2 chr7 Body 0.91 (0.65; 1.27) 5.9E-01
cg19969113 TAOK3 chr12 5'UTR 0.88 (0.55; 1.4) 5.9E-01
cg03760856 TNRC6C chr17 5'UTR 1.09 (0.79; 1.52) 5.9E-01
cg16293347 TAOK3 chr12 5'UTR 1.13 (0.73; 1.74) 5.9E-01
cg10021276 PTPRN2 chr7 Body 1.08 (0.81; 1.45) 5.9E-01
cg05406774 FBXO31 chr16 Body 1.1 (0.78; 1.54) 5.9E-01
cg24248713 NOL4 chr18 TSS200 0.9 (0.6; 1.34) 5.9E-01
cg26610739 CDH13 chr16 Body 0.92 (0.69; 1.24) 5.9E-01
cg17150496 CHCHD6 chr3 Body 0.89 (0.58; 1.36) 5.9E-01
cg23117592 UNC80 chr2 Body 1.1 (0.77; 1.58) 5.9E-01
cg19434087 PTPRN2 chr7 Body 0.92 (0.67; 1.25) 5.9E-01
cg02921852 PEX14 chr1 Body 1.09 (0.8; 1.48) 5.9E-01
cg05315106 PTPRN2 chr7 Body 0.92 (0.66; 1.26) 5.9E-01
cg15042868 ATP6V0C chr16 Body 1.1 (0.77; 1.58) 5.9E-01
cg15243366 PTPRN2 chr7 Body 1.09 (0.79; 1.5) 5.9E-01
cg02268137 ATP6V0C chr16 TSS1500 0.89 (0.58; 1.36) 5.9E-01
cg11966450 TNFRSF11A chr18 TSS1500 0.9 (0.61; 1.33) 5.9E-01
cg19319735 TNRC18 chr7 TSS200 0.91 (0.66; 1.27) 5.9E-01
cg08128228 POU2F1 chr1 5'UTR 1.1 (0.78; 1.55) 5.9E-01
cg24902435 CACNA1C chr12 Body 0.9 (0.61; 1.33) 5.9E-01
cg04002822 CACNA1C chr12 Body 0.91 (0.66; 1.27) 5.9E-01
cg26889948 TNFRSF11B chr8 Body 1.1 (0.78; 1.56) 5.9E-01
cg07397572 WWOX chr16 Body 1.13 (0.72; 1.79) 5.9E-01
cg05642515 GNA12 chr7 Body 1.1 (0.77; 1.57) 5.9E-01



cg01460435 PTPRN2 chr7 Body 0.92 (0.66; 1.26) 5.9E-01
cg06518844 NOL4L chr20 Body 1.1 (0.78; 1.54) 5.9E-01
cg10712687 MTNR1B chr11 Body 1.09 (0.8; 1.48) 5.9E-01
cg20837354 CACNA1C chr12 Body 1.09 (0.79; 1.5) 5.9E-01
cg26266431 PTPRN2 chr7 Body 1.08 (0.81; 1.46) 5.9E-01
cg14839830 FBXO38 chr5 5'UTR 1.09 (0.79; 1.51) 5.9E-01
cg09367993 CHCHD6 chr3 Body 1.1 (0.77; 1.59) 5.9E-01
cg19072211 TNRC18 chr7 Body 1.1 (0.78; 1.55) 5.9E-01
cg18066197 CHFR chr12 3'UTR 0.92 (0.67; 1.26) 5.9E-01
cg13373757 CACNA1C chr12 Body 1.12 (0.74; 1.68) 5.9E-01
cg06654782 FBXO31 chr16 Body 0.9 (0.6; 1.34) 5.9E-01
cg11510825 CDH11 chr16 5'UTR 0.9 (0.62; 1.32) 5.9E-01
cg26075259 PTPRN2 chr7 Body 1.09 (0.8; 1.49) 5.9E-01
cg01556227 TDRP chr8 TSS1500 1.09 (0.79; 1.52) 5.9E-01
cg01556227 TDRP chr8 TSS200 1.09 (0.79; 1.52) 5.9E-01
cg22795123 PTPRN2 chr7 Body 1.08 (0.81; 1.45) 5.9E-01
cg21149967 CTDSP2 chr12 Body 1.1 (0.78; 1.53) 5.9E-01
cg11797430 CACNA1C chr12 Body 0.88 (0.56; 1.39) 5.9E-01
cg12648261 CSMD2 chr1 Body 0.92 (0.69; 1.24) 5.9E-01
cg13280512 TNRC6C chr17 TSS200 0.89 (0.59; 1.35) 5.9E-01
cg15152666 PDE8A chr15 TSS200 0.92 (0.67; 1.26) 5.9E-01
cg01075996 SUGCT chr7 Body 1.12 (0.73; 1.73) 5.9E-01
cg11171719 CTDSPL chr3 1stExon 1.1 (0.78; 1.54) 5.9E-01
cg11171719 CTDSPL chr3 5'UTR 1.1 (0.78; 1.54) 5.9E-01
cg21697198 BARX2 chr11 Body 0.9 (0.6; 1.34) 5.9E-01
cg24524099 PTPRN2 chr7 Body 1.08 (0.82; 1.41) 5.9E-01
cg00136902 TSHZ3 chr19 Body 1.14 (0.71; 1.82) 5.9E-01
cg26670992 ATP8A1 chr4 ExonBnd 0.89 (0.58; 1.36) 5.9E-01
cg26670992 ATP8A1 chr4 Body 0.89 (0.58; 1.36) 5.9E-01
cg25399162 BRUNOL4 chr18 3'UTR 1.1 (0.77; 1.57) 5.9E-01
cg25242769 CSMD2 chr1 Body 1.11 (0.75; 1.64) 6.0E-01
cg14170597 PEX14 chr1 Body 0.91 (0.64; 1.29) 6.0E-01
cg26365813 RTN4RL1 chr17 Body 1.11 (0.75; 1.65) 6.0E-01
cg19685156 CSMD2 chr1 TSS1500 0.89 (0.59; 1.35) 6.0E-01
cg19685156 CSMD2 chr1 TSS200 0.89 (0.59; 1.35) 6.0E-01
cg12896146 MTNR1A chr4 TSS1500 1.08 (0.81; 1.45) 6.0E-01
cg26711073 CSMD2 chr1 TSS1500 0.92 (0.66; 1.27) 6.0E-01
cg26711073 CSMD2 chr1 TSS200 0.92 (0.66; 1.27) 6.0E-01
cg13333722 CTDSPL chr3 Body 0.92 (0.67; 1.26) 6.0E-01
cg18816129 MEIS2 chr15 Body 1.1 (0.78; 1.54) 6.0E-01
cg14254396 PTPRS chr19 5'UTR 0.91 (0.63; 1.31) 6.0E-01
cg02157637 CDH11 chr16 Body 1.08 (0.81; 1.44) 6.0E-01
cg24006939 CDH13 chr16 5'UTR 0.92 (0.68; 1.25) 6.0E-01
cg24006939 CDH13 chr16 Body 0.92 (0.68; 1.25) 6.0E-01
cg06690459 ZBTB20 chr3 Body 1.09 (0.78; 1.53) 6.0E-01
cg26200971 TNRC6C chr17 Body 1.09 (0.8; 1.47) 6.0E-01
cg15779785 CACNA1C chr12 Body 0.92 (0.66; 1.27) 6.0E-01
cg11435826 CACNA1C chr12 Body 1.11 (0.75; 1.66) 6.0E-01
cg05478790 TNRC6C chr17 3'UTR 0.91 (0.64; 1.3) 6.0E-01
cg19010490 MEIS2 chr15 Body 1.08 (0.81; 1.45) 6.0E-01
cg03601549 WWOX chr16 Body 1.1 (0.77; 1.56) 6.0E-01
cg17317475 EIF2S1 chr14 5'UTR 1.1 (0.78; 1.55) 6.0E-01
cg09126043 CEP350 chr1 TSS1500 0.91 (0.65; 1.28) 6.0E-01
cg15932065 CNTNAP2 chr7 Body 0.91 (0.64; 1.29) 6.0E-01
cg11461133 GNA12 chr7 TSS200 1.09 (0.78; 1.53) 6.0E-01
cg07279321 PHACTR1 chr6 TSS200 0.91 (0.63; 1.31) 6.0E-01
cg14168080 PTPRN2 chr7 Body 1.09 (0.8; 1.47) 6.0E-01
cg08116832 CDH13 chr16 Body 1.11 (0.74; 1.67) 6.0E-01
cg00305071 CSMD2 chr1 Body 1.09 (0.79; 1.5) 6.0E-01
cg07979652 PTPRN2 chr7 Body 1.1 (0.77; 1.58) 6.0E-01
cg26743518 RNU5E-1 chr5 Body 1.1 (0.77; 1.59) 6.0E-01



cg20391873 SRSF10 chr1 Body 1.09 (0.8; 1.48) 6.0E-01
cg20391873 SRSF10 chr1 5'UTR 1.09 (0.8; 1.48) 6.0E-01
cg20391873 SRSF10 chr1 1stExon 1.09 (0.8; 1.48) 6.0E-01
cg18533833 CHFR chr12 TSS1500 1.09 (0.79; 1.49) 6.0E-01
cg03105520 ZBTB20 chr3 Body 0.92 (0.68; 1.26) 6.0E-01
cg13589913 FBXO31 chr16 Body 0.93 (0.69; 1.24) 6.0E-01
cg02086580 CHFR chr12 Body 1.09 (0.78; 1.54) 6.0E-01
cg16936823 CDH13 chr16 Body 1.1 (0.78; 1.54) 6.0E-01
cg13401235 PHACTR1 chr6 Body 0.9 (0.6; 1.34) 6.0E-01
cg12967902 PTPRN2 chr7 Body 0.9 (0.61; 1.33) 6.0E-01
cg07666246 PTPRN2 chr7 Body 0.91 (0.65; 1.28) 6.0E-01
cg03892601 CNTNAP2 chr7 Body 1.08 (0.8; 1.45) 6.0E-01
cg20025824 TNRC18 chr7 Body 1.08 (0.8; 1.46) 6.0E-01
cg00906838 CSMD2 chr1 Body 1.11 (0.74; 1.68) 6.0E-01
cg19954255 CSMD2 chr1 Body 1.11 (0.75; 1.66) 6.0E-01
cg03444934 CDH13 chr16 Body 1.08 (0.81; 1.45) 6.0E-01
cg14931071 PHACTR1 chr6 TSS200 1.08 (0.8; 1.47) 6.0E-01
cg23868899 FBXO32 chr8 TSS200 1.08 (0.81; 1.45) 6.0E-01
cg10982824 RTN4RL1 chr17 Body 0.91 (0.64; 1.29) 6.0E-01
cg03103322 AKAP13 chr15 5'UTR 1.09 (0.78; 1.52) 6.0E-01
cg00887547 TAOK3 chr12 TSS1500 0.93 (0.69; 1.24) 6.0E-01
cg25535592 AKAP13 chr15 Body 0.92 (0.69; 1.24) 6.0E-01
cg22557207 ALCAM chr3 Body 1.11 (0.76; 1.61) 6.0E-01
cg11025065 TNRC6B chr22 Body 0.91 (0.63; 1.31) 6.0E-01
cg23273041 NRXN1 chr2 TSS1500 0.91 (0.65; 1.29) 6.0E-01
cg11682700 ZBTB20 chr3 Body 0.92 (0.68; 1.25) 6.0E-01
cg11682700 ZBTB20 chr3 1stExon 0.92 (0.68; 1.25) 6.0E-01
cg11682700 ZBTB20 chr3 5'UTR 0.92 (0.68; 1.25) 6.0E-01
cg11186233 AKAP13 chr15 5'UTR 1.1 (0.77; 1.58) 6.1E-01
cg04983128 PEX14 chr1 Body 1.09 (0.79; 1.49) 6.1E-01
cg04487038 WWOX chr16 Body 1.09 (0.79; 1.5) 6.1E-01
cg11227520 PTPRN2 chr7 3'UTR 0.92 (0.67; 1.26) 6.1E-01
cg02957771 FBXO31 chr16 Body 0.91 (0.64; 1.29) 6.1E-01
cg02264057 SUGCT chr7 Body 1.11 (0.75; 1.64) 6.1E-01
cg26609691 CHFR chr12 Body 0.92 (0.67; 1.26) 6.1E-01
cg15129971 CTNND2 chr5 Body 0.9 (0.6; 1.34) 6.1E-01
cg00751730 PTPRN2 chr7 Body 1.09 (0.79; 1.51) 6.1E-01
cg15022739 BRUNOL4 chr18 3'UTR 0.9 (0.6; 1.34) 6.1E-01
cg02482968 AKAP13 chr15 5'UTR 1.09 (0.78; 1.55) 6.1E-01
cg02674114 ERI3 chr1 TSS1500 0.93 (0.7; 1.23) 6.1E-01
cg04662039 PTPRN2 chr7 Body 0.92 (0.65; 1.28) 6.1E-01
cg10954931 WAC chr10 Body 1.11 (0.74; 1.66) 6.1E-01
cg21706794 AKAP13 chr15 Body 1.18 (0.63; 2.23) 6.1E-01
cg00013809 PTPRN2 chr7 Body 0.92 (0.68; 1.25) 6.1E-01
cg03480435 CSMD2 chr1 Body 0.92 (0.67; 1.26) 6.1E-01
cg13525062 PTPRN2 chr7 Body 1.1 (0.77; 1.55) 6.1E-01
cg04917686 ZBTB20 chr3 TSS1500 1.08 (0.8; 1.46) 6.1E-01
cg11331344 RECQL5 chr17 Body 0.89 (0.58; 1.38) 6.1E-01
cg24000316 CHFR chr12 Body 1.09 (0.79; 1.51) 6.1E-01
cg00463844 PDE8A chr15 5'UTR 1.31 (0.47; 3.65) 6.1E-01
cg00463844 PDE8A chr15 Body 1.31 (0.47; 3.65) 6.1E-01
cg19550490 PTPRN2 chr7 Body 0.9 (0.61; 1.33) 6.1E-01
cg19807706 CSMD2 chr1 Body 1.08 (0.79; 1.48) 6.1E-01
cg12822074 RTN4RL2 chr11 Body 0.92 (0.68; 1.26) 6.1E-01
cg09222287 ALCAM chr3 TSS1500 0.93 (0.7; 1.24) 6.1E-01
cg09827826 PTPRN2 chr7 Body 1.08 (0.81; 1.45) 6.1E-01
cg03186058 ERI3 chr1 Body 1.09 (0.79; 1.51) 6.1E-01
cg03186058 ERI3 chr1 5'UTR 1.09 (0.79; 1.51) 6.1E-01
cg22019065 UNC80 chr2 Body 0.91 (0.65; 1.29) 6.1E-01
cg18764007 ZFP91 chr11 Body 0.91 (0.63; 1.31) 6.1E-01
cg22395765 PTPRN2 chr7 Body 1.15 (0.68; 1.93) 6.1E-01



cg19616316 CTNND2 chr5 Body 1.09 (0.79; 1.51) 6.1E-01
cg04883944 AKAP13 chr15 Body 0.91 (0.64; 1.29) 6.1E-01
cg02973961 CDH11 chr16 5'UTR 1.09 (0.78; 1.52) 6.1E-01
cg23268879 TNRC18 chr7 Body 1.09 (0.79; 1.49) 6.1E-01
cg16646459 CUX2 chr12 Body 1.12 (0.73; 1.72) 6.1E-01
cg08788291 RECQL5 chr17 Body 0.91 (0.62; 1.33) 6.1E-01
cg16038616 WWOX chr16 Body 1.1 (0.75; 1.62) 6.1E-01
cg05649108 BRUNOL4 chr18 Body 0.92 (0.65; 1.28) 6.1E-01
cg09740815 CREBBP chr16 Body 1.09 (0.79; 1.49) 6.1E-01
cg09171093 SGIP1 chr1 Body 1.09 (0.78; 1.54) 6.1E-01
cg07833128 TSHZ3 chr19 Body 1.13 (0.7; 1.84) 6.1E-01
cg16705205 BRUNOL4 chr18 Body 0.91 (0.63; 1.31) 6.1E-01
cg13263093 PHACTR1 chr6 Body 1.08 (0.81; 1.43) 6.1E-01
cg14412317 PTPRN2 chr7 TSS200 0.92 (0.67; 1.27) 6.1E-01
cg20705566 DCUN1D4 chr4 1stExon 1.1 (0.77; 1.58) 6.1E-01
cg20705566 DCUN1D4 chr4 5'UTR 1.1 (0.77; 1.58) 6.1E-01
cg08466256 COL5A2 chr2 Body 1.13 (0.71; 1.81) 6.1E-01
cg01077450 CTNND2 chr5 Body 1.13 (0.7; 1.84) 6.1E-01
cg14779017 ZNF704 chr8 Body 0.9 (0.61; 1.33) 6.1E-01
cg15356885 TXNDC9 chr2 TSS1500 0.92 (0.68; 1.25) 6.1E-01
cg03048087 LOC101928417 chr16 Body 0.92 (0.67; 1.27) 6.1E-01
cg03048087 CDH13 chr16 5'UTR 0.92 (0.67; 1.27) 6.1E-01
cg03048087 CDH13 chr16 Body 0.92 (0.67; 1.27) 6.1E-01
cg23381598 RTN4R chr22 TSS1500 1.11 (0.74; 1.66) 6.1E-01
cg05034068 RNU5E-1 chr5 Body 1.14 (0.69; 1.89) 6.1E-01
cg15729307 BRUNOL4 chr18 Body 1.13 (0.7; 1.81) 6.1E-01
cg22783363 TNFRSF10D chr8 TSS200 1.09 (0.78; 1.52) 6.1E-01
cg06593940 PTPRN2 chr7 Body 0.93 (0.7; 1.24) 6.1E-01
cg06621425 PTPRN2 chr7 Body 0.92 (0.68; 1.25) 6.1E-01
cg10784597 NOL4 chr18 Body 1.08 (0.8; 1.47) 6.1E-01
cg17692242 SGIP1 chr1 TSS1500 1.08 (0.8; 1.47) 6.1E-01
cg12566378 NRXN1 chr2 Body 1.09 (0.78; 1.52) 6.1E-01
cg13334304 UBE2E2 chr3 3'UTR 1.09 (0.78; 1.52) 6.1E-01
cg07259683 MEIS2 chr15 Body 0.91 (0.63; 1.32) 6.1E-01
cg25663171 TENM2 chr5 Body 1.11 (0.74; 1.65) 6.1E-01
cg11082691 TNFRSF19 chr13 Body 0.92 (0.65; 1.29) 6.1E-01
cg03396323 ATP8A1 chr4 Body 1.12 (0.73; 1.72) 6.1E-01
cg00996959 CNTNAP2 chr7 Body 1.09 (0.78; 1.52) 6.1E-01
cg16405211 CNTNAP2 chr7 Body 0.92 (0.66; 1.28) 6.1E-01
cg14974397 ACVR2A chr2 5'UTR 1.15 (0.68; 1.94) 6.1E-01
cg14974397 ACVR2A chr2 TSS1500 1.15 (0.68; 1.94) 6.1E-01
cg14974397 ACVR2A chr2 1stExon 1.15 (0.68; 1.94) 6.1E-01
cg00545573 TAOK3 chr12 5'UTR 1.08 (0.8; 1.47) 6.1E-01
cg02578058 UNC80 chr2 Body 0.91 (0.65; 1.3) 6.1E-01
cg07433663 MEIS2 chr15 5'UTR 0.89 (0.55; 1.42) 6.1E-01
cg07433663 MEIS2 chr15 1stExon 0.89 (0.55; 1.42) 6.1E-01
cg07433663 MEIS2 chr15 Body 0.89 (0.55; 1.42) 6.1E-01
cg02393980 TNRC6A chr16 Body 0.91 (0.62; 1.33) 6.1E-01
cg03572284 ZBTB20 chr3 5'UTR 1.19 (0.6; 2.35) 6.1E-01
cg03487305 FBXO34 chr14 5'UTR 1.09 (0.78; 1.52) 6.1E-01
cg23159970 CACNA1C chr12 Body 0.93 (0.69; 1.25) 6.1E-01
cg15092213 GNA12 chr7 Body 0.92 (0.68; 1.26) 6.1E-01
cg14656131 UNC80 chr2 TSS200 1.11 (0.74; 1.66) 6.1E-01
cg00511641 CHD6 chr20 Body 0.92 (0.68; 1.26) 6.1E-01
cg13956369 SMARCD3 chr7 TSS1500 1.09 (0.78; 1.53) 6.1E-01
cg24896096 PTPRS chr19 Body 0.91 (0.65; 1.29) 6.1E-01
cg07920930 PTPRN2 chr7 TSS1500 0.92 (0.68; 1.25) 6.1E-01
cg00390969 FBXO34 chr14 TSS1500 1.09 (0.78; 1.52) 6.2E-01
cg00390969 FBXO34 chr14 TSS200 1.09 (0.78; 1.52) 6.2E-01
cg22949256 SGIP1 chr1 Body 0.87 (0.5; 1.5) 6.2E-01
cg03664025 TNRC6A chr16 ExonBnd 0.9 (0.6; 1.35) 6.2E-01



cg03664025 TNRC6A chr16 Body 0.9 (0.6; 1.35) 6.2E-01
cg10327399 TNRC18 chr7 Body 0.92 (0.68; 1.26) 6.2E-01
cg08802375 ATP6V0C chr16 3'UTR 0.9 (0.59; 1.36) 6.2E-01
cg03462926 ELAVL4 chr1 1stExon 1.12 (0.72; 1.72) 6.2E-01
cg03462926 ELAVL4 chr1 Body 1.12 (0.72; 1.72) 6.2E-01
cg03462926 ELAVL4 chr1 5'UTR 1.12 (0.72; 1.72) 6.2E-01
cg05468345 CACNA1C chr12 Body 1.08 (0.79; 1.49) 6.2E-01
cg25912957 PTPRN2 chr7 Body 0.92 (0.65; 1.29) 6.2E-01
cg03243701 CCDC80 chr3 Body 1.09 (0.79; 1.5) 6.2E-01
cg17067988 PTPRN2 chr7 Body 0.91 (0.65; 1.3) 6.2E-01
cg06690199 EIF2S1 chr14 TSS200 1.07 (0.82; 1.41) 6.2E-01
cg12113356 CCDC80 chr3 5'UTR 0.9 (0.59; 1.37) 6.2E-01
cg12113356 CCDC80 chr3 1stExon 0.9 (0.59; 1.37) 6.2E-01
cg24319381 CPEB1 chr15 TSS200 0.92 (0.67; 1.27) 6.2E-01
cg18071075 WWOX chr16 Body 1.12 (0.72; 1.73) 6.2E-01
cg20247421 CHD6 chr20 5'UTR 1.08 (0.8; 1.45) 6.2E-01
cg15374582 PTPRN2 chr7 Body 1.09 (0.77; 1.56) 6.2E-01
cg09118225 TENM2 chr5 Body 0.9 (0.58; 1.38) 6.2E-01
cg00239915 PTPRN2 chr7 Body 0.91 (0.64; 1.3) 6.2E-01
cg15012939 PTPRN2 chr7 Body 1.09 (0.78; 1.51) 6.2E-01
cg21380084 PTPRN2 chr7 Body 0.92 (0.66; 1.28) 6.2E-01
cg16174779 TNFRSF11A chr18 Body 1.1 (0.75; 1.63) 6.2E-01
cg12283057 PDE8A chr15 Body 1.08 (0.79; 1.48) 6.2E-01
cg22862635 PTPRN2 chr7 Body 0.91 (0.61; 1.34) 6.2E-01
cg18201351 NRXN1 chr2 Body 1.09 (0.78; 1.53) 6.2E-01
cg18201351 NRXN1 chr2 TSS200 1.09 (0.78; 1.53) 6.2E-01
cg08613634 RNU5E-1 chr5 Body 1.09 (0.78; 1.53) 6.2E-01
cg03362590 FBXO34 chr14 TSS200 1.09 (0.78; 1.52) 6.2E-01
cg03362590 FBXO34 chr14 5'UTR 1.09 (0.78; 1.52) 6.2E-01
cg27650540 CUX2 chr12 Body 0.92 (0.65; 1.29) 6.2E-01
cg23455837 PTPRN2 chr7 Body 0.92 (0.67; 1.26) 6.2E-01
cg14795305 SMARCD3 chr7 TSS1500 0.87 (0.49; 1.53) 6.2E-01
cg06957181 AKAP3 chr12 TSS1500 0.91 (0.64; 1.3) 6.2E-01
cg09340935 CACNA1C chr12 Body 0.92 (0.65; 1.29) 6.2E-01
cg06679384 PTPRN2 chr7 Body 1.1 (0.75; 1.64) 6.2E-01
cg21538684 PHACTR1 chr6 Body 0.93 (0.69; 1.25) 6.2E-01
cg04396803 COL5A2 chr2 Body 0.88 (0.53; 1.47) 6.2E-01
cg23660611 PTPRS chr19 Body 1.12 (0.72; 1.75) 6.2E-01
cg21660826 PTPRN2 chr7 Body 0.92 (0.66; 1.28) 6.2E-01
cg13594075 NRXN1 chr2 TSS200 0.93 (0.68; 1.26) 6.2E-01
cg20353780 TAOK3 chr12 3'UTR 0.92 (0.65; 1.3) 6.2E-01
cg26570257 SUSD4 chr1 Body 1.15 (0.66; 1.99) 6.2E-01
cg09239716 TNFRSF10C chr8 Body 1.1 (0.76; 1.57) 6.2E-01
cg19713140 PTPRN2 chr7 Body 1.08 (0.79; 1.49) 6.2E-01
cg22128328 PTPRN2 chr7 Body 0.92 (0.67; 1.27) 6.2E-01
cg26338159 CPEB1 chr15 Body 1.08 (0.79; 1.48) 6.2E-01
cg16238796 TNRC18 chr7 5'UTR 0.92 (0.66; 1.28) 6.2E-01
cg24408488 NOL4L chr20 Body 0.92 (0.65; 1.29) 6.2E-01
cg01162378 CDH11 chr16 5'UTR 1.09 (0.78; 1.53) 6.2E-01
cg17902551 CACNA1C chr12 3'UTR 0.92 (0.67; 1.27) 6.2E-01
cg13305273 PTPRN2 chr7 Body 1.11 (0.73; 1.71) 6.2E-01
cg22517801 PTPRN2 chr7 Body 0.91 (0.64; 1.31) 6.2E-01
cg22769317 FSTL1 chr3 TSS1500 1.09 (0.78; 1.51) 6.2E-01
cg01613977 AKAP13 chr15 Body 0.9 (0.6; 1.35) 6.2E-01
cg05254518 AKAP13 chr15 Body 1.09 (0.78; 1.52) 6.2E-01
cg08415819 NRXN1 chr2 Body 1.08 (0.78; 1.5) 6.2E-01
cg18379569 WWOX chr16 Body 0.91 (0.61; 1.34) 6.2E-01
cg00443596 NOL4 chr18 Body 1.12 (0.72; 1.75) 6.2E-01
cg00443596 NOL4 chr18 TSS200 1.12 (0.72; 1.75) 6.2E-01
cg11502736 CEP350 chr1 TSS200 1.09 (0.78; 1.52) 6.2E-01
cg07859489 PTPRN2 chr7 Body 0.93 (0.71; 1.23) 6.2E-01



cg08189280 NRXN1 chr2 Body 1.08 (0.79; 1.48) 6.2E-01
cg04954797 PTPRN2 chr7 Body 1.08 (0.79; 1.47) 6.2E-01
cg03615913 PTPRS chr19 5'UTR 0.92 (0.66; 1.28) 6.2E-01
cg00469083 WWOX chr16 Body 1.08 (0.8; 1.46) 6.2E-01
cg27128939 SUGCT chr7 Body 0.81 (0.35; 1.88) 6.2E-01
cg07605211 SUSD4 chr1 TSS1500 0.91 (0.62; 1.34) 6.2E-01
cg19019380 PTPRN2 chr7 Body 0.93 (0.68; 1.26) 6.2E-01
cg12741309 ATF7 chr12 5'UTR 0.92 (0.65; 1.3) 6.2E-01
cg12741309 ATF7 chr12 Body 0.92 (0.65; 1.3) 6.2E-01
cg09831055 MEX3A chr1 Body 0.92 (0.67; 1.27) 6.2E-01
cg26604191 TNRC18 chr7 Body 0.92 (0.65; 1.3) 6.2E-01
cg14376625 CUX2 chr12 Body 1.09 (0.77; 1.55) 6.2E-01
cg16740746 WWOX chr16 Body 0.91 (0.63; 1.32) 6.2E-01
cg15407730 ATF7IP chr12 5'UTR 0.88 (0.53; 1.46) 6.2E-01
cg15407730 ATF7IP chr12 Body 0.88 (0.53; 1.46) 6.2E-01
cg09610766 ALCAM chr3 Body 0.92 (0.64; 1.31) 6.3E-01
cg14350197 BRUNOL4 chr18 TSS1500 0.91 (0.61; 1.34) 6.3E-01
cg24166295 ZNF704 chr8 Body 1.09 (0.78; 1.52) 6.3E-01
cg08599096 PTPRN2 chr7 Body 0.84 (0.42; 1.69) 6.3E-01
cg09500171 ATP8A1 chr4 Body 0.92 (0.66; 1.29) 6.3E-01
cg04595854 TENM2 chr5 Body 1.09 (0.76; 1.57) 6.3E-01
cg26130656 CACNA1C chr12 Body 0.88 (0.51; 1.49) 6.3E-01
cg15819924 PTPRN2 chr7 Body 1.09 (0.78; 1.52) 6.3E-01
cg07535790 ZBTB20 chr3 Body 0.86 (0.46; 1.6) 6.3E-01
cg07535790 ZBTB20 chr3 5'UTR 0.86 (0.46; 1.6) 6.3E-01
cg12102607 GNA12 chr7 Body 1.08 (0.79; 1.47) 6.3E-01
cg12102607 GNA12 chr7 TSS200 1.08 (0.79; 1.47) 6.3E-01
cg05121010 POU2F1 chr1 Body 1.12 (0.72; 1.74) 6.3E-01
cg16502202 AKAP13 chr15 Body 0.92 (0.65; 1.29) 6.3E-01
cg21952241 CHD6 chr20 3'UTR 1.1 (0.74; 1.65) 6.3E-01
cg13471521 TNFRSF1B chr1 Body 1.11 (0.73; 1.7) 6.3E-01
cg22510091 RAP1B chr12 5'UTR 0.91 (0.64; 1.31) 6.3E-01
cg09633353 RTN4 chr2 Body 1.12 (0.71; 1.75) 6.3E-01
cg09633353 RTN4 chr2 5'UTR 1.12 (0.71; 1.75) 6.3E-01
cg12877853 PTPRN2 chr7 Body 0.92 (0.67; 1.27) 6.3E-01
cg01743793 TNFRSF19 chr13 5'UTR 0.92 (0.67; 1.27) 6.3E-01
cg01743793 TNFRSF19 chr13 Body 0.92 (0.67; 1.27) 6.3E-01
cg23634928 PTPRN2 chr7 Body 0.93 (0.68; 1.26) 6.3E-01
cg16168876 CACNA1C chr12 Body 1.13 (0.69; 1.85) 6.3E-01
cg07168181 GNA12 chr7 TSS200 0.92 (0.66; 1.28) 6.3E-01
cg26387435 CNTNAP2 chr7 Body 1.08 (0.79; 1.47) 6.3E-01
cg02245612 PTPRS chr19 5'UTR 1.08 (0.78; 1.5) 6.3E-01
cg22370057 PHACTR1 chr6 Body 1.09 (0.77; 1.56) 6.3E-01
cg02538280 PTPRN2 chr7 Body 1.09 (0.77; 1.53) 6.3E-01
cg03960313 TNFRSF19 chr13 5'UTR 0.92 (0.66; 1.29) 6.3E-01
cg03960313 TNFRSF19 chr13 TSS1500 0.92 (0.66; 1.29) 6.3E-01
cg02336175 ZNF704 chr8 5'UTR 0.93 (0.7; 1.24) 6.3E-01
cg02336175 ZNF704 chr8 1stExon 0.93 (0.7; 1.24) 6.3E-01
cg14595244 SRSF12 chr6 TSS1500 0.93 (0.69; 1.25) 6.3E-01
cg20773751 AKAP13 chr15 Body 1.09 (0.77; 1.54) 6.3E-01
cg20773751 AKAP13 chr15 5'UTR 1.09 (0.77; 1.54) 6.3E-01
cg06537115 TENM2 chr5 Body 0.91 (0.64; 1.31) 6.3E-01
cg16486501 PTPRN2 chr7 Body 1.1 (0.74; 1.64) 6.3E-01
cg07796563 CHFR chr12 Body 0.91 (0.62; 1.33) 6.3E-01
cg02866870 ALCAM chr3 TSS200 1.1 (0.76; 1.59) 6.3E-01
cg12700283 TNRC6C chr17 5'UTR 1.08 (0.79; 1.49) 6.3E-01
cg18559618 RTN4RL1 chr17 Body 0.88 (0.52; 1.48) 6.3E-01
cg05062510 PTPRN2 chr7 Body 0.92 (0.66; 1.29) 6.3E-01
cg07082645 CACNA1C chr12 Body 0.91 (0.64; 1.32) 6.3E-01
cg07271936 WWOX chr16 Body 0.92 (0.65; 1.29) 6.3E-01
cg01125152 WWOX chr16 Body 1.08 (0.78; 1.5) 6.3E-01



cg25996573 RTN4 chr2 Body 1.18 (0.6; 2.32) 6.3E-01
cg05548749 ARID1A chr1 Body 0.92 (0.67; 1.28) 6.3E-01
cg04484243 AKAP13 chr15 5'UTR 1.09 (0.76; 1.58) 6.3E-01
cg07729875 CUX2 chr12 Body 0.91 (0.62; 1.34) 6.3E-01
cg04868583 ATP8A1 chr4 Body 0.92 (0.66; 1.29) 6.3E-01
cg16799961 TXNDC9 chr2 TSS200 1.07 (0.8; 1.44) 6.3E-01
cg05840629 DMXL2 chr15 TSS1500 0.9 (0.58; 1.39) 6.3E-01
cg05987961 PTPRN2 chr7 Body 0.92 (0.66; 1.29) 6.3E-01
cg15804825 CPEB1 chr15 ExonBnd 0.91 (0.63; 1.33) 6.3E-01
cg15804825 CPEB1 chr15 Body 0.91 (0.63; 1.33) 6.3E-01
cg15804825 CPEB1 chr15 5'UTR 0.91 (0.63; 1.33) 6.3E-01
cg07788493 AKAP13 chr15 Body 0.85 (0.44; 1.64) 6.3E-01
cg19303637 TNFRSF19 chr13 5'UTR 1.13 (0.68; 1.89) 6.3E-01
cg24052530 ERI3 chr1 1stExon 1.08 (0.78; 1.5) 6.3E-01
cg24052530 ERI3 chr1 5'UTR 1.08 (0.78; 1.5) 6.3E-01
cg23784855 ZNF704 chr8 TSS200 1.1 (0.75; 1.59) 6.3E-01
cg16648740 UBE2E2 chr3 Body 0.92 (0.65; 1.3) 6.3E-01
cg20734791 SUGCT chr7 Body 0.87 (0.48; 1.56) 6.3E-01
cg00531180 NOL4L chr20 Body 1.12 (0.7; 1.79) 6.3E-01
cg15318881 TENM2 chr5 Body 0.92 (0.66; 1.28) 6.3E-01
cg00003241 PTPRN2 chr7 Body 1.08 (0.79; 1.47) 6.3E-01
cg24364668 CCDC80 chr3 5'UTR 0.9 (0.59; 1.38) 6.3E-01
cg24364668 CCDC80 chr3 1stExon 0.9 (0.59; 1.38) 6.3E-01
cg02699090 PTPRN2 chr7 Body 0.94 (0.71; 1.23) 6.3E-01
cg24490542 CSMD2 chr1 Body 1.11 (0.73; 1.69) 6.3E-01
cg20557710 CACNA1C chr12 Body 1.09 (0.77; 1.55) 6.3E-01
cg10537847 TXNDC9 chr2 TSS1500 0.93 (0.68; 1.26) 6.3E-01
cg02111099 ERI3 chr1 Body 0.92 (0.65; 1.3) 6.3E-01
cg20915973 ATP8A1 chr4 TSS1500 0.91 (0.63; 1.33) 6.3E-01
cg03295083 NRXN1 chr2 Body 0.92 (0.66; 1.29) 6.3E-01
cg03295083 NRXN1 chr2 TSS200 0.92 (0.66; 1.29) 6.3E-01
cg01394671 PTPRN2 chr7 TSS200 1.08 (0.79; 1.48) 6.3E-01
cg04998702 MEIS2 chr15 TSS1500 1.09 (0.75; 1.59) 6.3E-01
cg04998702 MEIS2 chr15 5'UTR 1.09 (0.75; 1.59) 6.3E-01
cg04998702 MEIS2 chr15 Body 1.09 (0.75; 1.59) 6.3E-01
cg04998702 MEIS2 chr15 ExonBnd 1.09 (0.75; 1.59) 6.3E-01
cg04998702 MEIS2 chr15 TSS200 1.09 (0.75; 1.59) 6.3E-01
cg04998702 MEIS2 chr15 1stExon 1.09 (0.75; 1.59) 6.3E-01
cg00103865 TNFRSF1A chr12 Body 0.92 (0.65; 1.3) 6.3E-01
cg16014651 TNRC18 chr7 Body 0.82 (0.37; 1.83) 6.3E-01
cg12875205 PTPRN2 chr7 Body 1.07 (0.8; 1.45) 6.3E-01
cg06293787 MTNR1A chr4 TSS200 0.9 (0.57; 1.4) 6.3E-01
cg11247812 CSMD2 chr1 Body 0.92 (0.65; 1.3) 6.3E-01
cg24388383 TNFRSF11A chr18 Body 1.09 (0.76; 1.57) 6.4E-01
cg10227810 RTN4R chr22 Body 1.08 (0.79; 1.47) 6.4E-01
cg05305155 PTPRN2 chr7 Body 0.92 (0.66; 1.29) 6.4E-01
cg23864120 PTPRS chr19 Body 0.93 (0.68; 1.27) 6.4E-01
cg18028379 CDH13 chr16 Body 0.85 (0.43; 1.68) 6.4E-01
cg08006263 NOL4L chr20 Body 0.91 (0.62; 1.34) 6.4E-01
cg21276043 AKAP13 chr15 5'UTR 1.09 (0.76; 1.57) 6.4E-01
cg23337361 PHACTR1 chr6 Body 1.09 (0.76; 1.55) 6.4E-01
cg24646035 PHACTR1 chr6 Body 0.93 (0.68; 1.27) 6.4E-01
cg20135776 ARID1A chr1 Body 1.08 (0.8; 1.45) 6.4E-01
cg15912010 NRXN1 chr2 Body 0.92 (0.67; 1.28) 6.4E-01
cg05902531 CTDSP2 chr12 Body 0.92 (0.66; 1.29) 6.4E-01
cg11392877 PDE8A chr15 TSS1500 1.08 (0.79; 1.48) 6.4E-01
cg18849847 PTPRN2 chr7 Body 1.08 (0.79; 1.47) 6.4E-01
cg03648523 CDH13 chr16 5'UTR 0.93 (0.67; 1.27) 6.4E-01
cg03648523 CDH13 chr16 Body 0.93 (0.67; 1.27) 6.4E-01
cg04006520 CACNA1C chr12 Body 0.9 (0.58; 1.39) 6.4E-01
cg07061916 DACH1 chr13 TSS200 0.92 (0.65; 1.31) 6.4E-01



cg22676516 PTPRN2 chr7 Body 1.09 (0.77; 1.53) 6.4E-01
cg05847926 POU2F1 chr1 Body 1.08 (0.79; 1.48) 6.4E-01
cg05847926 POU2F1 chr1 TSS1500 1.08 (0.79; 1.48) 6.4E-01
cg23649326 RNU5E-1 chr5 Body 1.1 (0.74; 1.63) 6.4E-01
cg07688779 MEIS2 chr15 5'UTR 0.91 (0.61; 1.35) 6.4E-01
cg07688779 MEIS2 chr15 1stExon 0.91 (0.61; 1.35) 6.4E-01
cg07688779 MEIS2 chr15 Body 0.91 (0.61; 1.35) 6.4E-01
cg07688779 MEIS2 chr15 TSS1500 0.91 (0.61; 1.35) 6.4E-01
cg02481065 ELAVL4 chr1 Body 1.09 (0.76; 1.57) 6.4E-01
cg27529656 FBXO32 chr8 5'UTR 1.11 (0.71; 1.74) 6.4E-01
cg27529656 FBXO32 chr8 Body 1.11 (0.71; 1.74) 6.4E-01
cg00267862 TNRC18 chr7 Body 1.07 (0.8; 1.45) 6.4E-01
cg00806634 CTNND2 chr5 Body 1.09 (0.76; 1.55) 6.4E-01
cg22870666 DMXL2 chr15 5'UTR 1.08 (0.78; 1.49) 6.4E-01
cg22870666 DMXL2 chr15 1stExon 1.08 (0.78; 1.49) 6.4E-01
cg15074728 ZBTB20 chr3 Body 0.92 (0.65; 1.31) 6.4E-01
cg15074728 ZBTB20 chr3 5'UTR 0.92 (0.65; 1.31) 6.4E-01
cg05038209 FBXO31 chr16 TSS1500 0.92 (0.64; 1.31) 6.4E-01
cg09038266 WWOX chr16 Body 0.92 (0.66; 1.29) 6.4E-01
cg12724498 PTPRN2 chr7 Body 0.93 (0.7; 1.25) 6.4E-01
cg12167526 NRXN1 chr2 Body 0.93 (0.67; 1.27) 6.4E-01
cg05199346 TNFRSF1A chr12 Body 0.9 (0.57; 1.41) 6.4E-01
cg12134994 TNFRSF10D chr8 Body 1.11 (0.73; 1.68) 6.4E-01
cg09532041 CDH13 chr16 5'UTR 1.1 (0.73; 1.66) 6.4E-01
cg09532041 CDH13 chr16 Body 1.1 (0.73; 1.66) 6.4E-01
cg10368049 COL1A2 chr7 TSS200 1.08 (0.79; 1.47) 6.4E-01
cg05879505 RTN4RL1 chr17 Body 1.11 (0.72; 1.72) 6.4E-01
cg02093647 ACVR2A chr2 TSS200 0.92 (0.65; 1.3) 6.4E-01
cg05979819 WWOX chr16 TSS200 1.08 (0.78; 1.49) 6.4E-01
cg27069263 RTN4 chr2 TSS1500 0.93 (0.67; 1.27) 6.4E-01
cg07819148 CACNA1C chr12 Body 0.92 (0.66; 1.3) 6.4E-01
cg09048009 RTN4 chr2 Body 1.1 (0.74; 1.62) 6.4E-01
cg01726608 PTPRN2 chr7 Body 0.93 (0.68; 1.26) 6.4E-01
cg17799033 PTPRN2 chr7 Body 0.92 (0.64; 1.32) 6.4E-01
cg00345522 NRXN1 chr2 TSS1500 0.93 (0.7; 1.25) 6.4E-01
cg03368634 CREBBP chr16 Body 1.08 (0.78; 1.49) 6.4E-01
cg22420514 PTPRN2 chr7 Body 0.91 (0.62; 1.34) 6.4E-01
cg03105604 CDH13 chr16 5'UTR 1.08 (0.77; 1.52) 6.4E-01
cg03105604 CDH13 chr16 Body 1.08 (0.77; 1.52) 6.4E-01
cg12084908 SLC16A9 chr10 Body 1.07 (0.8; 1.43) 6.4E-01
cg18711246 DACH1 chr13 Body 1.09 (0.76; 1.55) 6.4E-01
cg17811116 TNRC18 chr7 Body 1.1 (0.74; 1.63) 6.4E-01
cg22381955 CHFR chr12 Body 1.09 (0.75; 1.6) 6.4E-01
cg24351382 PTPRN2 chr7 Body 1.08 (0.77; 1.53) 6.4E-01
cg17689778 PTPRS chr19 Body 0.92 (0.64; 1.32) 6.4E-01
cg11330134 CDH13 chr16 5'UTR 0.89 (0.53; 1.48) 6.4E-01
cg11330134 CDH13 chr16 Body 0.89 (0.53; 1.48) 6.4E-01
cg03232056 PTPRN2 chr7 Body 1.09 (0.76; 1.55) 6.4E-01
cg05619202 TNFRSF11A chr18 Body 0.91 (0.63; 1.33) 6.4E-01
cg15384060 NRXN1 chr2 5'UTR 0.92 (0.63; 1.33) 6.4E-01
cg15384060 NRXN1 chr2 1stExon 0.92 (0.63; 1.33) 6.4E-01
cg24932457 TNR chr1 5'UTR 1.1 (0.74; 1.61) 6.4E-01
cg06950987 RTN4R chr22 Body 0.91 (0.62; 1.34) 6.4E-01
cg00834924 AKAP13 chr15 5'UTR 0.93 (0.7; 1.25) 6.4E-01
cg07642125 WWOX chr16 Body 1.09 (0.75; 1.59) 6.4E-01
cg20202430 FBXO32 chr8 TSS1500 0.92 (0.65; 1.3) 6.4E-01
cg20202430 FBXO32 chr8 Body 0.92 (0.65; 1.3) 6.4E-01
cg21797223 CTNND2 chr5 Body 0.93 (0.68; 1.26) 6.4E-01
cg10737671 PTPRN2 chr7 Body 0.92 (0.63; 1.33) 6.4E-01
cg25478157 CEP350 chr1 5'UTR 0.93 (0.69; 1.26) 6.4E-01
cg05307536 WWOX chr16 Body 0.91 (0.63; 1.34) 6.4E-01



cg10756457 NRXN1 chr2 Body 0.87 (0.48; 1.57) 6.4E-01
cg03761291 CREBBP chr16 Body 1.1 (0.74; 1.63) 6.4E-01
cg21628661 ARID1A chr1 Body 1.08 (0.78; 1.51) 6.4E-01
cg02408103 CTDSP2 chr12 TSS1500 0.92 (0.65; 1.31) 6.4E-01
cg18833170 TNRC6A chr16 Body 1.09 (0.76; 1.56) 6.4E-01
cg24824371 PTPRN2 chr7 Body 0.93 (0.67; 1.28) 6.4E-01
cg03042149 PDE8A chr15 TSS1500 0.94 (0.72; 1.23) 6.4E-01
cg19877157 GNA12 chr7 Body 1.09 (0.76; 1.55) 6.5E-01
cg12602439 RECQL5 chr17 1stExon 1.08 (0.79; 1.47) 6.5E-01
cg12602439 RECQL5 chr17 5'UTR 1.08 (0.79; 1.47) 6.5E-01
cg21090796 CPEB1 chr15 1stExon 0.93 (0.68; 1.28) 6.5E-01
cg21090796 CPEB1 chr15 Body 0.93 (0.68; 1.28) 6.5E-01
cg21090796 CPEB1 chr15 5'UTR 0.93 (0.68; 1.28) 6.5E-01
cg01511814 RECQL5 chr17 Body 0.92 (0.66; 1.29) 6.5E-01
cg21255406 TAOK3 chr12 Body 1.08 (0.78; 1.5) 6.5E-01
cg03425093 GNA12 chr7 Body 0.91 (0.62; 1.34) 6.5E-01
cg24176540 TNFRSF10B chr8 Body 0.92 (0.64; 1.31) 6.5E-01
cg03245462 CTNND2 chr5 Body 0.93 (0.69; 1.26) 6.5E-01
cg15243478 CACNA1C chr12 Body 0.9 (0.56; 1.43) 6.5E-01
cg25107959 TNRC6B chr22 Body 1.1 (0.72; 1.69) 6.5E-01
cg11439695 CACNA1C chr12 Body 0.85 (0.43; 1.69) 6.5E-01
cg00494949 TNRC18 chr7 Body 1.08 (0.77; 1.53) 6.5E-01
cg16301036 TAOK3 chr12 5'UTR 0.9 (0.57; 1.42) 6.5E-01
cg22735402 CNTNAP2 chr7 Body 0.91 (0.61; 1.36) 6.5E-01
cg01230254 FBXO31 chr16 Body 0.92 (0.66; 1.3) 6.5E-01
cg04296289 SGIP1 chr1 Body 0.92 (0.64; 1.32) 6.5E-01
cg11019319 DCUN1D4 chr4 Body 0.92 (0.66; 1.3) 6.5E-01
cg11019319 DCUN1D4 chr4 5'UTR 0.92 (0.66; 1.3) 6.5E-01
cg11414986 POU2F1 chr1 Body 0.93 (0.68; 1.27) 6.5E-01
cg26975787 CACNA1C chr12 Body 1.1 (0.74; 1.63) 6.5E-01
cg03170192 CTDSP2 chr12 Body 1.11 (0.72; 1.71) 6.5E-01
cg13268132 TNFRSF11B chr8 1stExon 0.93 (0.67; 1.28) 6.5E-01
cg05682336 BARX2 chr11 Body 1.08 (0.78; 1.5) 6.5E-01
cg05694921 PTPRU chr1 Body 1.1 (0.73; 1.66) 6.5E-01
cg25794982 WWOX chr16 Body 0.93 (0.67; 1.28) 6.5E-01
cg06037603 TNRC6A chr16 Body 0.91 (0.62; 1.35) 6.5E-01
cg02650170 TENM2 chr5 Body 0.91 (0.62; 1.35) 6.5E-01
cg24794322 PTPRN2 chr7 Body 1.08 (0.77; 1.51) 6.5E-01
cg08162701 SUGCT chr7 Body 1.1 (0.73; 1.67) 6.5E-01
cg12593421 AKAP13 chr15 Body 1.09 (0.75; 1.57) 6.5E-01
cg08912210 CREBBP chr16 Body 0.92 (0.63; 1.34) 6.5E-01
cg02843755 CTDSPL chr3 TSS1500 1.08 (0.79; 1.47) 6.5E-01
cg06474489 PTPRU chr1 ExonBnd 0.9 (0.58; 1.41) 6.5E-01
cg06474489 PTPRU chr1 Body 0.9 (0.58; 1.41) 6.5E-01
cg00599124 FBXO31 chr16 Body 1.07 (0.8; 1.43) 6.5E-01
cg13617776 PTPRS chr19 Body 0.93 (0.66; 1.3) 6.5E-01
cg16583458 CUX2 chr12 Body 0.93 (0.67; 1.28) 6.5E-01
cg20569999 CTDSP2 chr12 Body 1.09 (0.76; 1.57) 6.5E-01
cg06380249 PTPRN2 chr7 Body 0.91 (0.61; 1.36) 6.5E-01
cg05151055 CREBBP chr16 Body 1.08 (0.78; 1.48) 6.5E-01
cg12494138 PTPRN2 chr7 Body 0.93 (0.67; 1.29) 6.5E-01
cg02568557 BARX2 chr11 Body 0.92 (0.63; 1.33) 6.5E-01
cg01891959 CDH13 chr16 ExonBnd 0.94 (0.7; 1.25) 6.5E-01
cg01891959 CDH13 chr16 Body 0.94 (0.7; 1.25) 6.5E-01
cg15279186 ATF7 chr12 Body 0.9 (0.58; 1.41) 6.5E-01
cg15057554 PTPRN2 chr7 Body 1.07 (0.8; 1.42) 6.5E-01
cg00618054 HMGB4 chr1 TSS200 0.93 (0.68; 1.28) 6.5E-01
cg00618054 HMGB4 chr1 5'UTR 0.93 (0.68; 1.28) 6.5E-01
cg00618054 CSMD2 chr1 Body 0.93 (0.68; 1.28) 6.5E-01
cg16515584 ZNF704 chr8 5'UTR 1.12 (0.68; 1.84) 6.5E-01
cg27200869 PTPRN2 chr7 Body 0.93 (0.69; 1.26) 6.5E-01



cg07795407 MEIS2 chr15 5'UTR 1.09 (0.75; 1.57) 6.5E-01
cg07795407 MEIS2 chr15 1stExon 1.09 (0.75; 1.57) 6.5E-01
cg07795407 MEIS2 chr15 Body 1.09 (0.75; 1.57) 6.5E-01
cg07795407 MEIS2 chr15 TSS1500 1.09 (0.75; 1.57) 6.5E-01
cg02710892 TENM2 chr5 Body 0.93 (0.7; 1.25) 6.5E-01
cg06919467 UBE2E2 chr3 Body 1.07 (0.79; 1.46) 6.5E-01
cg04566019 TENM2 chr5 Body 0.89 (0.55; 1.46) 6.5E-01
cg13871430 ELAVL4 chr1 Body 0.91 (0.6; 1.38) 6.5E-01
cg07374808 BRUNOL4 chr18 Body 1.13 (0.66; 1.93) 6.5E-01
cg12967327 RTN4RL1 chr17 Body 1.09 (0.75; 1.58) 6.5E-01
cg06740893 TNFRSF1B chr1 Body 1.09 (0.76; 1.56) 6.5E-01
cg03308120 PTPRN2 chr7 Body 1.08 (0.77; 1.53) 6.5E-01
cg14491224 PHACTR1 chr6 Body 0.93 (0.67; 1.29) 6.5E-01
cg21850830 FBXO32 chr8 TSS200 0.93 (0.69; 1.26) 6.5E-01
cg15633128 SLC16A9 chr10 TSS1500 1.09 (0.74; 1.6) 6.5E-01
cg06438489 AKAP13 chr15 Body 0.91 (0.6; 1.38) 6.5E-01
cg00937966 CUX2 chr12 Body 0.92 (0.64; 1.32) 6.5E-01
cg09922087 TENM2 chr5 Body 1.08 (0.77; 1.52) 6.5E-01
cg12054171 PTPRN2 chr7 Body 0.92 (0.63; 1.33) 6.5E-01
cg27473215 POU2F1 chr1 Body 1.1 (0.73; 1.64) 6.5E-01
cg27473215 POU2F1 chr1 TSS1500 1.1 (0.73; 1.64) 6.5E-01
cg06741536 RAP1B chr12 5'UTR 1.08 (0.76; 1.53) 6.5E-01
cg08580308 FBXO36 chr2 Body 0.93 (0.66; 1.3) 6.5E-01
cg03823381 PHACTR1 chr6 Body 1.08 (0.77; 1.53) 6.5E-01
cg09269891 CREBBP chr16 Body 0.92 (0.65; 1.31) 6.5E-01
cg13442839 WWOX chr16 Body 0.93 (0.67; 1.29) 6.5E-01
cg25023596 TAOK3 chr12 Body 1.08 (0.78; 1.49) 6.5E-01
cg15897624 CUX2 chr12 Body 0.93 (0.66; 1.29) 6.5E-01
cg08407315 SUSD4 chr1 Body 0.91 (0.62; 1.35) 6.5E-01
cg04950301 PHACTR1 chr6 Body 0.88 (0.5; 1.55) 6.5E-01
cg04031279 AKAP13 chr15 Body 0.93 (0.66; 1.3) 6.6E-01
cg12622854 AKAP13 chr15 Body 0.92 (0.66; 1.3) 6.6E-01
cg13484596 ZBTB20 chr3 5'UTR 1.18 (0.57; 2.46) 6.6E-01
cg14477514 BRUNOL4 chr18 Body 1.13 (0.66; 1.92) 6.6E-01
cg07810083 TNRC18 chr7 5'UTR 1.08 (0.78; 1.49) 6.6E-01
cg04218418 DDHD2 chr8 TSS1500 1.07 (0.79; 1.44) 6.6E-01
cg04218418 DDHD2 chr8 TSS200 1.07 (0.79; 1.44) 6.6E-01
cg21322436 CNTNAP2 chr7 TSS1500 1.09 (0.75; 1.59) 6.6E-01
cg10827859 ALCAM chr3 Body 1.08 (0.77; 1.51) 6.6E-01
cg19209943 LOC101929698 chr20 Body 0.92 (0.63; 1.33) 6.6E-01
cg19209943 NOL4L chr20 Body 0.92 (0.63; 1.33) 6.6E-01
cg25307097 TAOK3 chr12 5'UTR 0.86 (0.45; 1.66) 6.6E-01
cg17608931 RTN4RL1 chr17 Body 1.08 (0.78; 1.49) 6.6E-01
cg12686133 NDUFA9 chr12 Body 1.08 (0.77; 1.5) 6.6E-01
cg11027649 PTPRN2 chr7 Body 0.93 (0.67; 1.29) 6.6E-01
cg15134685 NRXN1 chr2 5'UTR 0.9 (0.56; 1.44) 6.6E-01
cg15134685 NRXN1 chr2 1stExon 0.9 (0.56; 1.44) 6.6E-01
cg15134685 NRXN1 chr2 Body 0.9 (0.56; 1.44) 6.6E-01
cg20538951 TNRC18 chr7 Body 0.93 (0.67; 1.29) 6.6E-01
cg04500377 DDHD2 chr8 5'UTR 0.91 (0.61; 1.36) 6.6E-01
cg02468355 CCDC80 chr3 Body 0.92 (0.62; 1.35) 6.6E-01
cg16602504 FBXO11 chr2 TSS200 0.93 (0.68; 1.28) 6.6E-01
cg13370485 CACNA1C chr12 Body 0.92 (0.65; 1.31) 6.6E-01
cg12613368 CNTF chr11 TSS1500 0.92 (0.65; 1.31) 6.6E-01
cg24983959 RTN4RL2 chr11 Body 0.93 (0.68; 1.28) 6.6E-01
cg18897041 FBXO32 chr8 TSS1500 0.94 (0.7; 1.25) 6.6E-01
cg06471194 CHD6 chr20 5'UTR 0.93 (0.67; 1.29) 6.6E-01
cg08139688 FBXO34 chr14 5'UTR 1.09 (0.75; 1.58) 6.6E-01
cg19275556 SLC16A9 chr10 TSS1500 0.92 (0.63; 1.34) 6.6E-01
cg27001250 PTPRS chr19 Body 0.9 (0.57; 1.42) 6.6E-01
cg19363471 PTPRN2 chr7 Body 0.93 (0.69; 1.27) 6.6E-01



ch.1.893309F ARID1A chr1 Body 1.08 (0.76; 1.56) 6.6E-01
cg19313015 CHFR chr12 TSS200 1.07 (0.78; 1.47) 6.6E-01
cg03631415 ATF7 chr12 5'UTR 1.09 (0.75; 1.59) 6.6E-01
cg03631415 ATF7 chr12 Body 1.09 (0.75; 1.59) 6.6E-01
cg15223713 PTPRN2 chr7 Body 0.93 (0.66; 1.31) 6.6E-01
cg17199010 TNRC18 chr7 Body 1.07 (0.78; 1.47) 6.6E-01
cg10956480 CACNA1C chr12 Body 0.93 (0.69; 1.26) 6.6E-01
cg16893140 EIF2S1 chr14 Body 1.1 (0.71; 1.71) 6.6E-01
cg13215762 PTPRN2 chr7 Body 0.93 (0.68; 1.28) 6.6E-01
cg10523411 PTPRN2 chr7 Body 1.08 (0.76; 1.55) 6.6E-01
cg01211338 MEIS2 chr15 Body 0.92 (0.64; 1.32) 6.6E-01
cg26180501 PTPRN2 chr7 Body 1.07 (0.78; 1.48) 6.6E-01
cg25013316 TNR chr1 5'UTR 0.93 (0.66; 1.3) 6.6E-01
cg26772766 RTN4RL1 chr17 TSS200 1.08 (0.77; 1.5) 6.6E-01
cg02243535 RTN4RL1 chr17 Body 0.91 (0.6; 1.38) 6.6E-01
cg26814569 CUX2 chr12 Body 1.09 (0.74; 1.62) 6.6E-01
cg22839394 SUGCT chr7 Body 0.9 (0.58; 1.42) 6.6E-01
cg07166885 AKAP3 chr12 5'UTR 1.12 (0.67; 1.88) 6.6E-01
cg14072126 FBXO11 chr2 5'UTR 1.11 (0.7; 1.74) 6.6E-01
cg27122614 PTPRN2 chr7 Body 0.92 (0.62; 1.35) 6.6E-01
cg00278211 CACNA1C chr12 Body 0.92 (0.64; 1.33) 6.6E-01
cg26320504 PTPRN2 chr7 Body 0.94 (0.71; 1.24) 6.6E-01
cg23049823 MTNR1B chr11 3'UTR 1.11 (0.7; 1.75) 6.6E-01
cg02293852 PTPRU chr1 Body 1.11 (0.69; 1.79) 6.6E-01
cg26740249 TNRC6C chr17 5'UTR 1.07 (0.78; 1.48) 6.6E-01
cg19241327 PTPRN2 chr7 Body 0.94 (0.69; 1.26) 6.6E-01
cg13912824 PTPRN2 chr7 Body 1.07 (0.78; 1.47) 6.6E-01
cg20291033 TNR chr1 TSS200 1.08 (0.77; 1.51) 6.6E-01
cg03565153 PHACTR1 chr6 Body 0.92 (0.63; 1.34) 6.6E-01
cg03416645 ALCAM chr3 Body 1.08 (0.76; 1.55) 6.6E-01
cg07482256 TNR chr1 5'UTR 1.07 (0.79; 1.46) 6.6E-01
cg05977462 CUX2 chr12 Body 0.93 (0.68; 1.28) 6.6E-01
cg23963419 RECQL5 chr17 3'UTR 0.93 (0.68; 1.28) 6.6E-01
cg23963419 RECQL5 chr17 Body 0.93 (0.68; 1.28) 6.6E-01
cg08970226 TSHZ3 chr19 TSS1500 1.11 (0.69; 1.8) 6.6E-01
cg23385492 PTPRN2 chr7 Body 1.08 (0.76; 1.54) 6.6E-01
cg13276165 NRXN1 chr2 5'UTR 0.87 (0.47; 1.61) 6.7E-01
cg18101414 CUX2 chr12 Body 1.09 (0.73; 1.64) 6.7E-01
cg22284828 PTPRU chr1 TSS1500 0.92 (0.64; 1.33) 6.7E-01
cg07033880 AKAP13 chr15 TSS200 1.08 (0.76; 1.53) 6.7E-01
cg14628604 PTPRN2 chr7 Body 1.08 (0.75; 1.57) 6.7E-01
cg06400119 PTPRN2 chr7 Body 0.94 (0.7; 1.26) 6.7E-01
cg20983178 TENM2 chr5 Body 1.07 (0.78; 1.49) 6.7E-01
cg06338523 PTPRN2 chr7 Body 0.93 (0.67; 1.3) 6.7E-01
cg20205227 BRUNOL4 chr18 Body 0.92 (0.64; 1.33) 6.7E-01
cg19576843 CTNND2 chr5 Body 0.93 (0.67; 1.29) 6.7E-01
cg23509665 PTPRN2 chr7 Body 1.08 (0.77; 1.51) 6.7E-01
cg26637901 ATF7IP chr12 TSS200 0.92 (0.63; 1.35) 6.7E-01
cg21860926 RTN4RL1 chr17 Body 1.08 (0.76; 1.55) 6.7E-01
cg10537277 PDE8A chr15 Body 1.08 (0.76; 1.54) 6.7E-01
cg04518972 UBE2E2 chr3 5'UTR 0.94 (0.69; 1.27) 6.7E-01
cg04992250 PTPRN2 chr7 Body 1.07 (0.8; 1.43) 6.7E-01
cg05046371 GNA12 chr7 3'UTR 1.07 (0.79; 1.44) 6.7E-01
cg05611722 FBXO32 chr8 5'UTR 0.91 (0.6; 1.39) 6.7E-01
cg05611722 FBXO32 chr8 Body 0.91 (0.6; 1.39) 6.7E-01
cg05914935 ATF7IP2 chr16 TSS1500 1.07 (0.78; 1.47) 6.7E-01
cg09496385 PTPRN2 chr7 Body 0.93 (0.65; 1.32) 6.7E-01
cg08739399 CACNA1C chr12 Body 1.07 (0.77; 1.49) 6.7E-01
cg27182133 PEX14 chr1 Body 0.93 (0.68; 1.27) 6.7E-01
cg17633611 COL5A2 chr2 Body 0.92 (0.63; 1.34) 6.7E-01
cg11018271 GNA12 chr7 Body 1.07 (0.78; 1.48) 6.7E-01



cg05495351 NRXN1 chr2 TSS200 0.92 (0.65; 1.32) 6.7E-01
cg09838115 PTPRN2 chr7 TSS1500 1.08 (0.76; 1.54) 6.7E-01
cg09838115 PTPRN2 chr7 Body 1.08 (0.76; 1.54) 6.7E-01
cg06612088 CTNND2 chr5 Body 0.94 (0.69; 1.26) 6.7E-01
cg12259070 CSMD2 chr1 Body 0.9 (0.55; 1.47) 6.7E-01
cg15803803 AKAP13 chr15 3'UTR 1.13 (0.64; 2.01) 6.7E-01
cg06258347 CCDC80 chr3 Body 1.11 (0.69; 1.79) 6.7E-01
cg23348430 NRXN1 chr2 Body 1.07 (0.78; 1.48) 6.7E-01
cg21688692 ATP8A1 chr4 Body 0.92 (0.64; 1.33) 6.7E-01
cg13270853 CHFR chr12 Body 1.07 (0.78; 1.48) 6.7E-01
cg27241559 GNA12 chr7 TSS200 1.08 (0.77; 1.51) 6.7E-01
cg15453257 AKAP13 chr15 5'UTR 0.94 (0.7; 1.26) 6.7E-01
cg18187148 CSMD2 chr1 Body 1.08 (0.77; 1.51) 6.7E-01
cg13302994 UNC80 chr2 Body 1.07 (0.78; 1.47) 6.7E-01
cg03731464 CACNA1C chr12 3'UTR 0.94 (0.71; 1.24) 6.7E-01
cg12058096 CUX2 chr12 Body 1.1 (0.72; 1.67) 6.7E-01
cg09805902 CSMD2 chr1 Body 1.08 (0.76; 1.54) 6.7E-01
cg00935216 PTPRN2 chr7 Body 1.08 (0.76; 1.52) 6.7E-01
cg14401309 NOL4 chr18 Body 0.93 (0.68; 1.29) 6.7E-01
cg24752821 CHCHD6 chr3 Body 1.09 (0.75; 1.58) 6.7E-01
cg22470248 CDH13 chr16 5'UTR 0.94 (0.7; 1.26) 6.7E-01
cg22470248 CDH13 chr16 Body 0.94 (0.7; 1.26) 6.7E-01
cg17227361 TNR chr1 5'UTR 0.94 (0.71; 1.25) 6.7E-01
cg04045419 WAC chr10 Body 0.93 (0.68; 1.28) 6.7E-01
cg07195011 CTNND2 chr5 TSS200 1.08 (0.76; 1.52) 6.7E-01
cg06437651 PTPRN2 chr7 Body 0.92 (0.62; 1.36) 6.7E-01
cg21437042 DNAI2 chr17 Body 0.92 (0.64; 1.34) 6.7E-01
cg27651480 PTPRN2 chr7 Body 1.06 (0.8; 1.4) 6.7E-01
cg00496251 TNRC6C chr17 5'UTR 1.07 (0.79; 1.45) 6.7E-01
cg07746840 NOL4L chr20 Body 0.93 (0.67; 1.3) 6.7E-01
cg19438860 CTNND2 chr5 Body 1.07 (0.78; 1.48) 6.7E-01
cg20752485 RNU5E-1 chr5 Body 1.07 (0.78; 1.46) 6.7E-01
cg06666340 CACNA1C chr12 Body 0.93 (0.68; 1.28) 6.7E-01
cg27042719 NRXN1 chr2 5'UTR 1.09 (0.73; 1.64) 6.7E-01
cg27042719 NRXN1 chr2 1stExon 1.09 (0.73; 1.64) 6.7E-01
cg21843225 CDH13 chr16 5'UTR 0.94 (0.69; 1.27) 6.7E-01
cg21843225 CDH13 chr16 Body 0.94 (0.69; 1.27) 6.7E-01
cg20819956 ZBTB20 chr3 Body 1.07 (0.77; 1.49) 6.7E-01
cg01324883 UBE2E2 chr3 TSS200 0.93 (0.68; 1.29) 6.7E-01
cg22455501 ZBTB20 chr3 Body 0.83 (0.36; 1.93) 6.7E-01
cg22455501 ZBTB20 chr3 5'UTR 0.83 (0.36; 1.93) 6.7E-01
cg18506400 SUSD4 chr1 Body 1.13 (0.64; 2.02) 6.7E-01
cg14239494 CHD6 chr20 5'UTR 0.93 (0.66; 1.3) 6.7E-01
cg23217983 SGIP1 chr1 Body 0.89 (0.52; 1.53) 6.7E-01
cg18142413 ZBTB20 chr3 5'UTR 1.08 (0.76; 1.52) 6.7E-01
cg18142413 ZBTB20 chr3 Body 1.08 (0.76; 1.52) 6.7E-01
cg19428071 NRXN1 chr2 Body 0.92 (0.61; 1.37) 6.7E-01
cg23202188 DNAI2 chr17 Body 1.12 (0.67; 1.87) 6.7E-01
cg20379170 PTPRS chr19 5'UTR 0.94 (0.69; 1.27) 6.7E-01
cg08933276 GNA12 chr7 3'UTR 1.07 (0.77; 1.51) 6.7E-01
cg12069652 WWOX chr16 Body 0.93 (0.67; 1.3) 6.8E-01
cg26999360 PTPRN2 chr7 Body 0.94 (0.69; 1.27) 6.8E-01
cg22380090 SLC16A9 chr10 Body 1.07 (0.79; 1.45) 6.8E-01
cg23138603 CDH13 chr16 Body 0.94 (0.7; 1.26) 6.8E-01
cg04626603 POU2F1 chr1 Body 1.08 (0.75; 1.55) 6.8E-01
cg10789161 RAP1B chr12 5'UTR 1.08 (0.76; 1.53) 6.8E-01
cg19840924 ZNF704 chr8 Body 0.91 (0.58; 1.42) 6.8E-01
cg12496211 CACNA1C chr12 Body 1.14 (0.61; 2.14) 6.8E-01
cg07028533 CNTNAP2 chr7 TSS200 1.11 (0.69; 1.79) 6.8E-01
cg19428799 ATP8A1 chr4 ExonBnd 0.93 (0.66; 1.31) 6.8E-01
cg19428799 ATP8A1 chr4 Body 0.93 (0.66; 1.31) 6.8E-01



cg13333143 CTDSP2 chr12 Body 0.93 (0.68; 1.28) 6.8E-01
cg03399048 PTPRN2 chr7 Body 1.07 (0.78; 1.47) 6.8E-01
cg12775835 TNRC18 chr7 5'UTR 0.92 (0.64; 1.34) 6.8E-01
cg14370061 GNA12 chr7 Body 0.93 (0.68; 1.29) 6.8E-01
cg26898039 CSMD2 chr1 Body 1.07 (0.78; 1.47) 6.8E-01
cg19431282 ATF7 chr12 Body 1.07 (0.77; 1.5) 6.8E-01
cg23784675 BRUNOL4 chr18 Body 0.95 (0.73; 1.23) 6.8E-01
cg02590940 DCUN1D4 chr4 TSS200 0.94 (0.69; 1.28) 6.8E-01
cg02590940 DCUN1D4 chr4 TSS1500 0.94 (0.69; 1.28) 6.8E-01
cg11206667 FBXO36 chr2 TSS1500 1.07 (0.77; 1.5) 6.8E-01
cg25576789 PTPRN2 chr7 Body 1.06 (0.79; 1.43) 6.8E-01
cg09720642 WWOX chr16 Body 1.11 (0.67; 1.85) 6.8E-01
cg06815950 CUX2 chr12 Body 0.9 (0.55; 1.48) 6.8E-01
cg02860232 PTPRS chr19 5'UTR 1.07 (0.77; 1.49) 6.8E-01
cg26416887 CUX2 chr12 Body 1.12 (0.65; 1.96) 6.8E-01
cg09437479 WWOX chr16 Body 0.94 (0.69; 1.27) 6.8E-01
cg15504666 ERI3 chr1 Body 0.94 (0.69; 1.27) 6.8E-01
cg10758260 TNFRSF19 chr13 Body 1.07 (0.79; 1.44) 6.8E-01
cg13647052 CACNA1C chr12 3'UTR 1.07 (0.78; 1.48) 6.8E-01
cg11356247 PTPRN2 chr7 Body 0.94 (0.68; 1.28) 6.8E-01
cg11111139 PTPRN2 chr7 Body 1.1 (0.7; 1.74) 6.8E-01
cg08791395 PTPRN2 chr7 Body 1.07 (0.77; 1.48) 6.8E-01
cg07092029 CDH13 chr16 Body 0.94 (0.71; 1.25) 6.8E-01
cg21577836 TNR chr1 5'UTR 0.93 (0.64; 1.34) 6.8E-01
cg04879722 ZBTB20 chr3 5'UTR 1.08 (0.76; 1.53) 6.8E-01
cg01401641 TSHZ3 chr19 Body 0.92 (0.62; 1.36) 6.8E-01
cg04234813 CUX2 chr12 Body 0.91 (0.59; 1.4) 6.8E-01
cg26463800 DNAI2 chr17 Body 0.92 (0.63; 1.36) 6.8E-01
cg13822242 PTPRN2 chr7 Body 1.07 (0.78; 1.45) 6.8E-01
cg12453033 FBXO36 chr2 Body 1.06 (0.8; 1.4) 6.8E-01
cg15208375 TSHZ3 chr19 TSS1500 1.08 (0.74; 1.58) 6.8E-01
cg17574857 FBXO38 chr5 TSS200 1.07 (0.77; 1.51) 6.8E-01
cg11589771 RNU5E-1 chr5 Body 0.92 (0.63; 1.35) 6.8E-01
cg22504024 CUX2 chr12 Body 0.94 (0.69; 1.28) 6.8E-01
cg16307325 CACNA1C chr12 Body 0.94 (0.69; 1.28) 6.8E-01
cg02694994 PTPRN2 chr7 Body 1.08 (0.75; 1.54) 6.8E-01
cg08250528 ATF7 chr12 TSS1500 1.07 (0.77; 1.5) 6.8E-01
cg00250414 PTPRN2 chr7 Body 1.08 (0.74; 1.58) 6.8E-01
cg03696369 SRSF10 chr1 TSS200 0.94 (0.7; 1.27) 6.8E-01
cg01383997 CHCHD6 chr3 Body 0.92 (0.63; 1.35) 6.8E-01
cg03098704 RTN4RL1 chr17 Body 0.92 (0.64; 1.34) 6.8E-01
cg16638558 FBXO31 chr16 Body 0.93 (0.67; 1.3) 6.8E-01
cg00526275 TAOK3 chr12 TSS1500 0.92 (0.64; 1.34) 6.8E-01
cg17746562 ELAVL4 chr1 Body 0.93 (0.66; 1.31) 6.8E-01
cg16430909 SLC16A9 chr10 TSS200 0.93 (0.68; 1.29) 6.8E-01
cg11415369 TNRC18 chr7 Body 0.92 (0.62; 1.37) 6.8E-01
cg04254468 PEX14 chr1 Body 1.09 (0.72; 1.64) 6.8E-01
cg25278175 NRXN1 chr2 Body 1.06 (0.8; 1.41) 6.8E-01
cg04554506 MEIS2 chr15 Body 1.08 (0.75; 1.55) 6.8E-01
cg11306119 PTPRS chr19 Body 1.08 (0.74; 1.58) 6.8E-01
cg08828886 CHFR chr12 Body 0.94 (0.69; 1.28) 6.8E-01
cg05829749 FBXO31 chr16 Body 1.07 (0.78; 1.47) 6.8E-01
cg26006910 MTNR1A chr4 Body 0.93 (0.67; 1.3) 6.8E-01
cg00453903 TNFRSF11B chr8 3'UTR 1.09 (0.72; 1.65) 6.8E-01
cg07269364 PTPRN2 chr7 Body 1.07 (0.78; 1.48) 6.8E-01
cg12784167 PTPRN2 chr7 Body 1.06 (0.8; 1.41) 6.8E-01
cg25973835 ZBTB20 chr3 Body 0.89 (0.53; 1.52) 6.8E-01
cg25973835 ZBTB20 chr3 5'UTR 0.89 (0.53; 1.52) 6.8E-01
cg12919119 CTDSPL chr3 Body 0.85 (0.39; 1.84) 6.8E-01
cg03224285 RTN4RL1 chr17 Body 0.92 (0.62; 1.36) 6.8E-01
cg24563907 CHCHD6 chr3 Body 1.08 (0.75; 1.55) 6.8E-01



cg22301272 CHFR chr12 Body 1.08 (0.75; 1.54) 6.8E-01
cg02250680 ZFP91 chr11 TSS200 0.93 (0.67; 1.3) 6.8E-01
cg15896717 WWOX chr16 Body 0.92 (0.61; 1.38) 6.8E-01
cg24841685 NRXN1 chr2 Body 0.92 (0.64; 1.35) 6.8E-01
cg03530940 CACNA1C chr12 Body 0.92 (0.63; 1.35) 6.8E-01
cg13628971 GNA12 chr7 TSS1500 1.07 (0.76; 1.51) 6.8E-01
cg03796321 AKAP13 chr15 Body 1.07 (0.77; 1.48) 6.8E-01
cg09042009 PTPRN2 chr7 Body 1.08 (0.75; 1.54) 6.8E-01
cg04564233 PTPRN2 chr7 Body 1.08 (0.76; 1.53) 6.8E-01
cg25012186 TNRC6A chr16 Body 0.93 (0.67; 1.3) 6.8E-01
cg09235185 PTPRN2 chr7 Body 0.94 (0.69; 1.28) 6.8E-01
cg06544239 GNA12 chr7 Body 1.07 (0.76; 1.51) 6.8E-01
cg10943443 TNRC6C chr17 Body 1.08 (0.74; 1.57) 6.8E-01
cg13784796 MEIS2 chr15 Body 1.07 (0.77; 1.49) 6.8E-01
cg27441375 POU2F1 chr1 Body 0.92 (0.62; 1.36) 6.8E-01
cg05666842 CHCHD6 chr3 Body 1.07 (0.78; 1.47) 6.8E-01
cg04282886 TDRP chr8 Body 1.07 (0.77; 1.49) 6.8E-01
cg14053764 FBXO34 chr14 5'UTR 0.89 (0.51; 1.55) 6.8E-01
cg01625945 PTPRN2 chr7 Body 0.94 (0.69; 1.28) 6.8E-01
cg25779426 SGIP1 chr1 Body 1.09 (0.71; 1.67) 6.8E-01
cg25779426 SGIP1 chr1 ExonBnd 1.09 (0.71; 1.67) 6.8E-01
cg07251887 LOC100130933 chr17 TSS1500 0.9 (0.53; 1.51) 6.8E-01
cg07251887 RECQL5 chr17 Body 0.9 (0.53; 1.51) 6.8E-01
cg09283959 TNR chr1 5'UTR 0.92 (0.63; 1.36) 6.8E-01
cg00968541 CPEB1 chr15 Body 0.93 (0.67; 1.3) 6.8E-01
cg00968541 CPEB1 chr15 5'UTR 0.93 (0.67; 1.3) 6.8E-01
cg08017787 PTPRN2 chr7 Body 1.07 (0.76; 1.51) 6.8E-01
cg24258098 PTPRN2 chr7 Body 0.94 (0.68; 1.29) 6.8E-01
cg04821052 TNR chr1 Body 0.91 (0.58; 1.43) 6.8E-01
cg13721404 NOL4 chr18 Body 0.91 (0.59; 1.41) 6.9E-01
cg24723129 FSTL1 chr3 Body 0.94 (0.68; 1.29) 6.9E-01
cg06437195 PHACTR1 chr6 Body 1.08 (0.73; 1.6) 6.9E-01
cg11365983 PTPRN2 chr7 Body 1.06 (0.79; 1.44) 6.9E-01
cg20195987 TNFRSF12A chr16 Body 0.94 (0.68; 1.29) 6.9E-01
cg14081218 CTNND2 chr5 5'UTR 0.92 (0.62; 1.38) 6.9E-01
cg14081218 CTNND2 chr5 1stExon 0.92 (0.62; 1.38) 6.9E-01
cg02260059 WWOX chr16 Body 1.09 (0.71; 1.67) 6.9E-01
cg05375813 PEX14 chr1 Body 0.92 (0.62; 1.37) 6.9E-01
cg19775269 PTPRS chr19 5'UTR 0.92 (0.61; 1.39) 6.9E-01
cg04316898 CUX2 chr12 Body 1.13 (0.63; 2) 6.9E-01
cg05557932 CREBBP chr16 Body 0.93 (0.65; 1.32) 6.9E-01
cg27366532 CREBBP chr16 Body 1.09 (0.72; 1.66) 6.9E-01
cg22261866 MTNR1A chr4 Body 1.08 (0.74; 1.57) 6.9E-01
cg21806090 CACNA1C chr12 Body 1.06 (0.8; 1.41) 6.9E-01
cg12271047 PTPRN2 chr7 Body 1.06 (0.79; 1.43) 6.9E-01
cg05934196 TNFRSF10B chr8 Body 0.93 (0.67; 1.3) 6.9E-01
cg23690033 MEIS2 chr15 TSS200 0.93 (0.66; 1.31) 6.9E-01
cg23690033 MEIS2 chr15 TSS1500 0.93 (0.66; 1.31) 6.9E-01
cg11844927 TNFRSF1B chr1 Body 1.09 (0.71; 1.68) 6.9E-01
cg09124230 CSMD2 chr1 Body 0.92 (0.63; 1.36) 6.9E-01
cg12786198 FBXO34 chr14 5'UTR 0.94 (0.68; 1.3) 6.9E-01
cg15107350 TNRC18 chr7 Body 1.07 (0.76; 1.53) 6.9E-01
cg24954977 PDE8A chr15 Body 0.94 (0.68; 1.28) 6.9E-01
cg04622731 PTPRN2 chr7 Body 1.07 (0.77; 1.48) 6.9E-01
cg02855778 PTPRN2 chr7 Body 0.92 (0.63; 1.36) 6.9E-01
cg01785566 WWOX chr16 Body 1.08 (0.74; 1.57) 6.9E-01
cg10952591 EIF2S1 chr14 5'UTR 0.94 (0.67; 1.3) 6.9E-01
cg04914625 PHACTR1 chr6 Body 0.93 (0.64; 1.34) 6.9E-01
cg02540427 CTDSP2 chr12 Body 0.93 (0.67; 1.3) 6.9E-01
cg02441015 PTPRS chr19 Body 1.08 (0.75; 1.56) 6.9E-01
cg18725000 POU2F1 chr1 3'UTR 1.07 (0.76; 1.51) 6.9E-01



cg18725000 POU2F1 chr1 Body 1.07 (0.76; 1.51) 6.9E-01
cg04882424 FBXO31 chr16 Body 1.07 (0.77; 1.48) 6.9E-01
cg08381776 PTPRN2 chr7 Body 1.07 (0.76; 1.51) 6.9E-01
cg06373764 SLC16A9 chr10 TSS200 0.94 (0.71; 1.25) 6.9E-01
cg12108651 PTPRN2 chr7 Body 0.94 (0.69; 1.28) 6.9E-01
cg05416758 PTPRN2 chr7 Body 1.07 (0.75; 1.53) 6.9E-01
cg18395809 PTPRN2 chr7 Body 0.93 (0.66; 1.32) 6.9E-01
cg12903574 MEIS2 chr15 Body 0.92 (0.62; 1.37) 6.9E-01
cg16652937 UBE2E2 chr3 TSS1500 0.93 (0.65; 1.32) 6.9E-01
cg09198517 CTNND2 chr5 Body 0.93 (0.65; 1.33) 6.9E-01
cg22016357 ZBTB20 chr3 Body 1.06 (0.78; 1.45) 6.9E-01
cg22016357 ZBTB20 chr3 3'UTR 1.06 (0.78; 1.45) 6.9E-01
cg27269279 BARX2 chr11 Body 1.1 (0.7; 1.71) 6.9E-01
cg16593030 TNFRSF10B chr8 Body 1.08 (0.75; 1.55) 6.9E-01
cg13896328 PTPRU chr1 3'UTR 0.94 (0.68; 1.29) 6.9E-01
cg06889607 EIF2S1 chr14 TSS1500 1.14 (0.6; 2.17) 6.9E-01
cg12758060 CTNND2 chr5 Body 0.92 (0.59; 1.42) 6.9E-01
cg12758060 CTNND2 chr5 5'UTR 0.92 (0.59; 1.42) 6.9E-01
cg07602744 PTPRN2 chr7 Body 1.07 (0.77; 1.47) 6.9E-01
cg07976976 CDH11 chr16 5'UTR 1.06 (0.78; 1.45) 6.9E-01
cg23581430 CREBBP chr16 Body 1.08 (0.75; 1.55) 6.9E-01
cg06376186 CNTNAP2 chr7 Body 0.93 (0.65; 1.33) 6.9E-01
cg27532130 POU2F1 chr1 3'UTR 0.93 (0.66; 1.32) 6.9E-01
cg25636629 CDH13 chr16 5'UTR 1.12 (0.64; 1.96) 6.9E-01
cg25636629 CDH13 chr16 Body 1.12 (0.64; 1.96) 6.9E-01
cg18409730 BRUNOL4 chr18 TSS1500 1.07 (0.78; 1.46) 6.9E-01
cg20224341 ALCAM chr3 Body 0.93 (0.67; 1.31) 6.9E-01
cg26805263 TNFRSF19 chr13 Body 1.06 (0.78; 1.45) 6.9E-01
cg03641797 TNRC18 chr7 Body 1.08 (0.74; 1.57) 6.9E-01
cg03214325 RTN4RL1 chr17 Body 1.09 (0.71; 1.68) 6.9E-01
cg15733309 PTPRN2 chr7 Body 0.94 (0.67; 1.3) 6.9E-01
cg01260909 CACNA1C-IT2 chr12 TSS1500 0.92 (0.62; 1.37) 6.9E-01
cg23442151 CSMD2 chr1 1stExon 0.94 (0.7; 1.27) 6.9E-01
cg06554120 CTNND2 chr5 Body 0.92 (0.61; 1.39) 6.9E-01
cg20468476 PTPRS chr19 Body 1.07 (0.77; 1.49) 6.9E-01
cg11022060 CPEB1 chr15 Body 1.14 (0.6; 2.18) 6.9E-01
cg09939591 CACNA1C chr12 Body 0.88 (0.48; 1.64) 6.9E-01
cg17901106 CACNA1C chr12 TSS200 1.11 (0.66; 1.86) 6.9E-01
cg09068718 CACNA1C chr12 Body 0.9 (0.54; 1.51) 6.9E-01
cg07171237 CHFR chr12 Body 1.07 (0.76; 1.5) 6.9E-01
cg11887629 PTPRS chr19 Body 1.08 (0.73; 1.61) 6.9E-01
cg27596096 CDH13 chr16 Body 1.07 (0.75; 1.54) 6.9E-01
cg27596096 LOC101928417 chr16 TSS1500 1.07 (0.75; 1.54) 6.9E-01
cg27596096 CDH13 chr16 5'UTR 1.07 (0.75; 1.54) 6.9E-01
cg03621156 FBXO11 chr2 TSS1500 0.93 (0.66; 1.31) 6.9E-01
cg03621156 FBXO11 chr2 Body 0.93 (0.66; 1.31) 6.9E-01
cg10989818 WWOX chr16 Body 0.93 (0.66; 1.32) 6.9E-01
cg24105728 PHACTR1 chr6 Body 0.92 (0.6; 1.41) 6.9E-01
cg08260861 CNTNAP2 chr7 Body 0.92 (0.63; 1.37) 6.9E-01
cg00949479 SGIP1 chr1 Body 0.94 (0.68; 1.29) 6.9E-01
cg14581294 FBXO36 chr2 TSS1500 1.06 (0.78; 1.45) 6.9E-01
cg06955214 PTPRN2 chr7 Body 0.93 (0.64; 1.34) 6.9E-01
cg00616441 ZBTB20 chr3 Body 1.12 (0.65; 1.93) 6.9E-01
cg00616441 ZBTB20 chr3 5'UTR 1.12 (0.65; 1.93) 6.9E-01
cg13089335 POU2F1 chr1 5'UTR 0.9 (0.52; 1.55) 6.9E-01
cg16429476 TNFRSF1A chr12 Body 0.93 (0.66; 1.32) 6.9E-01
cg16525045 CHD6 chr20 5'UTR 0.94 (0.67; 1.3) 6.9E-01
cg13245883 ELAVL4 chr1 Body 1.08 (0.73; 1.59) 7.0E-01
cg15055782 BARX2 chr11 Body 0.93 (0.66; 1.32) 7.0E-01
cg02306654 PTPRN2 chr7 Body 1.07 (0.76; 1.5) 7.0E-01
cg03462556 SLC16A9 chr10 5'UTR 1.07 (0.77; 1.49) 7.0E-01



cg09844992 ALCAM chr3 Body 0.92 (0.59; 1.42) 7.0E-01
cg12256469 PTPRN2 chr7 Body 0.93 (0.65; 1.33) 7.0E-01
cg09218348 RTN4RL1 chr17 Body 1.12 (0.64; 1.95) 7.0E-01
cg23053506 PTPRN2 chr7 Body 0.94 (0.69; 1.28) 7.0E-01
cg14404164 PTPRN2 chr7 Body 1.07 (0.78; 1.46) 7.0E-01
cg01492538 GNA12 chr7 Body 1.18 (0.52; 2.65) 7.0E-01
cg05015185 NRXN1 chr2 Body 1.07 (0.76; 1.5) 7.0E-01
cg05015185 NRXN1 chr2 1stExon 1.07 (0.76; 1.5) 7.0E-01
cg05015185 NRXN1 chr2 5'UTR 1.07 (0.76; 1.5) 7.0E-01
cg08857677 PTPRS chr19 TSS1500 1.07 (0.76; 1.51) 7.0E-01
cg19468528 LOC100130933 chr17 TSS1500 0.86 (0.4; 1.85) 7.0E-01
cg19468528 RECQL5 chr17 Body 0.86 (0.4; 1.85) 7.0E-01
cg04253465 PTPRS chr19 Body 0.93 (0.66; 1.32) 7.0E-01
cg04441333 PTPRN2 chr7 Body 1.07 (0.77; 1.48) 7.0E-01
cg19308029 RNU5E-1 chr5 Body 0.92 (0.62; 1.37) 7.0E-01
cg13046957 CDH13 chr16 Body 0.94 (0.67; 1.31) 7.0E-01
cg14079445 CUX2 chr12 Body 0.94 (0.68; 1.3) 7.0E-01
cg23786763 MTCL1 chr18 Body 0.93 (0.67; 1.31) 7.0E-01
cg03660451 RECQL5 chr17 TSS1500 0.94 (0.69; 1.28) 7.0E-01
cg25503104 DMXL2 chr15 Body 0.92 (0.6; 1.41) 7.0E-01
cg08445469 ATF7 chr12 Body 0.88 (0.48; 1.64) 7.0E-01
cg18064706 PTPRN2 chr7 Body 0.94 (0.68; 1.29) 7.0E-01
cg14426421 ACVR2A chr2 TSS1500 0.91 (0.55; 1.48) 7.0E-01
cg26229208 WWOX chr16 TSS1500 1.07 (0.76; 1.52) 7.0E-01
cg00807464 CUX2 chr12 Body 1.11 (0.65; 1.9) 7.0E-01
cg07083023 NRXN1 chr2 Body 1.06 (0.79; 1.41) 7.0E-01
cg12845678 TNRC18 chr7 Body 0.94 (0.67; 1.31) 7.0E-01
cg01660591 TNFRSF1B chr1 Body 1.08 (0.72; 1.62) 7.0E-01
cg19175725 PTPRN2 chr7 Body 1.07 (0.76; 1.51) 7.0E-01
cg17026475 MEIS2 chr15 5'UTR 1.06 (0.78; 1.45) 7.0E-01
cg17026475 MEIS2 chr15 1stExon 1.06 (0.78; 1.45) 7.0E-01
cg17026475 MEIS2 chr15 Body 1.06 (0.78; 1.45) 7.0E-01
cg17026475 MEIS2 chr15 TSS1500 1.06 (0.78; 1.45) 7.0E-01
cg24798493 TNRC18 chr7 TSS200 1.07 (0.77; 1.49) 7.0E-01
cg03289443 FBXO32 chr8 Body 0.93 (0.66; 1.33) 7.0E-01
cg23085929 SRSF12 chr6 TSS1500 1.07 (0.77; 1.48) 7.0E-01
cg03688938 TNFRSF19 chr13 TSS1500 1.08 (0.73; 1.6) 7.0E-01
cg22146493 CHCHD6 chr3 Body 1.08 (0.74; 1.57) 7.0E-01
cg17614582 PTPRN2 chr7 Body 0.94 (0.68; 1.3) 7.0E-01
cg25411327 PTPRS chr19 Body 1.06 (0.78; 1.45) 7.0E-01
cg16066439 TAOK3 chr12 Body 1.07 (0.75; 1.52) 7.0E-01
cg05436825 PTPRN2 chr7 Body 0.9 (0.54; 1.51) 7.0E-01
cg19316123 COL5A2 chr2 Body 0.94 (0.7; 1.27) 7.0E-01
cg00460944 CHFR chr12 Body 1.06 (0.79; 1.43) 7.0E-01
cg02493260 RTN4 chr2 Body 1.08 (0.74; 1.57) 7.0E-01
cg02493260 RTN4 chr2 5'UTR 1.08 (0.74; 1.57) 7.0E-01
cg25023275 BRUNOL4 chr18 TSS1500 0.94 (0.68; 1.29) 7.0E-01
cg22196130 CHFR chr12 Body 1.07 (0.77; 1.48) 7.0E-01
cg07306108 PTPRN2 chr7 Body 0.95 (0.72; 1.25) 7.0E-01
cg18613685 PTPRS chr19 Body 1.13 (0.61; 2.07) 7.0E-01
cg21475065 CNTNAP2 chr7 Body 0.94 (0.69; 1.28) 7.0E-01
cg14773588 PHACTR1 chr6 Body 1.08 (0.74; 1.58) 7.0E-01
cg03875668 CACNA1C chr12 Body 1.06 (0.78; 1.46) 7.0E-01
cg25466245 SUSD4 chr1 Body 0.92 (0.61; 1.4) 7.0E-01
cg25813630 RTN4RL1 chr17 Body 0.93 (0.63; 1.37) 7.0E-01
cg11099300 SUGCT chr7 Body 0.93 (0.66; 1.32) 7.0E-01
cg07340881 RECQL5 chr17 Body 1.07 (0.75; 1.53) 7.0E-01
cg03476864 PTPRN2 chr7 Body 1.06 (0.79; 1.43) 7.0E-01
cg16085344 ATP8A1 chr4 3'UTR 0.93 (0.66; 1.32) 7.0E-01
cg16444117 CTDSP2 chr12 TSS200 0.95 (0.71; 1.25) 7.0E-01
cg22550233 CACNA1C chr12 Body 1.09 (0.71; 1.66) 7.0E-01



cg16627193 PTPRN2 chr7 Body 0.94 (0.69; 1.29) 7.0E-01
cg23229205 AKAP13 chr15 5'UTR 0.93 (0.66; 1.32) 7.0E-01
cg06184056 FBXO32 chr8 TSS1500 1.06 (0.77; 1.47) 7.0E-01
cg06184056 FBXO32 chr8 Body 1.06 (0.77; 1.47) 7.0E-01
cg26975265 MTCL1 chr18 Body 0.94 (0.7; 1.28) 7.0E-01
cg20559657 PTPRS chr19 5'UTR 1.1 (0.68; 1.77) 7.0E-01
cg03750952 CTDSPL2 chr15 TSS1500 0.9 (0.53; 1.54) 7.0E-01
cg07816047 CTDSPL chr3 Body 1.1 (0.67; 1.82) 7.0E-01
cg12032045 TENM2 chr5 Body 0.94 (0.66; 1.32) 7.0E-01
cg19149693 ZBTB20 chr3 5'UTR 0.93 (0.65; 1.33) 7.0E-01
cg09847027 WAC chr10 Body 0.94 (0.67; 1.31) 7.0E-01
cg26606397 RAP1B chr12 5'UTR 0.94 (0.68; 1.3) 7.0E-01
cg26606397 RAP1B chr12 1stExon 0.94 (0.68; 1.3) 7.0E-01
cg25654366 ERI3 chr1 Body 0.91 (0.57; 1.46) 7.0E-01
cg05374412 CDH13 chr16 1stExon 1.08 (0.73; 1.6) 7.0E-01
cg02413048 TENM2 chr5 Body 0.94 (0.66; 1.32) 7.0E-01
cg00663719 WWOX chr16 Body 1.09 (0.7; 1.69) 7.0E-01
cg01082843 UNC80 chr2 1stExon 0.94 (0.67; 1.31) 7.0E-01
cg02536545 AKAP13 chr15 Body 0.94 (0.68; 1.3) 7.1E-01
cg13800273 TNRC6C chr17 Body 0.94 (0.68; 1.3) 7.1E-01
cg23257256 ATF7IP chr12 5'UTR 1.15 (0.56; 2.35) 7.1E-01
cg23257256 ATF7IP chr12 1stExon 1.15 (0.56; 2.35) 7.1E-01
cg02204363 TENM2 chr5 Body 0.93 (0.65; 1.35) 7.1E-01
cg06138156 PTPRN2 chr7 Body 0.94 (0.67; 1.31) 7.1E-01
cg13015528 CDH13 chr16 Body 1.06 (0.78; 1.44) 7.1E-01
cg17415451 CTNND2 chr5 Body 0.94 (0.7; 1.28) 7.1E-01
cg12270633 SGIP1 chr1 Body 1.07 (0.75; 1.54) 7.1E-01
cg05259094 FBXO31 chr16 Body 1.08 (0.73; 1.58) 7.1E-01
cg03611057 PTPRN2 chr7 Body 0.93 (0.62; 1.38) 7.1E-01
cg02822717 SUGCT chr7 Body 1.06 (0.79; 1.43) 7.1E-01
cg01966636 UBE2E2 chr3 Body 1.07 (0.76; 1.49) 7.1E-01
cg14609593 RNU5E-1 chr5 Body 1.08 (0.71; 1.65) 7.1E-01
cg12415687 PTPRN2 chr7 Body 1.09 (0.7; 1.71) 7.1E-01
cg06884854 WWOX chr16 Body 1.07 (0.76; 1.5) 7.1E-01
cg07471768 RTN4RL1 chr17 Body 1.1 (0.67; 1.81) 7.1E-01
cg02959759 CACNA1C chr12 3'UTR 1.08 (0.73; 1.6) 7.1E-01
cg07176561 PTPRN2 chr7 Body 0.94 (0.7; 1.28) 7.1E-01
cg08166587 CACNA1C chr12 Body 1.07 (0.74; 1.56) 7.1E-01
cg01491398 PTPRN2 chr7 Body 0.93 (0.63; 1.37) 7.1E-01
cg05372614 FBXO36 chr2 Body 1.1 (0.66; 1.84) 7.1E-01
cg19564615 FBXO31 chr16 Body 0.94 (0.66; 1.33) 7.1E-01
cg09136067 PHACTR1 chr6 Body 0.82 (0.28; 2.38) 7.1E-01
cg22507969 CNTNAP2 chr7 Body 0.94 (0.69; 1.28) 7.1E-01
cg06892796 PTPRN2 chr7 Body 0.94 (0.7; 1.28) 7.1E-01
cg14752176 PTPRN2 chr7 Body 0.94 (0.68; 1.3) 7.1E-01
cg19368325 PTPRN2 chr7 Body 1.06 (0.79; 1.42) 7.1E-01
cg13550230 SRSF10 chr1 Body 0.91 (0.55; 1.5) 7.1E-01
cg23808061 CEP350 chr1 TSS1500 0.94 (0.69; 1.29) 7.1E-01
cg08106847 PTPRN2 chr7 Body 1.05 (0.81; 1.37) 7.1E-01
cg14051111 PTPRN2 chr7 Body 1.06 (0.78; 1.45) 7.1E-01
cg26963892 CDH11 chr16 Body 0.93 (0.65; 1.34) 7.1E-01
cg08141495 NOL4 chr18 Body 0.93 (0.62; 1.38) 7.1E-01
cg08774817 CNTNAP2 chr7 Body 0.94 (0.66; 1.33) 7.1E-01
cg03377073 PTPRN2 chr7 Body 0.94 (0.7; 1.27) 7.1E-01
cg04051640 CACNA1C chr12 Body 0.93 (0.62; 1.38) 7.1E-01
cg20349650 ZBTB20 chr3 TSS1500 1.07 (0.76; 1.5) 7.1E-01
cg20349650 ZBTB20 chr3 5'UTR 1.07 (0.76; 1.5) 7.1E-01
cg04996219 CTNND2 chr5 TSS200 0.93 (0.66; 1.33) 7.1E-01
cg21875543 WWOX chr16 Body 0.93 (0.62; 1.38) 7.1E-01
cg27658314 PTPRN2 chr7 Body 1.06 (0.77; 1.48) 7.1E-01
cg08055667 FBXO33 chr14 Body 1.06 (0.79; 1.42) 7.1E-01



cg17439009 ATF7IP chr12 TSS1500 0.94 (0.7; 1.28) 7.1E-01
cg22599122 HMGB4 chr1 5'UTR 1.09 (0.68; 1.77) 7.1E-01
cg22599122 HMGB4 chr1 1stExon 1.09 (0.68; 1.77) 7.1E-01
cg22599122 CSMD2 chr1 Body 1.09 (0.68; 1.77) 7.1E-01
cg18601017 PTPRN2 chr7 Body 0.94 (0.69; 1.29) 7.1E-01
cg01788159 AKAP13 chr15 Body 1.06 (0.77; 1.46) 7.1E-01
cg16571642 PTPRN2 chr7 Body 0.94 (0.69; 1.28) 7.1E-01
cg17526573 NRXN1 chr2 Body 0.91 (0.56; 1.49) 7.1E-01
cg17526573 NRXN1 chr2 1stExon 0.91 (0.56; 1.49) 7.1E-01
cg17526573 NRXN1 chr2 5'UTR 0.91 (0.56; 1.49) 7.1E-01
cg24018609 CSMD2 chr1 Body 1.06 (0.77; 1.47) 7.1E-01
cg23946623 NRXN1 chr2 TSS1500 1.07 (0.76; 1.49) 7.1E-01
cg18354923 ACVR2A chr2 5'UTR 1.06 (0.77; 1.47) 7.1E-01
cg18354923 ACVR2A chr2 TSS200 1.06 (0.77; 1.47) 7.1E-01
cg08247938 COL5A2 chr2 Body 1.06 (0.77; 1.47) 7.1E-01
cg03651585 SUGCT chr7 Body 0.93 (0.61; 1.4) 7.1E-01
cg02445395 PTPRN2 chr7 Body 0.93 (0.64; 1.36) 7.1E-01
cg20973260 CTDSPL2 chr15 TSS1500 0.94 (0.68; 1.3) 7.1E-01
cg19208749 PTPRN2 chr7 Body 0.94 (0.7; 1.28) 7.1E-01
cg26296479 TNFRSF10B chr8 Body 1.09 (0.69; 1.73) 7.1E-01
cg26296479 TNFRSF10B chr8 3'UTR 1.09 (0.69; 1.73) 7.1E-01
cg02802834 PTPRN2 chr7 Body 1.07 (0.74; 1.54) 7.1E-01
cg04277812 ORC4 chr2 5'UTR 0.94 (0.66; 1.32) 7.1E-01
cg21417259 TNRC18 chr7 Body 0.93 (0.65; 1.35) 7.1E-01
cg18437625 CUX2 chr12 Body 1.07 (0.75; 1.51) 7.1E-01
cg11717251 PTPRN2 chr7 Body 1.06 (0.77; 1.47) 7.1E-01
cg21302709 SUGCT chr7 Body 0.94 (0.69; 1.29) 7.1E-01
cg26247093 GNA12 chr7 Body 1.1 (0.65; 1.86) 7.1E-01
cg02041981 PTPRN2 chr7 Body 0.95 (0.7; 1.27) 7.1E-01
cg26593722 FBXO31 chr16 Body 1.06 (0.77; 1.45) 7.1E-01
cg01707076 PTPRN2 chr7 Body 1.07 (0.75; 1.53) 7.1E-01
cg25686162 MBD5 chr2 1stExon 1.07 (0.75; 1.52) 7.1E-01
cg16754490 PTPRN2 chr7 Body 0.93 (0.62; 1.39) 7.1E-01
cg11922514 UNC80 chr2 Body 0.93 (0.64; 1.35) 7.1E-01
cg00400370 CTNND2 chr5 Body 1.08 (0.7; 1.67) 7.1E-01
cg00400370 CTNND2 chr5 ExonBnd 1.08 (0.7; 1.67) 7.1E-01
cg15948324 PTPRN2 chr7 Body 1.06 (0.78; 1.43) 7.1E-01
cg23851515 NRXN1 chr2 Body 0.93 (0.65; 1.35) 7.1E-01
cg15820189 RECQL5 chr17 TSS1500 0.94 (0.69; 1.29) 7.1E-01
cg15000722 PTPRN2 chr7 Body 1.06 (0.78; 1.45) 7.1E-01
cg14593273 PTPRN2 chr7 Body 0.94 (0.67; 1.31) 7.1E-01
cg22516725 WWOX chr16 Body 1.06 (0.79; 1.42) 7.2E-01
cg16175263 TNFRSF10C chr8 TSS200 0.94 (0.68; 1.3) 7.2E-01
cg16100063 PEX14 chr1 Body 1.06 (0.79; 1.42) 7.2E-01
cg11934257 PTPRN2 chr7 Body 0.94 (0.68; 1.3) 7.2E-01
cg13843366 CACNA1C chr12 Body 0.92 (0.57; 1.47) 7.2E-01
cg10971874 PEX14 chr1 TSS200 1.06 (0.78; 1.44) 7.2E-01
cg02355558 CTDSPL chr3 Body 0.94 (0.69; 1.29) 7.2E-01
cg11206969 TNFRSF11A chr18 Body 0.85 (0.36; 2.03) 7.2E-01
cg22788908 POU2F1 chr1 5'UTR 0.94 (0.67; 1.31) 7.2E-01
cg27538117 TNFRSF19 chr13 5'UTR 0.94 (0.67; 1.32) 7.2E-01
cg27538117 TNFRSF19 chr13 TSS200 0.94 (0.67; 1.32) 7.2E-01
cg17247365 WWOX chr16 Body 1.06 (0.78; 1.45) 7.2E-01
cg25740602 TNFRSF11A chr18 3'UTR 0.95 (0.7; 1.27) 7.2E-01
cg23320693 TNFRSF1A chr12 Body 0.93 (0.64; 1.36) 7.2E-01
cg24857686 FBXO36 chr2 Body 1.06 (0.78; 1.44) 7.2E-01
cg20616246 CEP350 chr1 ExonBnd 1.06 (0.76; 1.49) 7.2E-01
cg20616246 CEP350 chr1 Body 1.06 (0.76; 1.49) 7.2E-01
cg12337622 PTPRN2 chr7 Body 1.06 (0.79; 1.42) 7.2E-01
cg07061728 RTN4RL1 chr17 Body 1.07 (0.74; 1.55) 7.2E-01
cg11665613 TNFRSF1B chr1 3'UTR 1.07 (0.74; 1.56) 7.2E-01



cg07552731 AKAP13 chr15 Body 0.94 (0.67; 1.32) 7.2E-01
cg13214121 PTPRN2 chr7 Body 0.94 (0.66; 1.33) 7.2E-01
cg17868330 CNTNAP2 chr7 Body 1.08 (0.72; 1.61) 7.2E-01
cg12110750 TSHZ3 chr19 Body 0.92 (0.58; 1.46) 7.2E-01
cg08263214 ZBTB20 chr3 TSS1500 0.92 (0.57; 1.47) 7.2E-01
cg08263214 ZBTB20 chr3 Body 0.92 (0.57; 1.47) 7.2E-01
cg08263214 ZBTB20 chr3 5'UTR 0.92 (0.57; 1.47) 7.2E-01
cg07733471 CUX2 chr12 Body 1.06 (0.77; 1.47) 7.2E-01
cg23667104 WWOX chr16 Body 0.93 (0.63; 1.38) 7.2E-01
cg22730626 PTPRN2 chr7 Body 1.06 (0.76; 1.48) 7.2E-01
cg06141968 SMARCD3 chr7 Body 0.95 (0.7; 1.28) 7.2E-01
cg04594619 ARID1A chr1 Body 0.92 (0.58; 1.45) 7.2E-01
cg07352158 FSTL1 chr3 TSS1500 1.06 (0.78; 1.42) 7.2E-01
cg14141549 PTPRN2 chr7 Body 0.95 (0.71; 1.27) 7.2E-01
cg19231811 PHACTR1 chr6 Body 0.92 (0.57; 1.47) 7.2E-01
cg08677803 MTNR1A chr4 Body 1.06 (0.78; 1.43) 7.2E-01
cg16029747 PTPRN2 chr7 Body 1.06 (0.78; 1.43) 7.2E-01
cg16777782 CDH13 chr16 Body 0.94 (0.67; 1.32) 7.2E-01
cg16775908 ZBTB20 chr3 Body 1.06 (0.76; 1.48) 7.2E-01
cg16775908 ZBTB20 chr3 5'UTR 1.06 (0.76; 1.48) 7.2E-01
cg03827813 MBD5 chr2 5'UTR 0.89 (0.47; 1.68) 7.2E-01
cg06080068 PEX14 chr1 Body 0.95 (0.72; 1.25) 7.2E-01
cg23828283 TNR chr1 5'UTR 0.93 (0.65; 1.35) 7.2E-01
cg17803268 PTPRN2 chr7 Body 0.95 (0.71; 1.27) 7.2E-01
cg06669892 PHACTR1 chr6 Body 0.93 (0.62; 1.39) 7.2E-01
cg24860812 BRUNOL4 chr18 Body 1.05 (0.79; 1.41) 7.2E-01
cg04313978 PTPRN2 chr7 Body 0.95 (0.71; 1.27) 7.2E-01
cg22581289 SUGCT chr7 Body 1.07 (0.75; 1.53) 7.2E-01
cg20134805 WWOX chr16 Body 1.07 (0.74; 1.55) 7.2E-01
cg14494365 PTPRN2 chr7 Body 0.92 (0.58; 1.45) 7.2E-01
cg19341106 PTPRN2 chr7 Body 0.94 (0.69; 1.3) 7.2E-01
cg11875706 RECQL5 chr17 Body 1.06 (0.77; 1.45) 7.2E-01
cg07015203 UNC80 chr2 Body 1.06 (0.75; 1.5) 7.2E-01
cg07509352 CDH13 chr16 Body 0.95 (0.7; 1.28) 7.2E-01
cg22894604 FSTL1 chr3 3'UTR 1.06 (0.77; 1.46) 7.2E-01
cg03873608 DMXL2 chr15 Body 1.07 (0.74; 1.55) 7.2E-01
cg11797573 PTPRN2 chr7 Body 1.06 (0.77; 1.47) 7.2E-01
cg10502232 ATP6V0C chr16 1stExon 0.94 (0.67; 1.32) 7.2E-01
cg10502232 ATP6V0C chr16 5'UTR 0.94 (0.67; 1.32) 7.2E-01
cg08945980 CNTNAP2 chr7 Body 0.94 (0.67; 1.31) 7.2E-01
cg15479114 WAC chr10 Body 0.94 (0.66; 1.33) 7.2E-01
cg24226884 CUX2 chr12 Body 0.92 (0.58; 1.45) 7.2E-01
cg02759595 ERI3 chr1 Body 1.06 (0.76; 1.48) 7.2E-01
cg02759595 ERI3 chr1 ExonBnd 1.06 (0.76; 1.48) 7.2E-01
cg19803671 UBE2E2 chr3 5'UTR 1.08 (0.7; 1.66) 7.2E-01
cg25036261 NRXN1 chr2 Body 1.06 (0.77; 1.45) 7.2E-01
cg20000539 DDHD2 chr8 3'UTR 0.94 (0.66; 1.33) 7.2E-01
cg00641931 WWOX chr16 ExonBnd 1.15 (0.53; 2.5) 7.2E-01
cg00641931 WWOX chr16 Body 1.15 (0.53; 2.5) 7.2E-01
cg16972831 GNA12 chr7 Body 1.06 (0.76; 1.49) 7.2E-01
cg02973644 PTPRN2 chr7 Body 1.06 (0.77; 1.47) 7.2E-01
cg10756881 TNRC6B chr22 5'UTR 0.92 (0.59; 1.44) 7.2E-01
cg06012903 PTPRN2 chr7 Body 0.95 (0.73; 1.25) 7.2E-01
cg11844087 PTPRN2 chr7 Body 0.94 (0.65; 1.35) 7.2E-01
cg06975753 CTDSPL chr3 Body 0.94 (0.68; 1.31) 7.2E-01
cg02903680 PDE8A chr15 Body 1.08 (0.7; 1.66) 7.2E-01
cg09417234 TNRC18 chr7 Body 1.06 (0.78; 1.44) 7.2E-01
cg22093206 CACNA1C chr12 Body 0.94 (0.66; 1.34) 7.2E-01
cg06758980 MBD5 chr2 TSS1500 0.94 (0.66; 1.34) 7.2E-01
cg20357101 ELAVL4 chr1 TSS1500 0.93 (0.63; 1.37) 7.2E-01
cg20357101 ELAVL4 chr1 TSS200 0.93 (0.63; 1.37) 7.2E-01



cg20357101 ELAVL4 chr1 Body 0.93 (0.63; 1.37) 7.2E-01
cg00244328 ATP8A1 chr4 TSS1500 1.06 (0.76; 1.5) 7.2E-01
cg02385725 CPEB1 chr15 Body 0.93 (0.63; 1.37) 7.2E-01
cg02385725 CPEB1 chr15 5'UTR 0.93 (0.63; 1.37) 7.2E-01
cg00071658 DACH1 chr13 Body 1.07 (0.73; 1.58) 7.2E-01
cg15572489 PTPRN2 chr7 Body 0.95 (0.69; 1.29) 7.2E-01
cg14891617 PTPRN2 chr7 Body 1.06 (0.77; 1.45) 7.2E-01
cg20072792 RECQL5 chr17 Body 0.95 (0.69; 1.29) 7.2E-01
cg04279629 DCUN1D4 chr4 Body 0.94 (0.68; 1.3) 7.2E-01
cg00991379 TAOK3 chr12 Body 1.07 (0.74; 1.54) 7.2E-01
cg13274437 CUX2 chr12 Body 0.93 (0.63; 1.38) 7.2E-01
cg08100806 CDH11 chr16 TSS1500 0.91 (0.52; 1.57) 7.2E-01
cg26361533 CACNA1C chr12 Body 1.11 (0.63; 1.93) 7.2E-01
cg00665114 TNR chr1 5'UTR 0.94 (0.67; 1.33) 7.3E-01
cg15911194 CDH13 chr16 Body 1.08 (0.71; 1.64) 7.3E-01
cg07448800 TENM2 chr5 Body 0.94 (0.65; 1.35) 7.3E-01
cg21802919 RTN4RL1 chr17 Body 1.06 (0.76; 1.47) 7.3E-01
cg02820081 MTCL1 chr18 Body 0.92 (0.59; 1.44) 7.3E-01
cg00243547 WAC chr10 TSS1500 1.06 (0.76; 1.49) 7.3E-01
cg00243547 WAC chr10 5'UTR 1.06 (0.76; 1.49) 7.3E-01
cg00391821 PEX14 chr1 Body 1.08 (0.72; 1.62) 7.3E-01
cg24758989 TNFRSF11A chr18 Body 0.93 (0.63; 1.38) 7.3E-01
cg09557991 TNFRSF1B chr1 Body 1.06 (0.78; 1.44) 7.3E-01
cg10553121 WWOX chr16 Body 1.06 (0.76; 1.49) 7.3E-01
cg25363527 PTPRN2 chr7 Body 1.07 (0.74; 1.54) 7.3E-01
cg03525135 PTPRN2 chr7 Body 0.94 (0.66; 1.34) 7.3E-01
cg05814156 PTPRU chr1 ExonBnd 0.94 (0.65; 1.34) 7.3E-01
cg05814156 PTPRU chr1 Body 0.94 (0.65; 1.34) 7.3E-01
cg02150363 DNAI2 chr17 Body 0.95 (0.7; 1.28) 7.3E-01
cg07037986 CDH13 chr16 Body 0.93 (0.64; 1.36) 7.3E-01
cg13100918 ATP8A1 chr4 Body 0.95 (0.69; 1.29) 7.3E-01
cg21740631 TENM2 chr5 Body 0.94 (0.67; 1.32) 7.3E-01
cg21740631 CTB-178M22.2 chr5 TSS1500 0.94 (0.67; 1.32) 7.3E-01
cg17308981 CHFR chr12 Body 0.94 (0.69; 1.3) 7.3E-01
cg25510609 AKAP13 chr15 Body 1.06 (0.77; 1.47) 7.3E-01
cg00375056 RNU5E-1 chr5 Body 0.93 (0.6; 1.42) 7.3E-01
cg05539750 CDH13 chr16 5'UTR 1.06 (0.75; 1.5) 7.3E-01
cg05539750 CDH13 chr16 Body 1.06 (0.75; 1.5) 7.3E-01
cg03396151 MEIS2 chr15 Body 0.95 (0.7; 1.29) 7.3E-01
cg14374754 BARX1 chr9 3'UTR 0.92 (0.59; 1.44) 7.3E-01
cg00236831 ATF7IP chr12 5'UTR 1.06 (0.77; 1.45) 7.3E-01
cg00236831 ATF7IP chr12 1stExon 1.06 (0.77; 1.45) 7.3E-01
cg12077319 ZNF704 chr8 TSS200 1.06 (0.76; 1.49) 7.3E-01
cg05880029 SLC16A9 chr10 5'UTR 0.95 (0.71; 1.27) 7.3E-01
cg14862829 AKAP13 chr15 Body 0.94 (0.65; 1.35) 7.3E-01
cg24604127 PTPRN2 chr7 Body 0.95 (0.69; 1.3) 7.3E-01
cg13574857 PTPRN2 chr7 Body 1.06 (0.76; 1.48) 7.3E-01
cg23220435 PTPRN2 chr7 Body 0.94 (0.67; 1.33) 7.3E-01
cg20679252 CSMD2 chr1 Body 1.05 (0.78; 1.42) 7.3E-01
cg04538404 FBXO11 chr2 TSS1500 0.92 (0.59; 1.44) 7.3E-01
cg04538404 FBXO11 chr2 Body 0.92 (0.59; 1.44) 7.3E-01
cg01672894 FBXO31 chr16 Body 1.07 (0.74; 1.53) 7.3E-01
cg01672894 FBXO31 chr16 3'UTR 1.07 (0.74; 1.53) 7.3E-01
cg11323848 CUX2 chr12 Body 1.06 (0.76; 1.48) 7.3E-01
cg18364718 NDUFA9 chr12 Body 1.09 (0.67; 1.77) 7.3E-01
cg12033578 RAP1B chr12 Body 1.07 (0.72; 1.59) 7.3E-01
cg14994205 EIF2S1 chr14 5'UTR 0.94 (0.65; 1.35) 7.3E-01
cg07622504 TAOK3 chr12 Body 0.94 (0.65; 1.35) 7.3E-01
cg24807175 PTPRN2 chr7 Body 0.94 (0.66; 1.34) 7.3E-01
cg14092099 WWOX chr16 Body 1.06 (0.75; 1.52) 7.3E-01
cg22709362 ERI3 chr1 Body 1.09 (0.66; 1.8) 7.3E-01



cg23849410 UNC80 chr2 Body 0.88 (0.42; 1.84) 7.3E-01
cg07617120 PTPRN2 chr7 Body 1.06 (0.78; 1.44) 7.3E-01
cg23091984 TSHZ3 chr19 Body 1.06 (0.77; 1.44) 7.3E-01
cg01007029 FBXO32 chr8 TSS200 0.95 (0.7; 1.28) 7.3E-01
cg23684218 PTPRN2 chr7 Body 1.06 (0.76; 1.48) 7.3E-01
cg03490965 TENM2 chr5 Body 0.95 (0.69; 1.29) 7.3E-01
cg12136895 ARID1A chr1 3'UTR 0.93 (0.63; 1.38) 7.3E-01
cg10565996 DCUN1D4 chr4 TSS200 0.95 (0.71; 1.27) 7.3E-01
cg19977866 MTNR1B chr11 Body 1.05 (0.78; 1.43) 7.3E-01
cg15453443 PTPRN2 chr7 Body 0.94 (0.67; 1.33) 7.3E-01
cg26204417 PTPRN2 chr7 Body 1.06 (0.77; 1.44) 7.3E-01
cg13420383 LOC100130933 chr17 TSS200 1.13 (0.57; 2.24) 7.3E-01
cg13420383 RECQL5 chr17 Body 1.13 (0.57; 2.24) 7.3E-01
cg06103031 BRUNOL4 chr18 TSS1500 0.94 (0.67; 1.32) 7.3E-01
cg21449444 PTPRS chr19 Body 0.94 (0.67; 1.32) 7.3E-01
cg03068874 PTPRN2 chr7 Body 1.06 (0.75; 1.5) 7.3E-01
cg18791223 PTPRN2 chr7 Body 0.94 (0.67; 1.32) 7.3E-01
cg03640051 ATP8A1 chr4 Body 0.94 (0.66; 1.34) 7.3E-01
cg19719838 DDHD2 chr8 5'UTR 0.95 (0.7; 1.29) 7.3E-01
cg19719838 DDHD2 chr8 TSS200 0.95 (0.7; 1.29) 7.3E-01
cg13246235 PHACTR1 chr6 Body 0.9 (0.49; 1.66) 7.3E-01
cg24831391 CACNA1C chr12 Body 1.06 (0.75; 1.49) 7.3E-01
cg03812546 TAOK3 chr12 5'UTR 1.06 (0.77; 1.44) 7.3E-01
cg14125904 DNAI2 chr17 Body 1.08 (0.68; 1.73) 7.3E-01
cg22524174 TSHZ3 chr19 Body 0.94 (0.68; 1.31) 7.3E-01
cg24450184 PTPRN2 chr7 Body 0.94 (0.66; 1.35) 7.3E-01
cg05227268 TNFRSF10D chr8 Body 0.93 (0.63; 1.38) 7.3E-01
cg05227268 TNFRSF10D chr8 ExonBnd 0.93 (0.63; 1.38) 7.3E-01
cg09644309 DACH1 chr13 Body 1.11 (0.62; 1.99) 7.3E-01
cg06649856 PTPRN2 chr7 Body 0.92 (0.56; 1.5) 7.3E-01
cg09565159 PTPRN2 chr7 Body 0.94 (0.66; 1.35) 7.3E-01
cg24466280 ALCAM chr3 Body 0.93 (0.62; 1.39) 7.3E-01
cg27506975 CEP350 chr1 Body 1.15 (0.51; 2.57) 7.3E-01
cg13640972 PTPRN2 chr7 Body 0.95 (0.68; 1.31) 7.3E-01
cg17892759 PTPRN2 chr7 Body 1.06 (0.75; 1.49) 7.3E-01
cg23829076 TSHZ3 chr19 Body 1.11 (0.6; 2.05) 7.3E-01
cg25139286 AKAP13 chr15 Body 1.06 (0.76; 1.46) 7.3E-01
cg14858993 GNA12 chr7 Body 0.95 (0.69; 1.3) 7.3E-01
cg01622718 PTPRN2 chr7 Body 0.94 (0.68; 1.31) 7.3E-01
cg23525243 CTNND2 chr5 Body 1.06 (0.76; 1.47) 7.3E-01
cg21048927 FBXO36 chr2 Body 1.06 (0.77; 1.44) 7.4E-01
cg11976367 MTCL1 chr18 TSS1500 1.06 (0.76; 1.49) 7.4E-01
cg05674637 CACNA1C chr12 Body 0.95 (0.68; 1.31) 7.4E-01
cg24869815 LOC100130933 chr17 TSS200 1.14 (0.53; 2.46) 7.4E-01
cg24869815 RECQL5 chr17 Body 1.14 (0.53; 2.46) 7.4E-01
cg04172561 TNFRSF10D chr8 Body 0.94 (0.67; 1.32) 7.4E-01
cg00073140 CACNA1C chr12 Body 0.94 (0.67; 1.32) 7.4E-01
cg15067015 TNR chr1 5'UTR 0.93 (0.63; 1.38) 7.4E-01
cg17376415 PTPRN2 chr7 Body 0.94 (0.65; 1.35) 7.4E-01
cg17125804 CUX2 chr12 Body 0.94 (0.68; 1.32) 7.4E-01
cg03282283 CACNA1C chr12 Body 1.12 (0.58; 2.17) 7.4E-01
cg16785161 ATF7 chr12 TSS1500 1.06 (0.75; 1.51) 7.4E-01
cg16785161 ATF7 chr12 TSS200 1.06 (0.75; 1.51) 7.4E-01
cg27078729 TNRC6A chr16 3'UTR 0.95 (0.68; 1.31) 7.4E-01
cg15798999 ARID1A chr1 Body 0.95 (0.69; 1.3) 7.4E-01
cg15677954 ZBTB20 chr3 Body 1.07 (0.72; 1.58) 7.4E-01
cg15677954 ZBTB20 chr3 5'UTR 1.07 (0.72; 1.58) 7.4E-01
cg00092611 WAC chr10 TSS1500 0.95 (0.71; 1.27) 7.4E-01
cg00092611 WAC chr10 Body 0.95 (0.71; 1.27) 7.4E-01
cg24682307 TNFRSF1B chr1 1stExon 0.94 (0.68; 1.32) 7.4E-01
cg24682307 TNFRSF1B chr1 5'UTR 0.94 (0.68; 1.32) 7.4E-01



cg19080839 SMARCD3 chr7 Body 1.07 (0.71; 1.63) 7.4E-01
cg00791181 ZBTB20 chr3 Body 1.09 (0.66; 1.8) 7.4E-01
cg00791181 ZBTB20 chr3 5'UTR 1.09 (0.66; 1.8) 7.4E-01
cg11202265 PTPRN2 chr7 Body 1.07 (0.71; 1.61) 7.4E-01
cg03770808 MTCL1 chr18 Body 0.94 (0.63; 1.38) 7.4E-01
cg09443467 TENM2 chr5 Body 1.07 (0.73; 1.56) 7.4E-01
cg16477744 PTPRN2 chr7 Body 0.91 (0.51; 1.61) 7.4E-01
cg20495738 CACNA1C chr12 Body 1.06 (0.75; 1.51) 7.4E-01
cg09599586 SGIP1 chr1 Body 1.08 (0.7; 1.64) 7.4E-01
cg19963847 DCUN1D4 chr4 Body 1.05 (0.79; 1.4) 7.4E-01
cg26593067 PTPRN2 chr7 Body 0.93 (0.61; 1.42) 7.4E-01
cg02720925 TNRC18 chr7 Body 0.95 (0.7; 1.29) 7.4E-01
cg01144921 ATP6V0C chr16 TSS1500 1.05 (0.77; 1.43) 7.4E-01
cg12271177 SGIP1 chr1 Body 1.05 (0.78; 1.42) 7.4E-01
cg09066883 PTPRN2 chr7 Body 1.05 (0.78; 1.43) 7.4E-01
cg21414048 TAOK3 chr12 5'UTR 1.06 (0.75; 1.51) 7.4E-01
cg08135136 ZBTB20 chr3 Body 0.93 (0.59; 1.45) 7.4E-01
cg08135136 ZBTB20 chr3 5'UTR 0.93 (0.59; 1.45) 7.4E-01
cg12581327 NOL4 chr18 Body 0.95 (0.7; 1.29) 7.4E-01
cg03983213 PTPRN2 chr7 Body 0.95 (0.68; 1.32) 7.4E-01
cg10749574 PTPRN2 chr7 Body 0.94 (0.64; 1.37) 7.4E-01
cg05195085 PTPRN2 chr7 Body 0.95 (0.69; 1.3) 7.4E-01
cg23816370 CNTNAP2 chr7 Body 0.95 (0.72; 1.26) 7.4E-01
cg02075713 CDH13 chr16 Body 0.95 (0.72; 1.27) 7.4E-01
cg05731713 PTPRN2 chr7 Body 0.94 (0.67; 1.32) 7.4E-01
cg01645753 CPEB1 chr15 TSS200 0.95 (0.69; 1.3) 7.4E-01
cg17343444 TENM2 chr5 Body 1.06 (0.74; 1.53) 7.4E-01
cg16248584 CDH13 chr16 Body 0.94 (0.63; 1.38) 7.4E-01
cg24581795 TNFRSF10B chr8 Body 1.07 (0.73; 1.56) 7.4E-01
cg25259479 PTPRN2 chr7 Body 0.94 (0.65; 1.36) 7.4E-01
cg14147213 MTCL1 chr18 Body 0.95 (0.69; 1.3) 7.4E-01
cg17198937 CNTNAP2 chr7 Body 0.94 (0.66; 1.35) 7.4E-01
cg22468235 FBXO34 chr14 TSS1500 0.93 (0.63; 1.4) 7.4E-01
cg07748883 BRUNOL4 chr18 Body 1.06 (0.74; 1.54) 7.4E-01
cg22986084 FBXO33 chr14 1stExon 0.95 (0.68; 1.31) 7.4E-01
cg03727754 CACNA1C chr12 Body 0.95 (0.68; 1.32) 7.4E-01
cg09068665 CACNA1C chr12 TSS200 1.06 (0.76; 1.47) 7.4E-01
cg11470028 COL5A2 chr2 Body 1.06 (0.75; 1.51) 7.4E-01
cg03148419 AKAP3 chr12 TSS1500 0.95 (0.71; 1.27) 7.4E-01
cg12297440 PTPRN2 chr7 Body 1.05 (0.78; 1.42) 7.4E-01
cg17609204 PTPRN2 chr7 Body 0.93 (0.59; 1.46) 7.4E-01
cg21037610 PTPRN2 chr7 Body 0.95 (0.68; 1.32) 7.4E-01
cg21565196 PTPRN2 chr7 Body 1.08 (0.7; 1.66) 7.4E-01
cg06871008 CACNA1C chr12 Body 1.09 (0.66; 1.8) 7.4E-01
cg20325291 ARID1A chr1 Body 0.94 (0.66; 1.34) 7.4E-01
cg23544294 ERI3 chr1 Body 0.95 (0.68; 1.32) 7.4E-01
cg23544294 ERI3 chr1 5'UTR 0.95 (0.68; 1.32) 7.4E-01
cg12429465 SCAF8 chr6 1stExon 0.95 (0.68; 1.32) 7.4E-01
cg12429465 SCAF8 chr6 5'UTR 0.95 (0.68; 1.32) 7.4E-01
cg05508793 CHFR chr12 Body 0.95 (0.69; 1.31) 7.4E-01
cg13589945 SCAF8 chr6 Body 1.06 (0.75; 1.51) 7.4E-01
cg03517730 CSMD2 chr1 Body 0.94 (0.66; 1.35) 7.4E-01
cg25607226 PTPRN2 chr7 Body 1.05 (0.79; 1.4) 7.4E-01
cg12238812 CHFR chr12 TSS1500 1.06 (0.75; 1.5) 7.4E-01
cg17120445 CUX2 chr12 Body 1.06 (0.74; 1.52) 7.4E-01
cg13906811 NRXN1 chr2 Body 0.93 (0.61; 1.42) 7.4E-01
cg13906811 NRXN1 chr2 TSS200 0.93 (0.61; 1.42) 7.4E-01
cg14362920 PTPRN2 chr7 3'UTR 1.06 (0.76; 1.47) 7.4E-01
cg13323391 PTPRN2 chr7 Body 0.95 (0.69; 1.31) 7.4E-01
cg24646841 PTPRN2 chr7 Body 0.94 (0.64; 1.37) 7.4E-01
cg15785147 UBE2E2 chr3 Body 1.07 (0.72; 1.58) 7.4E-01



cg10569526 CPEB1 chr15 Body 1.06 (0.75; 1.49) 7.4E-01
cg10569526 CPEB1 chr15 5'UTR 1.06 (0.75; 1.49) 7.4E-01
cg13501507 DMXL2 chr15 TSS1500 0.95 (0.71; 1.28) 7.4E-01
cg18812366 PHACTR1 chr6 Body 0.95 (0.69; 1.31) 7.4E-01
cg22652747 MEIS2 chr15 Body 0.94 (0.63; 1.39) 7.4E-01
cg18694936 CCDC80 chr3 Body 0.94 (0.65; 1.36) 7.4E-01
cg06370528 BRUNOL4 chr18 Body 0.95 (0.71; 1.28) 7.4E-01
cg15717676 FBXO31 chr16 Body 1.05 (0.77; 1.44) 7.4E-01
cg15717676 FBXO31 chr16 5'UTR 1.05 (0.77; 1.44) 7.4E-01
cg10152633 PTPRN2 chr7 Body 1.06 (0.76; 1.48) 7.4E-01
cg01310920 PTPRN2 chr7 Body 0.95 (0.71; 1.27) 7.4E-01
cg08437437 FBXO36 chr2 Body 0.95 (0.69; 1.3) 7.4E-01
cg00387117 ALCAM chr3 Body 1.06 (0.73; 1.55) 7.4E-01
cg25266621 AKAP13 chr15 Body 0.95 (0.7; 1.28) 7.4E-01
cg03338325 DNAI2 chr17 Body 0.93 (0.59; 1.45) 7.4E-01
cg03307550 PTPRN2 chr7 Body 0.94 (0.67; 1.34) 7.4E-01
cg03576224 CDH13 chr16 5'UTR 0.95 (0.72; 1.27) 7.4E-01
cg03576224 CDH13 chr16 Body 0.95 (0.72; 1.27) 7.4E-01
cg15980305 FBXO11 chr2 1stExon 1.05 (0.78; 1.42) 7.4E-01
cg07080147 UNC80 chr2 Body 0.95 (0.67; 1.33) 7.4E-01
cg09450352 PTPRN2 chr7 Body 1.06 (0.76; 1.46) 7.5E-01
cg12609140 PTPRN2 chr7 Body 1.06 (0.76; 1.46) 7.5E-01
cg02865230 WWOX chr16 Body 0.95 (0.67; 1.33) 7.5E-01
cg13083012 AKAP13 chr15 5'UTR 1.06 (0.73; 1.56) 7.5E-01
cg01088352 PTPRN2 chr7 Body 0.95 (0.69; 1.31) 7.5E-01
cg02171206 WWOX chr16 Body 1.05 (0.76; 1.46) 7.5E-01
cg26075933 MEIS2 chr15 Body 1.06 (0.76; 1.47) 7.5E-01
cg01838419 EIF2S1 chr14 TSS1500 0.95 (0.68; 1.32) 7.5E-01
cg08902987 SUGCT chr7 Body 0.93 (0.61; 1.42) 7.5E-01
cg15636633 AKAP3 chr12 5'UTR 0.94 (0.64; 1.38) 7.5E-01
cg16061099 BRUNOL4 chr18 3'UTR 0.94 (0.66; 1.35) 7.5E-01
cg03129600 NRXN1 chr2 5'UTR 0.88 (0.4; 1.94) 7.5E-01
cg19264203 MTNR1B chr11 Body 0.93 (0.62; 1.42) 7.5E-01
cg20236013 UBE2E2 chr3 5'UTR 0.95 (0.68; 1.31) 7.5E-01
cg09818691 TNFRSF1B chr1 TSS1500 1.06 (0.75; 1.49) 7.5E-01
cg24648384 GNA12 chr7 Body 1.05 (0.78; 1.4) 7.5E-01
cg20539811 CTNND2 chr5 Body 1.05 (0.77; 1.45) 7.5E-01
cg13958567 PTPRN2 chr7 Body 0.95 (0.7; 1.29) 7.5E-01
cg04939944 TNRC18 chr7 Body 0.96 (0.72; 1.26) 7.5E-01
cg02433515 MEIS2 chr15 Body 1.08 (0.69; 1.68) 7.5E-01
cg23831143 TNFRSF10C chr8 TSS200 0.95 (0.68; 1.33) 7.5E-01
cg06497408 PTPRN2 chr7 Body 0.95 (0.7; 1.29) 7.5E-01
cg10473506 PEX14 chr1 Body 0.94 (0.64; 1.37) 7.5E-01
cg17055895 CPEB1 chr15 Body 1.06 (0.74; 1.53) 7.5E-01
cg17055895 CPEB1 chr15 5'UTR 1.06 (0.74; 1.53) 7.5E-01
cg04426510 FBXO31 chr16 Body 0.95 (0.69; 1.31) 7.5E-01
cg04426510 FBXO31 chr16 5'UTR 0.95 (0.69; 1.31) 7.5E-01
cg15126968 PTPRN2 chr7 Body 1.07 (0.72; 1.58) 7.5E-01
cg02986924 RTN4 chr2 3'UTR 0.95 (0.69; 1.31) 7.5E-01
cg17453840 CPEB1 chr15 TSS1500 1.08 (0.68; 1.72) 7.5E-01
cg07250036 CTDSPL2 chr15 5'UTR 0.95 (0.71; 1.29) 7.5E-01
cg06547959 BRUNOL4 chr18 Body 0.91 (0.52; 1.6) 7.5E-01
cg24532476 CHFR chr12 Body 1.07 (0.7; 1.63) 7.5E-01
cg22541509 PTPRS chr19 Body 0.94 (0.64; 1.38) 7.5E-01
cg18285788 PTPRN2 chr7 Body 0.95 (0.69; 1.3) 7.5E-01
cg24790706 PTPRN2 chr7 Body 0.95 (0.68; 1.32) 7.5E-01
cg15322801 ELAVL4 chr1 TSS200 1.06 (0.74; 1.51) 7.5E-01
cg15322801 ELAVL4 chr1 Body 1.06 (0.74; 1.51) 7.5E-01
cg24743147 GOLT1B chr12 Body 1.05 (0.76; 1.46) 7.5E-01
cg24743147 RECQL chr12 TSS1500 1.05 (0.76; 1.46) 7.5E-01
cg20293888 GNA12 chr7 Body 1.07 (0.72; 1.59) 7.5E-01



cg06903477 RTN4RL1 chr17 Body 0.95 (0.67; 1.34) 7.5E-01
cg18588247 ATP8A1 chr4 Body 1.07 (0.7; 1.65) 7.5E-01
cg19081259 CSMD2 chr1 ExonBnd 0.95 (0.67; 1.33) 7.5E-01
cg19081259 CSMD2 chr1 Body 0.95 (0.67; 1.33) 7.5E-01
cg13599258 CUX2 chr12 Body 1.06 (0.74; 1.52) 7.5E-01
cg18274984 PEX14 chr1 Body 1.06 (0.76; 1.47) 7.5E-01
cg16617510 TNFRSF1A chr12 3'UTR 1.05 (0.77; 1.43) 7.5E-01
cg15909077 ATF7 chr12 ExonBnd 0.95 (0.67; 1.33) 7.5E-01
cg15909077 ATF7 chr12 Body 0.95 (0.67; 1.33) 7.5E-01
cg15087571 TNRC18 chr7 5'UTR 0.94 (0.64; 1.38) 7.5E-01
cg03129964 BARX1 chr9 Body 1.05 (0.77; 1.43) 7.5E-01
cg21016956 NOL4 chr18 Body 0.95 (0.67; 1.34) 7.5E-01
cg08021815 RECQL chr12 Body 0.93 (0.61; 1.43) 7.5E-01
cg11263042 PEX14 chr1 1stExon 1.05 (0.79; 1.39) 7.5E-01
cg02979325 CUX2 chr12 Body 1.06 (0.73; 1.56) 7.5E-01
cg10638660 MTCL1 chr18 TSS200 0.94 (0.64; 1.38) 7.5E-01
cg23740067 FBXO11 chr2 ExonBnd 0.94 (0.63; 1.39) 7.5E-01
cg23740067 FBXO11 chr2 Body 0.94 (0.63; 1.39) 7.5E-01
cg06209210 TNFRSF12A chr16 Body 0.94 (0.66; 1.35) 7.5E-01
cg02515738 CNTNAP2 chr7 Body 0.94 (0.66; 1.35) 7.5E-01
cg06631771 POU2F1 chr1 Body 1.05 (0.76; 1.46) 7.5E-01
cg09280663 CTNND2 chr5 Body 0.93 (0.59; 1.46) 7.5E-01
cg09280663 CTNND2 chr5 5'UTR 0.93 (0.59; 1.46) 7.5E-01
cg23101138 DACH1 chr13 Body 0.94 (0.64; 1.37) 7.5E-01
cg10644073 AKAP13 chr15 5'UTR 0.95 (0.69; 1.31) 7.5E-01
cg21454760 ARID1A chr1 Body 0.93 (0.59; 1.47) 7.5E-01
cg09312399 FBXO38 chr5 TSS1500 1.06 (0.73; 1.55) 7.5E-01
cg01645929 CTDSP2 chr12 Body 0.95 (0.71; 1.28) 7.5E-01
cg18842704 TNRC6B chr22 Body 1.05 (0.77; 1.42) 7.5E-01
cg07177001 TNFRSF10B chr8 Body 0.95 (0.69; 1.31) 7.5E-01
cg07177001 TNFRSF10B chr8 5'UTR 0.95 (0.69; 1.31) 7.5E-01
cg07177001 TNFRSF10B chr8 1stExon 0.95 (0.69; 1.31) 7.5E-01
cg02860921 PTPRN2 chr7 Body 1.04 (0.79; 1.37) 7.5E-01
cg00411413 CDH13 chr16 Body 0.95 (0.71; 1.28) 7.5E-01
cg01953796 TAOK3 chr12 Body 0.95 (0.68; 1.32) 7.5E-01
cg12242949 FBXO34 chr14 5'UTR 0.93 (0.59; 1.47) 7.5E-01
cg09404381 WAC chr10 Body 1.06 (0.74; 1.52) 7.5E-01
cg09814468 CTNND2 chr5 Body 1.06 (0.72; 1.57) 7.5E-01
cg12622096 UNC80 chr2 Body 1.05 (0.78; 1.41) 7.6E-01
cg14910646 NDUFA9 chr12 3'UTR 0.95 (0.7; 1.3) 7.6E-01
cg14624444 PHACTR1 chr6 Body 0.94 (0.65; 1.37) 7.6E-01
cg05690580 PTPRN2 chr7 Body 1.05 (0.77; 1.43) 7.6E-01
cg26358968 AKAP13 chr15 Body 1.05 (0.76; 1.46) 7.6E-01
cg27011848 NRXN1 chr2 ExonBnd 0.93 (0.6; 1.45) 7.6E-01
cg27011848 NRXN1 chr2 Body 0.93 (0.6; 1.45) 7.6E-01
cg08157569 COL1A2 chr7 Body 0.93 (0.57; 1.51) 7.6E-01
cg05693307 CEP350 chr1 Body 0.94 (0.64; 1.39) 7.6E-01
cg11848928 PTPRN2 chr7 Body 1.05 (0.76; 1.46) 7.6E-01
cg03459839 GNA12 chr7 Body 1.05 (0.78; 1.4) 7.6E-01
cg03459839 GNA12 chr7 TSS200 1.05 (0.78; 1.4) 7.6E-01
cg23177406 PHACTR1 chr6 Body 0.93 (0.58; 1.49) 7.6E-01
cg13108098 CDH13 chr16 5'UTR 1.07 (0.7; 1.63) 7.6E-01
cg13108098 CDH13 chr16 Body 1.07 (0.7; 1.63) 7.6E-01
cg19237063 PTPRN2 chr7 Body 1.06 (0.73; 1.55) 7.6E-01
cg14384510 PTPRN2 chr7 Body 0.95 (0.7; 1.29) 7.6E-01
cg15661483 CTDSPL chr3 Body 0.95 (0.66; 1.35) 7.6E-01
cg15791369 ATF7IP chr12 TSS1500 1.06 (0.73; 1.55) 7.6E-01
cg01217514 CHFR chr12 Body 0.94 (0.63; 1.39) 7.6E-01
cg14940779 ERI3 chr1 Body 1.05 (0.76; 1.46) 7.6E-01
cg26740375 DMXL2 chr15 Body 0.93 (0.6; 1.45) 7.6E-01
cg27390443 CREBBP chr16 Body 1.05 (0.75; 1.47) 7.6E-01



cg15573998 NRXN1 chr2 Body 1.05 (0.75; 1.48) 7.6E-01
cg03073636 ATF7IP chr12 5'UTR 1.05 (0.77; 1.44) 7.6E-01
cg03073636 ATF7IP chr12 Body 1.05 (0.77; 1.44) 7.6E-01
cg20535781 CHFR chr12 TSS1500 1.06 (0.73; 1.55) 7.6E-01
cg23630423 RTN4RL1 chr17 Body 1.06 (0.73; 1.54) 7.6E-01
cg16668176 PTPRS chr19 5'UTR 1.06 (0.74; 1.5) 7.6E-01
cg24956366 UBE2E2 chr3 Body 0.93 (0.61; 1.44) 7.6E-01
cg17960347 CACNA1C chr12 Body 1.05 (0.77; 1.44) 7.6E-01
cg08353078 TNFRSF11A chr18 Body 1.05 (0.78; 1.42) 7.6E-01
cg18660891 ZBTB20 chr3 TSS1500 1.06 (0.75; 1.49) 7.6E-01
cg07300558 BRUNOL4 chr18 1stExon 0.93 (0.57; 1.5) 7.6E-01
cg26709234 CDH13 chr16 Body 1.06 (0.74; 1.51) 7.6E-01
cg02495045 MBD5 chr2 5'UTR 1.05 (0.75; 1.48) 7.6E-01
cg26295921 PTPRN2 chr7 Body 1.06 (0.74; 1.52) 7.6E-01
cg12983704 FBXO36 chr2 Body 1.05 (0.78; 1.42) 7.6E-01
cg11631450 TENM2 chr5 Body 0.95 (0.71; 1.29) 7.6E-01
cg21858772 WWOX chr16 Body 1.06 (0.73; 1.53) 7.6E-01
cg25700789 GNA12 chr7 Body 0.95 (0.69; 1.31) 7.6E-01
cg25700789 GNA12 chr7 TSS1500 0.95 (0.69; 1.31) 7.6E-01
cg14017942 TSHZ3 chr19 3'UTR 1.06 (0.73; 1.53) 7.6E-01
cg17207772 AKAP13 chr15 Body 0.93 (0.58; 1.48) 7.6E-01
cg14275148 FBXO11 chr2 Body 1.06 (0.71; 1.6) 7.6E-01
cg03845289 BARX2 chr11 TSS200 0.94 (0.61; 1.44) 7.6E-01
cg00656990 WWOX chr16 Body 0.92 (0.55; 1.54) 7.6E-01
cg11131810 PHACTR1 chr6 Body 0.94 (0.63; 1.41) 7.6E-01
cg04100532 UNC80 chr2 TSS200 0.93 (0.58; 1.5) 7.6E-01
cg24736886 DACH1 chr13 Body 1.06 (0.74; 1.5) 7.6E-01
cg14994242 PTPRN2 chr7 Body 1.05 (0.75; 1.48) 7.6E-01
cg00322486 ELAVL4 chr1 Body 1.05 (0.76; 1.45) 7.6E-01
cg16001682 SGIP1 chr1 TSS1500 0.95 (0.66; 1.36) 7.6E-01
cg20668834 NRXN1 chr2 Body 1.06 (0.73; 1.53) 7.6E-01
cg00716277 PTPRN2 chr7 Body 1.05 (0.75; 1.49) 7.6E-01
cg21006600 CACNA1C chr12 Body 0.95 (0.66; 1.36) 7.6E-01
cg01021552 CDH11 chr16 5'UTR 0.95 (0.67; 1.34) 7.6E-01
cg19009220 GOLT1B chr12 TSS1500 0.95 (0.68; 1.32) 7.6E-01
cg19009220 RECQL chr12 5'UTR 0.95 (0.68; 1.32) 7.6E-01
cg12189962 LOC101929698 chr20 Body 1.1 (0.6; 2.02) 7.6E-01
cg12189962 NOL4L chr20 Body 1.1 (0.6; 2.02) 7.6E-01
cg06701627 PTPRS chr19 Body 1.05 (0.76; 1.45) 7.6E-01
cg15318176 PTPRN2 chr7 Body 0.94 (0.62; 1.41) 7.6E-01
cg23654019 CUX2 chr12 Body 1.05 (0.77; 1.42) 7.6E-01
cg10756618 CHCHD6 chr3 Body 0.9 (0.45; 1.79) 7.6E-01
cg08339915 PTPRN2 chr7 Body 1.07 (0.7; 1.63) 7.6E-01
cg26295618 CEP350 chr1 3'UTR 1.05 (0.77; 1.44) 7.6E-01
cg08385422 ACVR2A chr2 TSS1500 1.05 (0.75; 1.48) 7.6E-01
cg08385422 ACVR2A chr2 TSS200 1.05 (0.75; 1.48) 7.6E-01
cg03301831 RTN4 chr2 Body 1.05 (0.78; 1.41) 7.6E-01
cg18545076 TNFRSF10C chr8 TSS1500 0.88 (0.39; 2) 7.6E-01
cg12565261 WAC chr10 Body 1.08 (0.67; 1.72) 7.6E-01
cg14438755 RNU5E-1 chr5 Body 0.95 (0.69; 1.31) 7.6E-01
cg04862197 PTPRN2 chr7 1stExon 0.95 (0.67; 1.34) 7.6E-01
cg04862197 PTPRN2 chr7 Body 0.95 (0.67; 1.34) 7.6E-01
cg04862197 PTPRN2 chr7 5'UTR 0.95 (0.67; 1.34) 7.6E-01
cg17790241 TNFRSF10C chr8 TSS200 0.95 (0.66; 1.35) 7.6E-01
cg11328270 RTN4 chr2 Body 0.95 (0.66; 1.35) 7.6E-01
cg22606703 MEIS2 chr15 Body 0.95 (0.66; 1.36) 7.6E-01
cg27427207 ATP8A1 chr4 Body 0.96 (0.72; 1.28) 7.6E-01
cg04044684 CHFR chr12 TSS1500 1.05 (0.76; 1.46) 7.6E-01
cg13171761 CACNA1C chr12 Body 1.05 (0.75; 1.48) 7.6E-01
cg25699925 CDH13 chr16 5'UTR 1.05 (0.75; 1.47) 7.7E-01
cg25699925 CDH13 chr16 Body 1.05 (0.75; 1.47) 7.7E-01



cg07575501 CUX2 chr12 Body 0.95 (0.7; 1.3) 7.7E-01
cg24051202 TNR chr1 5'UTR 0.93 (0.59; 1.48) 7.7E-01
cg11856697 DNAI2 chr17 5'UTR 1.05 (0.77; 1.42) 7.7E-01
cg00807462 CUX2 chr12 Body 0.94 (0.65; 1.38) 7.7E-01
cg12446209 NRXN1 chr2 Body 0.94 (0.65; 1.38) 7.7E-01
cg18286894 PTPRN2 chr7 Body 1.09 (0.61; 1.95) 7.7E-01
cg19112158 POU2F1 chr1 3'UTR 1.06 (0.73; 1.53) 7.7E-01
cg19112158 POU2F1 chr1 Body 1.06 (0.73; 1.53) 7.7E-01
cg15442907 CACNA1C chr12 3'UTR 0.95 (0.7; 1.3) 7.7E-01
cg03054819 PTPRN2 chr7 Body 1.07 (0.7; 1.64) 7.7E-01
cg08150843 PTPRS chr19 Body 1.06 (0.71; 1.6) 7.7E-01
cg00947599 GNA12 chr7 Body 0.95 (0.7; 1.3) 7.7E-01
cg18769909 PTPRN2 chr7 Body 0.95 (0.69; 1.32) 7.7E-01
cg26942275 COL1A2 chr7 TSS200 0.94 (0.65; 1.38) 7.7E-01
cg25842602 BRUNOL4 chr18 TSS200 1.06 (0.74; 1.51) 7.7E-01
cg14584961 PTPRN2 chr7 Body 1.06 (0.71; 1.6) 7.7E-01
cg04995537 SCAF8 chr6 Body 0.94 (0.64; 1.39) 7.7E-01
cg08014150 NOL4L chr20 Body 1.06 (0.72; 1.57) 7.7E-01
cg08837200 PTPRN2 chr7 Body 1.06 (0.72; 1.56) 7.7E-01
cg20729586 CDH13 chr16 Body 1.04 (0.78; 1.4) 7.7E-01
cg05852523 CDH13 chr16 TSS1500 0.95 (0.66; 1.36) 7.7E-01
cg23660064 SUSD4 chr1 3'UTR 0.95 (0.67; 1.34) 7.7E-01
cg12884814 NRXN1 chr2 Body 0.95 (0.65; 1.37) 7.7E-01
cg15283737 CUX2 chr12 Body 0.93 (0.59; 1.47) 7.7E-01
cg08359717 ZBTB20 chr3 5'UTR 1.06 (0.73; 1.55) 7.7E-01
cg01958086 MEIS2 chr15 Body 0.95 (0.67; 1.35) 7.7E-01
cg13566648 PHACTR1 chr6 Body 0.93 (0.55; 1.55) 7.7E-01
cg03916382 PTPRN2 chr7 Body 1.05 (0.75; 1.48) 7.7E-01
cg24305127 PTPRN2 chr7 Body 0.95 (0.7; 1.3) 7.7E-01
cg07455496 ZNF704 chr8 Body 1.06 (0.72; 1.57) 7.7E-01
cg22960901 PTPRN2 chr7 Body 0.95 (0.7; 1.3) 7.7E-01
cg02290623 PDE8A chr15 5'UTR 0.94 (0.64; 1.38) 7.7E-01
cg02290623 PDE8A chr15 Body 0.94 (0.64; 1.38) 7.7E-01
cg03262885 PTPRN2 chr7 Body 1.05 (0.75; 1.48) 7.7E-01
cg04569831 CNTNAP2 chr7 Body 0.96 (0.71; 1.29) 7.7E-01
cg04912993 ALCAM chr3 Body 0.88 (0.38; 2.06) 7.7E-01
cg05506292 AKAP13 chr15 5'UTR 1.06 (0.73; 1.54) 7.7E-01
cg04236980 FBXO34 chr14 5'UTR 0.9 (0.45; 1.79) 7.7E-01
cg13689169 WWOX chr16 Body 0.95 (0.7; 1.3) 7.7E-01
cg07680649 ZNF704 chr8 5'UTR 1.05 (0.76; 1.46) 7.7E-01
cg08502856 PDE8A chr15 TSS200 0.96 (0.71; 1.29) 7.7E-01
cg08502856 PDE8A chr15 TSS1500 0.96 (0.71; 1.29) 7.7E-01
cg18993254 ARID1A chr1 Body 0.95 (0.68; 1.33) 7.7E-01
cg26233866 ERI3 chr1 Body 1.05 (0.76; 1.44) 7.7E-01
cg12197062 ZBTB20 chr3 Body 1.05 (0.75; 1.47) 7.7E-01
cg12197062 ZBTB20 chr3 5'UTR 1.05 (0.75; 1.47) 7.7E-01
cg07617764 CTDSP2 chr12 Body 1.05 (0.74; 1.49) 7.7E-01
cg12297652 SCAF8 chr6 1stExon 1.05 (0.76; 1.46) 7.7E-01
cg12297652 SCAF8 chr6 Body 1.05 (0.76; 1.46) 7.7E-01
cg12297652 SCAF8 chr6 5'UTR 1.05 (0.76; 1.46) 7.7E-01
cg03937180 POU2F1 chr1 Body 1.06 (0.72; 1.56) 7.7E-01
cg03937180 POU2F1 chr1 TSS1500 1.06 (0.72; 1.56) 7.7E-01
cg24002388 DDHD2 chr8 TSS1500 0.95 (0.68; 1.34) 7.7E-01
cg20223687 PTPRN2 chr7 Body 1.05 (0.74; 1.49) 7.7E-01
cg15086994 CHCHD6 chr3 Body 0.94 (0.63; 1.42) 7.7E-01
cg26947721 PTPRS chr19 5'UTR 0.96 (0.71; 1.28) 7.7E-01
cg00087420 CSMD2 chr1 Body 1.05 (0.75; 1.46) 7.7E-01
cg23601521 NRXN1 chr2 Body 0.95 (0.66; 1.37) 7.7E-01
cg20851802 MTNR1A chr4 TSS1500 1.05 (0.77; 1.43) 7.7E-01
cg02734463 AKAP13 chr15 3'UTR 0.95 (0.67; 1.35) 7.7E-01
cg10594075 TNFRSF19 chr13 5'UTR 1.08 (0.66; 1.76) 7.7E-01



cg09798977 NDUFA9 chr12 Body 1.05 (0.74; 1.51) 7.7E-01
cg14030258 PTPRU chr1 Body 0.94 (0.64; 1.4) 7.7E-01
cg11060349 PTPRN2 chr7 Body 1.06 (0.72; 1.55) 7.7E-01
cg08955548 PTPRN2 chr7 Body 0.96 (0.72; 1.27) 7.7E-01
cg01557260 RTN4RL2 chr11 Body 0.92 (0.51; 1.64) 7.7E-01
cg16937126 DDHD2 chr8 TSS1500 0.95 (0.67; 1.34) 7.7E-01
cg16937126 DDHD2 chr8 TSS200 0.95 (0.67; 1.34) 7.7E-01
cg24948079 RTN4RL1 chr17 Body 1.05 (0.75; 1.47) 7.7E-01
cg23361114 PTPRN2 chr7 Body 1.1 (0.58; 2.1) 7.7E-01
cg18173450 WWOX chr16 Body 0.95 (0.69; 1.32) 7.7E-01
cg14253924 GNA12 chr7 Body 0.95 (0.69; 1.32) 7.7E-01
cg03118674 ACVR2A chr2 3'UTR 1.06 (0.73; 1.53) 7.7E-01
cg22090098 NDUFA9 chr12 ExonBnd 0.96 (0.7; 1.3) 7.7E-01
cg22090098 NDUFA9 chr12 Body 0.96 (0.7; 1.3) 7.7E-01
cg06018853 PTPRN2 chr7 Body 0.96 (0.71; 1.29) 7.7E-01
cg15526535 TNFRSF1B chr1 Body 1.12 (0.51; 2.45) 7.7E-01
cg04770900 CUX2 chr12 Body 0.95 (0.66; 1.36) 7.7E-01
cg19882179 CPEB1 chr15 Body 1.06 (0.71; 1.59) 7.7E-01
cg19882179 CPEB1 chr15 TSS1500 1.06 (0.71; 1.59) 7.7E-01
cg19882179 CPEB1 chr15 5'UTR 1.06 (0.71; 1.59) 7.7E-01
cg09779902 AKAP13 chr15 Body 1.05 (0.74; 1.51) 7.7E-01
cg11345955 AKAP13 chr15 Body 0.96 (0.7; 1.3) 7.7E-01
cg23702727 LOC100130933 chr17 TSS200 1.1 (0.57; 2.14) 7.7E-01
cg23702727 RECQL5 chr17 Body 1.1 (0.57; 2.14) 7.7E-01
cg02664515 DMXL2 chr15 Body 0.91 (0.48; 1.73) 7.7E-01
cg02842711 FSTL1 chr3 Body 1.05 (0.76; 1.44) 7.7E-01
cg04809093 ZBTB20 chr3 5'UTR 0.95 (0.66; 1.36) 7.7E-01
cg22928999 FBXO11 chr2 Body 1.06 (0.72; 1.54) 7.7E-01
cg13374432 AKAP13 chr15 Body 0.89 (0.39; 2) 7.7E-01
cg04545268 PTPRN2 chr7 Body 0.94 (0.62; 1.43) 7.7E-01
cg27510667 CTDSPL2 chr15 5'UTR 1.05 (0.75; 1.46) 7.7E-01
cg23112745 PTPRN2 chr7 Body 1.05 (0.75; 1.47) 7.7E-01
cg07121340 CACNA1C chr12 Body 1.05 (0.76; 1.43) 7.8E-01
cg02184609 GNA12 chr7 Body 0.94 (0.64; 1.4) 7.8E-01
cg02753722 CDH13 chr16 5'UTR 1.05 (0.76; 1.45) 7.8E-01
cg02753722 CDH13 chr16 Body 1.05 (0.76; 1.45) 7.8E-01
cg26967186 PTPRN2 chr7 Body 1.04 (0.78; 1.4) 7.8E-01
cg00920348 SGIP1 chr1 TSS1500 1.05 (0.76; 1.45) 7.8E-01
cg14628799 NOL4L chr20 Body 0.94 (0.62; 1.43) 7.8E-01
cg08309809 TNFRSF10C chr8 5'UTR 1.05 (0.74; 1.5) 7.8E-01
cg08309809 TNFRSF10C chr8 1stExon 1.05 (0.74; 1.5) 7.8E-01
cg20393882 PTPRN2 chr7 Body 0.95 (0.67; 1.34) 7.8E-01
cg11687389 PHACTR1 chr6 Body 1.05 (0.75; 1.46) 7.8E-01
cg14292869 PTPRN2 chr7 Body 0.96 (0.71; 1.3) 7.8E-01
cg11626052 PTPRN2 chr7 Body 0.96 (0.7; 1.31) 7.8E-01
cg05484687 CTNND2 chr5 Body 0.95 (0.69; 1.32) 7.8E-01
cg22588445 PTPRN2 chr7 Body 1.04 (0.79; 1.38) 7.8E-01
cg04644049 PTPRN2 chr7 Body 0.96 (0.7; 1.3) 7.8E-01
cg16028599 TNRC18 chr7 Body 0.96 (0.71; 1.29) 7.8E-01
cg11951808 CEP350 chr1 Body 0.95 (0.68; 1.34) 7.8E-01
cg15010714 CDH11 chr16 TSS1500 0.93 (0.54; 1.58) 7.8E-01
cg22364158 TNRC6B chr22 5'UTR 0.95 (0.67; 1.34) 7.8E-01
cg21458032 CDH13 chr16 Body 1.04 (0.78; 1.39) 7.8E-01
cg08041408 PTPRN2 chr7 Body 1.05 (0.75; 1.48) 7.8E-01
cg19717061 ZBTB20 chr3 5'UTR 0.95 (0.66; 1.37) 7.8E-01
cg03435201 AKAP13 chr15 Body 1.05 (0.75; 1.47) 7.8E-01
cg02609551 FBXO31 chr16 Body 1.06 (0.72; 1.55) 7.8E-01
cg04260737 RTN4 chr2 TSS1500 0.96 (0.7; 1.31) 7.8E-01
cg04260737 RTN4 chr2 Body 0.96 (0.7; 1.31) 7.8E-01
cg13213165 SGIP1 chr1 Body 0.95 (0.66; 1.37) 7.8E-01
cg13192695 MTNR1A chr4 Body 0.95 (0.69; 1.32) 7.8E-01



cg08631397 CDH13 chr16 Body 0.95 (0.68; 1.33) 7.8E-01
cg00878240 PTPRN2 chr7 Body 1.05 (0.75; 1.47) 7.8E-01
cg08462941 PTPRS chr19 5'UTR 1.08 (0.64; 1.8) 7.8E-01
cg06318274 AKAP13 chr15 Body 0.96 (0.72; 1.28) 7.8E-01
cg17559206 CREBBP chr16 Body 0.96 (0.7; 1.31) 7.8E-01
cg22508831 TNRC6B chr22 Body 0.94 (0.63; 1.42) 7.8E-01
cg22508831 TNRC6B chr22 TSS1500 0.94 (0.63; 1.42) 7.8E-01
cg03146394 TNFRSF1B chr1 Body 1.05 (0.76; 1.43) 7.8E-01
cg05329915 MTNR1A chr4 Body 0.96 (0.7; 1.31) 7.8E-01
cg05001009 NRXN1 chr2 5'UTR 1.05 (0.73; 1.52) 7.8E-01
cg05001009 NRXN1 chr2 1stExon 1.05 (0.73; 1.52) 7.8E-01
cg13451497 PTPRN2 chr7 Body 1.06 (0.69; 1.63) 7.8E-01
cg15288845 UBE2E2 chr3 Body 0.95 (0.65; 1.39) 7.8E-01
cg01049293 GNA12 chr7 Body 0.95 (0.67; 1.34) 7.8E-01
cg04371321 SUGCT chr7 Body 0.94 (0.58; 1.5) 7.8E-01
cg15754829 TAOK3 chr12 Body 1.05 (0.76; 1.45) 7.8E-01
cg00937012 CPEB1 chr15 Body 1.06 (0.69; 1.63) 7.8E-01
cg00937012 CPEB1 chr15 TSS1500 1.06 (0.69; 1.63) 7.8E-01
cg08901057 PTPRS chr19 Body 1.05 (0.74; 1.49) 7.8E-01
cg04085808 PTPRN2 chr7 Body 0.96 (0.72; 1.28) 7.8E-01
cg11362604 MEIS2 chr15 Body 1.04 (0.77; 1.42) 7.8E-01
cg15903887 FBXO36 chr2 TSS200 0.95 (0.68; 1.34) 7.8E-01
cg09362578 GNA12 chr7 Body 1.05 (0.75; 1.47) 7.8E-01
cg04264072 CACNA1C chr12 Body 0.94 (0.61; 1.45) 7.8E-01
cg04158891 PTPRN2 chr7 Body 0.96 (0.74; 1.26) 7.8E-01
cg10919889 NRXN1 chr2 Body 1.05 (0.74; 1.49) 7.8E-01
cg24406898 COL1A2 chr7 TSS1500 1.04 (0.78; 1.38) 7.8E-01
cg16743752 NRXN1 chr2 Body 1.06 (0.71; 1.58) 7.8E-01
cg04150777 SUGCT chr7 Body 0.92 (0.52; 1.64) 7.8E-01
cg03039399 CREBBP chr16 TSS1500 1.05 (0.76; 1.44) 7.8E-01
cg12529212 CPEB1 chr15 Body 0.94 (0.59; 1.48) 7.8E-01
cg12529212 CPEB1 chr15 5'UTR 0.94 (0.59; 1.48) 7.8E-01
cg24771104 SUSD4 chr1 Body 0.95 (0.65; 1.39) 7.8E-01
cg07761328 ZNF704 chr8 Body 0.95 (0.65; 1.39) 7.8E-01
cg00919987 TAOK3 chr12 TSS1500 0.96 (0.7; 1.31) 7.8E-01
cg09193477 PTPRN2 chr7 Body 0.96 (0.71; 1.3) 7.8E-01
cg02289020 CDH13 chr16 Body 0.94 (0.62; 1.44) 7.8E-01
cg27358165 AKAP13 chr15 Body 0.96 (0.71; 1.29) 7.8E-01
cg14196195 CHFR chr12 Body 1.05 (0.76; 1.44) 7.8E-01
cg25025247 CSMD2 chr1 TSS1500 1.04 (0.77; 1.41) 7.8E-01
cg06000610 PTPRN2 chr7 Body 0.95 (0.68; 1.33) 7.8E-01
cg06420962 ERI3 chr1 Body 0.96 (0.7; 1.3) 7.8E-01
cg12756945 PTPRN2 chr7 Body 0.95 (0.64; 1.41) 7.8E-01
cg04854462 MTCL1 chr18 Body 1.05 (0.75; 1.46) 7.8E-01
cg17516945 DDHD2 chr8 TSS1500 0.96 (0.7; 1.31) 7.8E-01
cg19139509 CNTNAP2 chr7 Body 0.94 (0.63; 1.42) 7.8E-01
cg21587319 PTPRN2 chr7 Body 0.96 (0.71; 1.29) 7.8E-01
cg05697849 ELAVL4 chr1 1stExon 1.06 (0.71; 1.56) 7.8E-01
cg05697849 ELAVL4 chr1 5'UTR 1.06 (0.71; 1.56) 7.8E-01
cg13553120 PEX14 chr1 Body 1.05 (0.75; 1.45) 7.8E-01
cg18634690 GNA12 chr7 Body 1.05 (0.74; 1.48) 7.8E-01
cg20785956 CACNA1C chr12 Body 1.04 (0.77; 1.41) 7.9E-01
cg09840968 MEIS2 chr15 TSS1500 0.95 (0.68; 1.33) 7.9E-01
cg25500204 TNR chr1 5'UTR 0.96 (0.7; 1.3) 7.9E-01
cg05986374 PTPRN2 chr7 Body 1.07 (0.66; 1.73) 7.9E-01
cg20770435 BRUNOL4 chr18 Body 1.05 (0.74; 1.49) 7.9E-01
cg01954585 AKAP13 chr15 Body 0.96 (0.69; 1.33) 7.9E-01
cg10295773 WWOX chr16 Body 1.08 (0.63; 1.85) 7.9E-01
cg09863630 MEIS2 chr15 Body 1.04 (0.76; 1.43) 7.9E-01
cg07191791 SUSD4 chr1 Body 0.95 (0.63; 1.42) 7.9E-01
cg27011355 CTNND2 chr5 Body 0.96 (0.7; 1.31) 7.9E-01



cg12950817 CACNA1C chr12 Body 1.05 (0.74; 1.48) 7.9E-01
cg22531685 PTPRN2 chr7 Body 1.05 (0.73; 1.52) 7.9E-01
cg00232445 WWOX chr16 Body 1.05 (0.74; 1.5) 7.9E-01
cg05038432 NDUFA9 chr12 Body 0.96 (0.69; 1.32) 7.9E-01
cg02639601 TNRC18 chr7 Body 0.96 (0.72; 1.28) 7.9E-01
cg11353647 PTPRN2 chr7 Body 0.96 (0.7; 1.31) 7.9E-01
cg06622286 RTN4 chr2 Body 1.06 (0.69; 1.62) 7.9E-01
cg06622286 RTN4 chr2 5'UTR 1.06 (0.69; 1.62) 7.9E-01
cg12334034 CUX2 chr12 Body 1.05 (0.73; 1.52) 7.9E-01
cg18830831 MTNR1A chr4 3'UTR 1.05 (0.73; 1.5) 7.9E-01
cg17368558 CACNA1C chr12 Body 1.05 (0.73; 1.51) 7.9E-01
cg27559224 HMGB4 chr1 5'UTR 1.06 (0.68; 1.66) 7.9E-01
cg27559224 HMGB4 chr1 TSS1500 1.06 (0.68; 1.66) 7.9E-01
cg27559224 CSMD2 chr1 Body 1.06 (0.68; 1.66) 7.9E-01
cg26161045 RTN4 chr2 TSS1500 0.96 (0.69; 1.32) 7.9E-01
cg26161045 RTN4 chr2 1stExon 0.96 (0.69; 1.32) 7.9E-01
cg08373769 PTPRN2 chr7 Body 1.04 (0.76; 1.44) 7.9E-01
cg05985663 CREBBP chr16 TSS1500 0.96 (0.71; 1.29) 7.9E-01
cg14849447 NOL4L chr20 Body 0.93 (0.57; 1.53) 7.9E-01
cg23859303 PTPRN2 chr7 Body 0.96 (0.7; 1.31) 7.9E-01
cg11128956 PTPRN2 chr7 Body 0.95 (0.67; 1.35) 7.9E-01
cg13538299 PTPRN2 chr7 Body 0.94 (0.6; 1.47) 7.9E-01
cg01704939 ACVR2A chr2 Body 0.94 (0.57; 1.53) 7.9E-01
cg18944685 CDH13 chr16 Body 0.95 (0.65; 1.38) 7.9E-01
cg04450200 AKAP13 chr15 Body 1.06 (0.69; 1.64) 7.9E-01
cg08600054 PTPRN2 chr7 Body 0.96 (0.69; 1.33) 7.9E-01
cg05171921 PTPRN2 chr7 Body 1.04 (0.77; 1.42) 7.9E-01
cg18577239 ATF7 chr12 Body 0.94 (0.61; 1.45) 7.9E-01
cg26573492 PTPRS chr19 Body 1.05 (0.73; 1.5) 7.9E-01
cg16358453 TAOK3 chr12 Body 1.04 (0.76; 1.44) 7.9E-01
cg26990527 WWOX chr16 Body 1.05 (0.75; 1.46) 7.9E-01
cg22795471 PTPRU chr1 Body 1.06 (0.69; 1.62) 7.9E-01
cg06835392 CUX2 chr12 Body 0.95 (0.66; 1.37) 7.9E-01
cg06715136 PTPRN2 chr7 Body 0.96 (0.7; 1.31) 7.9E-01
cg17949170 SMARCD3 chr7 TSS200 1.04 (0.79; 1.35) 7.9E-01
cg17949170 SMARCD3 chr7 Body 1.04 (0.79; 1.35) 7.9E-01
cg23727674 ACVR2A chr2 Body 0.95 (0.68; 1.35) 7.9E-01
cg17170812 TENM2 chr5 Body 0.96 (0.69; 1.32) 7.9E-01
cg05378233 NRXN1 chr2 5'UTR 0.95 (0.63; 1.42) 7.9E-01
cg05378233 NRXN1 chr2 1stExon 0.95 (0.63; 1.42) 7.9E-01
cg04870498 TNRC6B chr22 Body 1.05 (0.75; 1.45) 7.9E-01
cg04870498 TNRC6B chr22 TSS200 1.05 (0.75; 1.45) 7.9E-01
cg01706445 ATF7IP chr12 TSS1500 0.95 (0.65; 1.39) 7.9E-01
cg11677524 PTPRN2 chr7 Body 0.96 (0.68; 1.34) 7.9E-01
cg06695027 FBXO38 chr5 5'UTR 1.04 (0.76; 1.44) 7.9E-01
cg23834301 TNRC6B chr22 Body 1.06 (0.69; 1.62) 7.9E-01
cg07466622 PHACTR1 chr6 Body 0.95 (0.63; 1.43) 7.9E-01
cg21641814 WWOX chr16 Body 0.95 (0.65; 1.4) 7.9E-01
cg15898192 CHFR chr12 Body 1.04 (0.76; 1.43) 7.9E-01
cg25314840 WAC chr10 TSS200 0.96 (0.69; 1.33) 7.9E-01
cg25314840 WAC chr10 TSS1500 0.96 (0.69; 1.33) 7.9E-01
cg08589270 SMARCD3 chr7 Body 0.96 (0.71; 1.3) 7.9E-01
cg00604729 ARID1A chr1 ExonBnd 1.05 (0.75; 1.46) 7.9E-01
cg00604729 ARID1A chr1 Body 1.05 (0.75; 1.46) 7.9E-01
cg15408828 TDRP chr8 TSS1500 0.93 (0.55; 1.57) 7.9E-01
cg15408828 TDRP chr8 TSS200 0.93 (0.55; 1.57) 7.9E-01
cg27629384 PTPRN2 chr7 Body 1.05 (0.71; 1.57) 7.9E-01
cg14345978 GNA12 chr7 Body 0.96 (0.7; 1.32) 7.9E-01
cg14345978 GNA12 chr7 TSS1500 0.96 (0.7; 1.32) 7.9E-01
cg04132891 CCDC80 chr3 Body 0.95 (0.63; 1.42) 7.9E-01
cg14733103 CUX2 chr12 Body 0.96 (0.68; 1.35) 7.9E-01



cg16081185 NOL4 chr18 5'UTR 0.95 (0.65; 1.39) 7.9E-01
cg16081185 NOL4 chr18 Body 0.95 (0.65; 1.39) 7.9E-01
cg04776122 TNRC6B chr22 5'UTR 1.05 (0.74; 1.48) 7.9E-01
cg24241530 PTPRN2 chr7 Body 1.05 (0.75; 1.46) 7.9E-01
cg15920906 CUX2 chr12 Body 0.91 (0.43; 1.91) 8.0E-01
cg06261354 COL1A2 chr7 TSS1500 0.96 (0.72; 1.29) 8.0E-01
cg15819646 TNFRSF1B chr1 TSS200 1.04 (0.75; 1.45) 8.0E-01
cg12489727 TNRC6C chr17 3'UTR 0.96 (0.69; 1.33) 8.0E-01
cg25907853 TNFRSF19 chr13 5'UTR 0.96 (0.7; 1.31) 8.0E-01
cg14949892 CHFR chr12 Body 1.04 (0.76; 1.44) 8.0E-01
cg22620803 PTPRN2 chr7 Body 1.04 (0.76; 1.42) 8.0E-01
cg19629899 AKAP13 chr15 5'UTR 1.04 (0.76; 1.43) 8.0E-01
cg07421393 PTPRN2 chr7 Body 0.96 (0.69; 1.33) 8.0E-01
cg27119715 NOL4L chr20 Body 1.07 (0.64; 1.8) 8.0E-01
cg23475725 CACNA1C chr12 Body 1.07 (0.65; 1.75) 8.0E-01
cg04605148 SLC16A9 chr10 5'UTR 1.05 (0.74; 1.47) 8.0E-01
cg27282206 PTPRN2 chr7 Body 0.96 (0.69; 1.33) 8.0E-01
cg01735147 CACNA1C chr12 Body 1.07 (0.63; 1.82) 8.0E-01
cg00094303 CDH11 chr16 5'UTR 0.96 (0.68; 1.34) 8.0E-01
cg25671785 CDH13 chr16 5'UTR 0.96 (0.68; 1.34) 8.0E-01
cg25671785 CDH13 chr16 Body 0.96 (0.68; 1.34) 8.0E-01
cg08738340 CDH13 chr16 5'UTR 0.95 (0.65; 1.39) 8.0E-01
cg08738340 CDH13 chr16 Body 0.95 (0.65; 1.39) 8.0E-01
cg21029505 CDH13 chr16 Body 1.04 (0.75; 1.45) 8.0E-01
cg06185440 PHACTR1 chr6 Body 1.13 (0.45; 2.85) 8.0E-01
cg14641333 PTPRN2 chr7 Body 0.95 (0.67; 1.37) 8.0E-01
cg08677916 MEIS2 chr15 Body 1.06 (0.69; 1.61) 8.0E-01
cg24055239 LOC101929698 chr20 Body 0.95 (0.65; 1.39) 8.0E-01
cg24055239 NOL4L chr20 Body 0.95 (0.65; 1.39) 8.0E-01
cg13055436 ZBTB20 chr3 5'UTR 0.94 (0.6; 1.49) 8.0E-01
cg18250135 TNRC18 chr7 Body 0.96 (0.71; 1.3) 8.0E-01
cg24084872 ZBTB20 chr3 Body 1.07 (0.65; 1.73) 8.0E-01
cg24084872 ZBTB20 chr3 5'UTR 1.07 (0.65; 1.73) 8.0E-01
cg18056414 CDH11 chr16 5'UTR 1.04 (0.76; 1.43) 8.0E-01
cg12472483 PTPRN2 chr7 Body 1.05 (0.74; 1.48) 8.0E-01
cg14831325 FBXO38 chr5 Body 0.95 (0.65; 1.4) 8.0E-01
cg07632790 DDHD2 chr8 Body 0.96 (0.69; 1.34) 8.0E-01
cg02828078 TNRC6B chr22 Body 0.95 (0.66; 1.38) 8.0E-01
cg03714495 NRXN1 chr2 Body 0.96 (0.72; 1.29) 8.0E-01
cg02645407 ALCAM chr3 Body 0.96 (0.72; 1.28) 8.0E-01
cg16619352 CUX2 chr12 Body 0.92 (0.5; 1.72) 8.0E-01
cg01657422 WWOX chr16 Body 1.04 (0.75; 1.44) 8.0E-01
cg19297703 WWOX chr16 Body 0.96 (0.68; 1.35) 8.0E-01
cg15542608 PHACTR1 chr6 Body 1.05 (0.73; 1.51) 8.0E-01
cg04499601 RECQL chr12 Body 1.05 (0.71; 1.55) 8.0E-01
cg09301222 MBD5 chr2 Body 0.95 (0.66; 1.37) 8.0E-01
cg00379657 CHFR chr12 Body 0.96 (0.68; 1.35) 8.0E-01
cg00398510 ATF7IP2 chr16 5'UTR 1.04 (0.76; 1.42) 8.0E-01
cg00398510 ATF7IP2 chr16 Body 1.04 (0.76; 1.42) 8.0E-01
cg27336392 TSHZ3 chr19 Body 0.94 (0.58; 1.52) 8.0E-01
cg24441888 DMXL2 chr15 5'UTR 0.97 (0.74; 1.27) 8.0E-01
cg24441888 DMXL2 chr15 1stExon 0.97 (0.74; 1.27) 8.0E-01
cg05851741 ALCAM chr3 Body 1.05 (0.72; 1.53) 8.0E-01
cg23432930 CHFR chr12 TSS1500 1.05 (0.74; 1.48) 8.0E-01
cg08526894 RTN4RL1 chr17 Body 0.95 (0.64; 1.42) 8.0E-01
cg25003628 CDH13 chr16 5'UTR 0.96 (0.68; 1.35) 8.0E-01
cg25003628 CDH13 chr16 Body 0.96 (0.68; 1.35) 8.0E-01
cg02105042 TNFRSF12A chr16 TSS1500 0.96 (0.68; 1.35) 8.0E-01
cg02660277 PTPRN2 chr7 Body 0.93 (0.55; 1.58) 8.0E-01
cg24301101 PHACTR1 chr6 Body 1.04 (0.75; 1.46) 8.0E-01
cg05559155 NRXN1 chr2 Body 0.94 (0.6; 1.49) 8.0E-01



cg09966375 PTPRN2 chr7 Body 0.96 (0.7; 1.32) 8.0E-01
cg22308600 NOL4 chr18 Body 1.05 (0.74; 1.48) 8.0E-01
cg22308600 NOL4 chr18 TSS200 1.05 (0.74; 1.48) 8.0E-01
cg18020547 SUSD4 chr1 TSS1500 1.05 (0.74; 1.48) 8.0E-01
cg07331576 NDUFA9 chr12 Body 0.93 (0.52; 1.67) 8.0E-01
cg26275242 ERI3 chr1 1stExon 1.04 (0.78; 1.38) 8.0E-01
cg26275242 ERI3 chr1 5'UTR 1.04 (0.78; 1.38) 8.0E-01
cg11762629 CTDSP2 chr12 1stExon 0.96 (0.7; 1.32) 8.0E-01
cg03185022 GNA12 chr7 TSS200 1.04 (0.76; 1.43) 8.0E-01
cg10940066 PTPRN2 chr7 Body 1.05 (0.73; 1.51) 8.0E-01
cg27219574 CHFR chr12 Body 0.96 (0.71; 1.3) 8.0E-01
cg10129944 PHACTR1 chr6 5'UTR 1.04 (0.77; 1.41) 8.0E-01
cg26345619 CACNA1C chr12 Body 0.95 (0.63; 1.42) 8.0E-01
cg06768423 TNFRSF10D chr8 TSS1500 1.05 (0.74; 1.49) 8.0E-01
cg23749005 PTPRN2 chr7 Body 0.96 (0.7; 1.32) 8.0E-01
cg08747777 CDH11 chr16 TSS1500 0.95 (0.65; 1.4) 8.0E-01
cg12070069 PHACTR1 chr6 TSS1500 1.04 (0.76; 1.43) 8.0E-01
cg06339573 PTPRN2 chr7 Body 0.96 (0.71; 1.31) 8.0E-01
cg22744587 BARX2 chr11 3'UTR 0.97 (0.73; 1.28) 8.0E-01
cg13083427 PTPRN2 chr7 Body 0.96 (0.69; 1.33) 8.0E-01
cg02902395 POU2F1 chr1 TSS1500 1.04 (0.76; 1.42) 8.0E-01
cg10533597 SMARCD3 chr7 Body 1.05 (0.71; 1.57) 8.0E-01
cg07926178 PTPRN2 chr7 Body 0.95 (0.62; 1.45) 8.0E-01
cg13781197 PDE8A chr15 Body 1.04 (0.76; 1.44) 8.0E-01
cg14759472 PTPRN2 chr7 Body 0.97 (0.74; 1.27) 8.1E-01
cg18021623 PTPRN2 chr7 Body 0.95 (0.64; 1.41) 8.1E-01
cg22744831 ZBTB20 chr3 Body 1.05 (0.7; 1.58) 8.1E-01
cg22744831 ZBTB20 chr3 5'UTR 1.05 (0.7; 1.58) 8.1E-01
cg02174588 ZNF704 chr8 TSS1500 0.96 (0.67; 1.36) 8.1E-01
cg21863172 PDE8A chr15 5'UTR 1.05 (0.72; 1.51) 8.1E-01
cg21863172 PDE8A chr15 Body 1.05 (0.72; 1.51) 8.1E-01
cg24294013 PEX14 chr1 Body 0.96 (0.72; 1.29) 8.1E-01
cg06097048 WAC chr10 Body 1.06 (0.68; 1.63) 8.1E-01
cg16980098 FBXO36 chr2 Body 0.96 (0.72; 1.29) 8.1E-01
cg09360824 PTPRN2 chr7 Body 1.04 (0.76; 1.43) 8.1E-01
cg05540431 ACVR2A chr2 5'UTR 1.05 (0.71; 1.54) 8.1E-01
cg05540431 ACVR2A chr2 Body 1.05 (0.71; 1.54) 8.1E-01
cg23667391 CSMD2 chr1 Body 0.96 (0.7; 1.32) 8.1E-01
cg02058859 TAOK3 chr12 Body 0.96 (0.66; 1.38) 8.1E-01
cg08171483 CTDSPL chr3 Body 1.04 (0.76; 1.41) 8.1E-01
cg01928968 CNTNAP2 chr7 Body 1.04 (0.77; 1.4) 8.1E-01
cg09217522 GOLT1B chr12 Body 0.96 (0.7; 1.32) 8.1E-01
cg09217522 RECQL chr12 TSS1500 0.96 (0.7; 1.32) 8.1E-01
cg15061647 PTPRN2 chr7 Body 0.95 (0.66; 1.38) 8.1E-01
cg17160317 NOL4 chr18 5'UTR 1.04 (0.74; 1.46) 8.1E-01
cg17160317 NOL4 chr18 Body 1.04 (0.74; 1.46) 8.1E-01
cg22417032 PTPRN2 chr7 Body 0.96 (0.69; 1.33) 8.1E-01
cg06152586 PTPRN2 chr7 Body 1.03 (0.79; 1.36) 8.1E-01
cg01930524 RECQL5 chr17 Body 1.04 (0.75; 1.44) 8.1E-01
cg17162069 PTPRN2 chr7 Body 1.07 (0.62; 1.84) 8.1E-01
cg16419421 PTPRN2 chr7 Body 0.96 (0.71; 1.31) 8.1E-01
cg01820584 DCUN1D4 chr4 Body 1.04 (0.74; 1.48) 8.1E-01
cg26484073 RTN4RL1 chr17 Body 0.96 (0.67; 1.37) 8.1E-01
cg07217499 CACNA1C chr12 Body 0.94 (0.57; 1.54) 8.1E-01
cg11376706 PTPRN2 chr7 Body 1.04 (0.76; 1.43) 8.1E-01
cg25619609 MBD5 chr2 3'UTR 0.94 (0.55; 1.6) 8.1E-01
cg07638822 PTPRN2 chr7 Body 1.04 (0.74; 1.46) 8.1E-01
cg04432137 CREBBP chr16 Body 1.05 (0.73; 1.51) 8.1E-01
cg01014438 CACNA1C chr12 Body 0.96 (0.72; 1.29) 8.1E-01
cg18295261 FBXO34 chr14 TSS1500 0.96 (0.7; 1.32) 8.1E-01
cg00927151 SCAF8 chr6 Body 0.94 (0.56; 1.57) 8.1E-01



cg10051634 MTCL1 chr18 Body 1.06 (0.67; 1.68) 8.1E-01
cg02100604 CEP350 chr1 Body 0.96 (0.69; 1.33) 8.1E-01
cg22807241 CNTNAP2 chr7 Body 1.05 (0.72; 1.52) 8.1E-01
cg09632458 PTPRN2 chr7 Body 0.96 (0.71; 1.31) 8.1E-01
cg04970144 CTNND2 chr5 Body 0.96 (0.69; 1.34) 8.1E-01
cg04970144 CTNND2 chr5 5'UTR 0.96 (0.69; 1.34) 8.1E-01
cg19963142 ZFP91 chr11 TSS1500 0.96 (0.71; 1.3) 8.1E-01
cg23669611 RTN4RL1 chr17 Body 0.95 (0.64; 1.42) 8.1E-01
cg20733017 PTPRN2 chr7 Body 1.05 (0.69; 1.61) 8.1E-01
cg05956920 WWOX chr16 Body 0.96 (0.7; 1.33) 8.1E-01
cg09397542 PHACTR1 chr6 5'UTR 1.04 (0.76; 1.41) 8.1E-01
cg17138151 TAOK3 chr12 5'UTR 1.04 (0.77; 1.39) 8.1E-01
cg10386660 WWOX chr16 Body 1.04 (0.75; 1.45) 8.1E-01
cg16494747 CDH13 chr16 TSS1500 1.04 (0.75; 1.45) 8.1E-01
cg13531018 NRXN1 chr2 Body 0.95 (0.64; 1.42) 8.1E-01
cg05550328 CHCHD6 chr3 Body 0.96 (0.69; 1.33) 8.1E-01
cg24041338 TNR chr1 5'UTR 0.96 (0.69; 1.34) 8.1E-01
cg15618071 CHCHD6 chr3 Body 0.96 (0.69; 1.33) 8.1E-01
cg27353346 BRUNOL4 chr18 Body 0.96 (0.68; 1.35) 8.1E-01
cg05547059 WWOX chr16 Body 1.04 (0.74; 1.46) 8.1E-01
cg12082283 CEP350 chr1 5'UTR 1.04 (0.74; 1.47) 8.1E-01
cg12814185 CHD6 chr20 5'UTR 0.96 (0.69; 1.34) 8.1E-01
cg07794150 CSMD2 chr1 Body 1.04 (0.76; 1.42) 8.1E-01
cg18045878 TNRC6A chr16 Body 0.96 (0.66; 1.38) 8.1E-01
cg16754374 ELAVL4 chr1 TSS1500 1.04 (0.78; 1.38) 8.1E-01
cg16710124 ERI3 chr1 Body 0.96 (0.7; 1.32) 8.1E-01
cg11046772 CACNA1C chr12 Body 0.96 (0.67; 1.37) 8.1E-01
cg10138919 AKAP13 chr15 TSS200 1.04 (0.76; 1.42) 8.1E-01
cg00049102 DACH1 chr13 Body 1.04 (0.75; 1.45) 8.1E-01
cg10364896 CREBBP chr16 Body 1.04 (0.77; 1.39) 8.1E-01
cg07658449 CUX2 chr12 Body 1.04 (0.75; 1.43) 8.1E-01
cg04368945 NOL4L chr20 Body 1.04 (0.76; 1.43) 8.1E-01
cg26548251 CNTNAP2 chr7 Body 0.96 (0.66; 1.39) 8.1E-01
cg11968286 TNFRSF19 chr13 5'UTR 0.95 (0.64; 1.41) 8.1E-01
cg26009245 ERI3 chr1 TSS200 0.97 (0.72; 1.29) 8.1E-01
cg27446566 TXNDC9 chr2 TSS200 1.04 (0.76; 1.41) 8.1E-01
cg00911813 TNRC18 chr7 5'UTR 1.05 (0.72; 1.53) 8.1E-01
cg22519705 FBXO11 chr2 ExonBnd 1.06 (0.65; 1.73) 8.1E-01
cg22519705 FBXO11 chr2 Body 1.06 (0.65; 1.73) 8.1E-01
cg19619064 PTPRU chr1 TSS1500 1.04 (0.75; 1.45) 8.1E-01
cg02941085 PTPRN2 chr7 Body 1.04 (0.75; 1.43) 8.1E-01
cg23599716 ERI3 chr1 3'UTR 0.95 (0.64; 1.43) 8.1E-01
cg11424674 ERI3 chr1 Body 0.96 (0.68; 1.36) 8.1E-01
cg12744722 CUX2 chr12 Body 1.07 (0.63; 1.82) 8.1E-01
cg06788172 DMXL2 chr15 TSS200 0.96 (0.67; 1.37) 8.2E-01
cg15208519 TNFRSF1B chr1 Body 0.96 (0.67; 1.38) 8.2E-01
cg09146903 COL1A2 chr7 TSS200 1.05 (0.69; 1.6) 8.2E-01
cg03935579 ALCAM chr3 Body 0.96 (0.71; 1.31) 8.2E-01
cg19205498 CHFR chr12 Body 0.96 (0.7; 1.32) 8.2E-01
cg00036710 FBXO36 chr2 3'UTR 0.95 (0.59; 1.52) 8.2E-01
cg26896179 FBXO11 chr2 Body 0.96 (0.7; 1.33) 8.2E-01
cg00973286 TNFRSF1A chr12 5'UTR 1.04 (0.74; 1.46) 8.2E-01
cg00973286 TNFRSF1A chr12 1stExon 1.04 (0.74; 1.46) 8.2E-01
cg12765562 ERI3 chr1 Body 1.04 (0.77; 1.4) 8.2E-01
cg08822689 WWOX chr16 Body 0.96 (0.67; 1.37) 8.2E-01
cg11817192 GNA12 chr7 Body 1.04 (0.73; 1.49) 8.2E-01
cg02214305 PTPRN2 chr7 Body 0.96 (0.65; 1.41) 8.2E-01
cg26474048 PTPRN2 chr7 Body 0.96 (0.69; 1.35) 8.2E-01
cg11367149 ATF7 chr12 Body 1.04 (0.77; 1.39) 8.2E-01
cg09483067 TNFRSF1A chr12 TSS200 1.04 (0.74; 1.47) 8.2E-01
cg11318054 PTPRN2 chr7 Body 0.96 (0.69; 1.34) 8.2E-01



cg12783346 FBXO11 chr2 5'UTR 0.95 (0.62; 1.45) 8.2E-01
cg21262834 PTPRN2 chr7 Body 1.05 (0.71; 1.54) 8.2E-01
cg23494458 SUSD4 chr1 5'UTR 0.96 (0.7; 1.32) 8.2E-01
cg07753525 WWOX chr16 Body 1.04 (0.73; 1.5) 8.2E-01
cg11072645 PTPRN2 chr7 Body 1.04 (0.74; 1.46) 8.2E-01
cg09024685 AKAP13 chr15 Body 0.91 (0.42; 1.99) 8.2E-01
cg15552845 TNR chr1 Body 0.96 (0.71; 1.31) 8.2E-01
cg04336561 PTPRN2 chr7 Body 0.95 (0.61; 1.47) 8.2E-01
cg11449689 FBXO34 chr14 TSS200 1.04 (0.76; 1.42) 8.2E-01
cg11449689 FBXO34 chr14 5'UTR 1.04 (0.76; 1.42) 8.2E-01
cg04849508 GNA12 chr7 Body 1.04 (0.74; 1.48) 8.2E-01
cg02519218 CHFR chr12 Body 0.94 (0.54; 1.62) 8.2E-01
cg19571504 CUX2 chr12 Body 0.95 (0.64; 1.42) 8.2E-01
cg25447144 MEIS2 chr15 Body 0.95 (0.64; 1.42) 8.2E-01
cg07015608 PTPRN2 chr7 Body 0.96 (0.66; 1.38) 8.2E-01
cg26517831 GNA12 chr7 3'UTR 0.96 (0.69; 1.34) 8.2E-01
cg13710390 TENM2 chr5 Body 0.97 (0.73; 1.28) 8.2E-01
cg08365738 CCDC80 chr3 Body 1.05 (0.68; 1.64) 8.2E-01
cg06408759 RTN4R chr22 Body 0.94 (0.55; 1.6) 8.2E-01
cg19207930 TAOK3 chr12 Body 1.04 (0.73; 1.49) 8.2E-01
cg20682895 PTPRN2 chr7 Body 1.04 (0.76; 1.41) 8.2E-01
cg06952529 WWOX chr16 Body 1.04 (0.73; 1.49) 8.2E-01
cg20499859 CTDSP2 chr12 TSS200 0.96 (0.7; 1.33) 8.2E-01
cg23145996 CACNA1C chr12 Body 1.04 (0.75; 1.43) 8.2E-01
cg27211158 ATP6V0C chr16 Body 1.04 (0.75; 1.43) 8.2E-01
cg04155750 CDH13 chr16 5'UTR 0.97 (0.72; 1.3) 8.2E-01
cg04155750 CDH13 chr16 Body 0.97 (0.72; 1.3) 8.2E-01
cg08748098 WWOX chr16 Body 1.04 (0.74; 1.45) 8.2E-01
cg19711800 ERI3 chr1 Body 1.04 (0.73; 1.48) 8.2E-01
cg25564954 AKAP13 chr15 Body 1.05 (0.71; 1.54) 8.2E-01
cg06781608 PTPRN2 chr7 Body 1.04 (0.74; 1.45) 8.2E-01
cg25735076 PTPRN2 chr7 Body 1.04 (0.76; 1.41) 8.2E-01
cg23209537 TNRC18 chr7 TSS1500 1.05 (0.67; 1.66) 8.2E-01
cg00635695 PTPRN2 chr7 Body 0.97 (0.71; 1.31) 8.2E-01
cg08021865 CSMD2 chr1 Body 0.96 (0.7; 1.33) 8.2E-01
cg27331316 CSMD2 chr1 Body 0.96 (0.68; 1.36) 8.2E-01
cg05142929 TNFRSF11A chr18 Body 1.04 (0.73; 1.49) 8.2E-01
cg06133671 CHCHD6 chr3 Body 1.04 (0.76; 1.4) 8.2E-01
cg04395875 CUX2 chr12 Body 1.04 (0.74; 1.45) 8.2E-01
cg21232767 PTPRN2 chr7 Body 0.96 (0.67; 1.37) 8.2E-01
cg17430920 PHACTR1 chr6 Body 0.96 (0.68; 1.36) 8.2E-01
cg20528787 PTPRN2 chr7 Body 0.97 (0.71; 1.31) 8.2E-01
cg07624595 SGIP1 chr1 Body 0.95 (0.6; 1.5) 8.2E-01
cg20633024 CEP350 chr1 Body 1.05 (0.7; 1.57) 8.2E-01
cg05176146 FBXO38 chr5 TSS200 1.03 (0.77; 1.38) 8.2E-01
cg10700275 CEP350 chr1 TSS1500 1.04 (0.75; 1.43) 8.2E-01
cg00423811 PTPRN2 chr7 Body 1.04 (0.75; 1.43) 8.2E-01
cg10279167 CREBBP chr16 Body 0.97 (0.72; 1.3) 8.2E-01
cg23677103 PTPRN2 chr7 Body 1.04 (0.73; 1.48) 8.2E-01
cg14725952 PTPRS chr19 5'UTR 0.96 (0.64; 1.43) 8.2E-01
cg15272173 PTPRN2 chr7 Body 0.97 (0.72; 1.3) 8.2E-01
cg09031719 SGIP1 chr1 Body 1.04 (0.73; 1.47) 8.2E-01
cg13000125 NRXN1 chr2 Body 1.04 (0.75; 1.44) 8.2E-01
cg01951170 GNA12 chr7 Body 1.04 (0.73; 1.49) 8.2E-01
cg00621187 AKAP3 chr12 TSS200 0.96 (0.7; 1.33) 8.2E-01
cg00621187 NDUFA9 chr12 1stExon 0.96 (0.7; 1.33) 8.2E-01
cg16747717 WWOX chr16 Body 0.96 (0.7; 1.33) 8.2E-01
cg25158958 DMXL2 chr15 Body 1.06 (0.64; 1.74) 8.2E-01
cg05307957 ARID1A chr1 Body 0.96 (0.66; 1.39) 8.2E-01
cg26130729 TNRC18 chr7 Body 1.04 (0.73; 1.48) 8.2E-01
cg25073700 PTPRN2 chr7 Body 0.97 (0.71; 1.32) 8.2E-01



cg14623927 PTPRU chr1 Body 1.05 (0.69; 1.59) 8.2E-01
cg14689355 ACVR2A chr2 TSS200 0.96 (0.67; 1.37) 8.3E-01
cg20867820 CDH13 chr16 Body 0.95 (0.63; 1.45) 8.3E-01
cg04605940 PTPRN2 chr7 Body 1.04 (0.74; 1.45) 8.3E-01
cg04240062 ALCAM chr3 Body 1.04 (0.73; 1.48) 8.3E-01
cg27531356 CNTNAP2 chr7 Body 0.97 (0.71; 1.32) 8.3E-01
cg13018447 RNU5E-1 chr5 Body 0.96 (0.68; 1.36) 8.3E-01
cg01669242 PTPRN2 chr7 Body 1.05 (0.7; 1.55) 8.3E-01
cg14494661 WAC chr10 3'UTR 0.96 (0.69; 1.35) 8.3E-01
cg15350062 PTPRN2 chr7 Body 1.04 (0.76; 1.41) 8.3E-01
cg20962234 ELAVL4 chr1 Body 1.04 (0.76; 1.42) 8.3E-01
cg00786658 TSHZ3 chr19 TSS1500 1.04 (0.75; 1.43) 8.3E-01
cg19594254 ATF7 chr12 Body 1.04 (0.72; 1.5) 8.3E-01
cg16627911 PTPRN2 chr7 Body 0.97 (0.72; 1.3) 8.3E-01
cg13782388 CHCHD6 chr3 Body 1.04 (0.75; 1.44) 8.3E-01
cg21761232 FBXO34 chr14 TSS1500 1.04 (0.71; 1.53) 8.3E-01
cg21761232 FBXO34 chr14 TSS200 1.04 (0.71; 1.53) 8.3E-01
cg01224922 CACNA1C chr12 Body 1.04 (0.75; 1.43) 8.3E-01
cg16821068 BARX2 chr11 TSS200 1.05 (0.7; 1.56) 8.3E-01
cg10964421 TNFRSF10D chr8 Body 0.97 (0.7; 1.33) 8.3E-01
cg13138137 BRUNOL4 chr18 TSS1500 1.04 (0.73; 1.49) 8.3E-01
cg26505371 PTPRS chr19 Body 1.04 (0.75; 1.44) 8.3E-01
cg01607771 NOL4L chr20 Body 1.03 (0.77; 1.39) 8.3E-01
cg01607771 NOL4L chr20 5'UTR 1.03 (0.77; 1.39) 8.3E-01
cg06420129 TNRC6A chr16 Body 0.96 (0.68; 1.37) 8.3E-01
cg24862984 PTPRN2 chr7 Body 0.96 (0.7; 1.34) 8.3E-01
cg17654470 RTN4R chr22 Body 0.96 (0.66; 1.39) 8.3E-01
cg13486056 PTPRN2 chr7 Body 1.03 (0.76; 1.4) 8.3E-01
cg19717773 GNA12 chr7 Body 0.97 (0.71; 1.31) 8.3E-01
cg11629955 CHCHD6 chr3 3'UTR 0.96 (0.67; 1.38) 8.3E-01
cg08579279 FBXO31 chr16 5'UTR 0.96 (0.66; 1.4) 8.3E-01
cg22987575 TAOK3 chr12 5'UTR 1.08 (0.54; 2.16) 8.3E-01
cg18705861 CTDSPL2 chr15 TSS1500 1.04 (0.71; 1.54) 8.3E-01
cg07755794 TNRC6B chr22 Body 1.06 (0.63; 1.79) 8.3E-01
cg16516888 C11orf67 chr11 5'UTR 0.96 (0.68; 1.36) 8.3E-01
cg17527969 PTPRN2 chr7 Body 0.96 (0.68; 1.37) 8.3E-01
cg05164449 PTPRN2 chr7 Body 0.97 (0.72; 1.29) 8.3E-01
cg13999106 NRXN1 chr2 TSS1500 1.04 (0.75; 1.43) 8.3E-01
cg17422574 RTN4 chr2 Body 1.08 (0.55; 2.12) 8.3E-01
cg20641798 RTN4RL1 chr17 TSS200 1.04 (0.74; 1.46) 8.3E-01
cg23348014 COL1A2 chr7 TSS1500 1.03 (0.78; 1.37) 8.3E-01
cg04427566 RNU5E-1 chr5 Body 0.94 (0.56; 1.6) 8.3E-01
cg03575798 WWOX chr16 Body 1.04 (0.73; 1.49) 8.3E-01
cg21034183 TNRC6B chr22 5'UTR 0.96 (0.66; 1.4) 8.3E-01
cg15340431 AKAP13 chr15 Body 0.96 (0.69; 1.35) 8.3E-01
cg09665520 CUX2 chr12 Body 0.96 (0.66; 1.39) 8.3E-01
cg21052960 TSHZ3 chr19 Body 1.09 (0.5; 2.34) 8.3E-01
cg05990080 CTDSPL chr3 Body 0.96 (0.65; 1.41) 8.3E-01
cg03784375 PTPRN2 chr7 Body 1.04 (0.75; 1.42) 8.3E-01
cg20956114 PTPRN2 chr7 Body 1.04 (0.71; 1.52) 8.3E-01
cg15244327 TNFRSF10D chr8 TSS200 1.04 (0.75; 1.44) 8.3E-01
cg12572748 FBXO34 chr14 5'UTR 0.96 (0.63; 1.46) 8.3E-01
cg04415434 CHCHD6 chr3 TSS200 1.03 (0.77; 1.38) 8.3E-01
cg15972922 ATF7 chr12 Body 0.96 (0.69; 1.35) 8.3E-01
cg18099070 PTPRN2 chr7 Body 1.05 (0.69; 1.58) 8.3E-01
cg18051740 PTPRN2 chr7 Body 1.03 (0.76; 1.41) 8.3E-01
cg16803621 ARID1A chr1 Body 0.96 (0.66; 1.4) 8.3E-01
cg13493071 GNA12 chr7 Body 1.04 (0.74; 1.46) 8.3E-01
cg13558924 WWOX chr16 TSS200 1.04 (0.75; 1.43) 8.3E-01
cg24848535 FBXO31 chr16 Body 1.04 (0.74; 1.46) 8.3E-01
cg24848535 FBXO31 chr16 TSS200 1.04 (0.74; 1.46) 8.3E-01



cg00781633 CDH13 chr16 5'UTR 0.97 (0.73; 1.29) 8.3E-01
cg00781633 CDH13 chr16 Body 0.97 (0.73; 1.29) 8.3E-01
cg01243538 SUGCT chr7 Body 1.04 (0.72; 1.51) 8.3E-01
cg10254605 CHCHD6 chr3 Body 1.03 (0.76; 1.41) 8.3E-01
cg08376924 PTPRN2 chr7 Body 0.97 (0.7; 1.34) 8.3E-01
cg16479386 PTPRN2 chr7 Body 1.04 (0.74; 1.45) 8.3E-01
cg03631078 ZBTB20 chr3 5'UTR 1.04 (0.73; 1.48) 8.3E-01
cg16876348 TNFRSF10D chr8 TSS1500 1.03 (0.76; 1.4) 8.3E-01
cg09894040 CHCHD6 chr3 TSS200 0.97 (0.71; 1.32) 8.3E-01
cg03181212 AKAP13 chr15 5'UTR 1.04 (0.69; 1.58) 8.3E-01
cg20833161 CUX2 chr12 Body 1.04 (0.74; 1.44) 8.4E-01
cg06697151 ZBTB20 chr3 TSS1500 0.96 (0.68; 1.37) 8.4E-01
cg06697151 ZBTB20 chr3 5'UTR 0.96 (0.68; 1.37) 8.4E-01
cg16518986 PTPRN2 chr7 Body 1.04 (0.73; 1.48) 8.4E-01
cg15179725 BRUNOL4 chr18 TSS1500 0.97 (0.69; 1.35) 8.4E-01
cg04360147 ARID1A chr1 TSS1500 1.03 (0.78; 1.37) 8.4E-01
cg18943936 TNR chr1 Body 0.97 (0.7; 1.34) 8.4E-01
cg03250223 UBE2E2 chr3 5'UTR 0.95 (0.61; 1.5) 8.4E-01
cg27260886 RTN4RL2 chr11 Body 0.96 (0.64; 1.44) 8.4E-01
cg02236679 WWOX chr16 Body 0.96 (0.69; 1.36) 8.4E-01
cg09583915 TAOK3 chr12 Body 0.9 (0.34; 2.38) 8.4E-01
cg13535663 POU2F1 chr1 5'UTR 1.03 (0.76; 1.41) 8.4E-01
cg08988698 RTN4 chr2 Body 0.96 (0.66; 1.41) 8.4E-01
cg12745536 PTPRN2 chr7 Body 1.03 (0.75; 1.43) 8.4E-01
cg27508408 PTPRN2 chr7 Body 1.04 (0.71; 1.52) 8.4E-01
cg00029284 CUX2 chr12 Body 1.04 (0.69; 1.59) 8.4E-01
cg10368655 TAOK3 chr12 Body 1.04 (0.71; 1.51) 8.4E-01
cg12226306 ALCAM chr3 Body 1.03 (0.75; 1.42) 8.4E-01
cg26884027 PTPRU chr1 Body 1.03 (0.76; 1.4) 8.4E-01
cg20918537 DMXL2 chr15 Body 0.97 (0.71; 1.32) 8.4E-01
cg11813690 CUX2 chr12 Body 1.04 (0.73; 1.48) 8.4E-01
cg15230900 PTPRN2 chr7 Body 1.04 (0.72; 1.5) 8.4E-01
cg03391055 CSMD2 chr1 Body 0.96 (0.68; 1.37) 8.4E-01
cg25264630 PTPRN2 chr7 Body 0.96 (0.67; 1.38) 8.4E-01
cg06415900 TENM2 chr5 Body 0.97 (0.69; 1.36) 8.4E-01
cg05008825 COL1A2 chr7 Body 1.03 (0.75; 1.42) 8.4E-01
cg13338595 PTPRU chr1 TSS1500 0.97 (0.69; 1.35) 8.4E-01
cg25626273 CUX2 chr12 Body 0.95 (0.59; 1.52) 8.4E-01
cg03472539 CREBBP chr16 Body 0.96 (0.66; 1.39) 8.4E-01
cg20842326 PTPRN2 chr7 Body 0.96 (0.64; 1.44) 8.4E-01
cg26059287 PTPRN2 chr7 Body 1.03 (0.75; 1.43) 8.4E-01
cg05475530 ZBTB20 chr3 Body 1.04 (0.69; 1.57) 8.4E-01
cg05475530 ZBTB20 chr3 5'UTR 1.04 (0.69; 1.57) 8.4E-01
cg24899209 ZFP91 chr11 TSS200 1.03 (0.77; 1.37) 8.4E-01
cg22988572 CTNND2 chr5 Body 0.97 (0.7; 1.33) 8.4E-01
cg04014190 CUX2 chr12 Body 0.9 (0.34; 2.39) 8.4E-01
cg15571705 BARX2 chr11 Body 0.96 (0.63; 1.46) 8.4E-01
cg05296024 WWOX chr16 Body 0.95 (0.61; 1.49) 8.4E-01
cg13017013 CHD6 chr20 Body 1.03 (0.75; 1.43) 8.4E-01
cg19026233 UNC80 chr2 Body 0.97 (0.7; 1.33) 8.4E-01
cg08776627 MTCL1 chr18 Body 1.05 (0.66; 1.68) 8.4E-01
cg02744459 RECQL chr12 1stExon 0.97 (0.72; 1.3) 8.4E-01
cg02744459 GOLT1B chr12 TSS1500 0.97 (0.72; 1.3) 8.4E-01
cg02744459 RECQL chr12 5'UTR 0.97 (0.72; 1.3) 8.4E-01
cg23334467 AKAP13 chr15 Body 0.97 (0.71; 1.31) 8.4E-01
cg06863310 WWOX chr16 Body 0.97 (0.71; 1.31) 8.4E-01
cg19680441 PTPRN2 chr7 Body 1.03 (0.75; 1.44) 8.4E-01
cg23636419 FBXO31 chr16 TSS1500 0.97 (0.71; 1.33) 8.4E-01
cg11604519 PTPRN2 chr7 Body 0.96 (0.68; 1.37) 8.4E-01
cg18818282 CDH13 chr16 5'UTR 1.03 (0.75; 1.42) 8.4E-01
cg18818282 CDH13 chr16 Body 1.03 (0.75; 1.42) 8.4E-01



cg13181974 MEIS2 chr15 Body 0.97 (0.69; 1.35) 8.4E-01
cg09656639 PTPRN2 chr7 Body 0.94 (0.53; 1.68) 8.4E-01
cg05489332 GNA12 chr7 Body 0.96 (0.68; 1.38) 8.4E-01
cg05489332 GNA12 chr7 TSS1500 0.96 (0.68; 1.38) 8.4E-01
cg23873145 TNRC6A chr16 Body 0.95 (0.55; 1.64) 8.4E-01
cg26732155 MEIS2 chr15 Body 1.03 (0.77; 1.37) 8.4E-01
cg12779445 PTPRN2 chr7 Body 1.03 (0.75; 1.42) 8.4E-01
cg24489561 TENM2 chr5 Body 1.03 (0.75; 1.43) 8.4E-01
cg23022034 PTPRS chr19 5'UTR 0.97 (0.71; 1.33) 8.4E-01
cg14624806 CDH13 chr16 5'UTR 0.97 (0.72; 1.31) 8.4E-01
cg14624806 CDH13 chr16 Body 0.97 (0.72; 1.31) 8.4E-01
cg20764780 PTPRN2 chr7 Body 1.03 (0.76; 1.39) 8.4E-01
cg10953723 CSMD2 chr1 Body 0.97 (0.69; 1.36) 8.4E-01
cg18900012 PTPRN2 chr7 Body 1.03 (0.78; 1.35) 8.4E-01
cg13708055 AKAP13 chr15 Body 0.96 (0.62; 1.48) 8.4E-01
cg03339592 TENM2 chr5 Body 1.04 (0.71; 1.51) 8.4E-01
cg00409842 AKAP13 chr15 Body 0.96 (0.68; 1.38) 8.4E-01
cg12412575 AKAP13 chr15 Body 0.95 (0.55; 1.63) 8.4E-01
cg19126954 PTPRN2 chr7 Body 0.96 (0.67; 1.38) 8.4E-01
cg07070077 ZBTB20 chr3 Body 1.03 (0.74; 1.44) 8.4E-01
cg07070077 ZBTB20 chr3 5'UTR 1.03 (0.74; 1.44) 8.4E-01
cg00543524 TNRC6B chr22 Body 1.04 (0.71; 1.51) 8.4E-01
cg19241175 CSMD2 chr1 Body 0.96 (0.67; 1.38) 8.4E-01
cg05640346 CNTNAP2 chr7 Body 0.97 (0.72; 1.31) 8.4E-01
cg06694945 CHD6 chr20 ExonBnd 0.97 (0.7; 1.34) 8.4E-01
cg06694945 CHD6 chr20 Body 0.97 (0.7; 1.34) 8.4E-01
cg26410016 CDH13 chr16 Body 0.97 (0.72; 1.31) 8.4E-01
cg02913089 PDE8A chr15 Body 1.04 (0.71; 1.52) 8.4E-01
cg06747087 PTPRN2 chr7 Body 1.03 (0.73; 1.46) 8.5E-01
cg21584493 PTPRN2 chr7 Body 0.97 (0.72; 1.31) 8.5E-01
cg17408166 MEX3A chr1 TSS1500 0.96 (0.65; 1.42) 8.5E-01
cg26783086 CNTNAP2 chr7 Body 0.96 (0.65; 1.42) 8.5E-01
cg00837594 RTN4RL2 chr11 Body 1.08 (0.5; 2.32) 8.5E-01
cg21375490 PTPRN2 chr7 Body 0.97 (0.69; 1.35) 8.5E-01
cg24517837 TENM2 chr5 Body 1.04 (0.72; 1.49) 8.5E-01
cg17547972 TNR chr1 5'UTR 0.97 (0.7; 1.33) 8.5E-01
cg20318829 SGIP1 chr1 Body 0.97 (0.71; 1.33) 8.5E-01
cg13835272 SUGCT chr7 Body 0.96 (0.62; 1.49) 8.5E-01
cg06618686 PTPRN2 chr7 Body 0.95 (0.55; 1.62) 8.5E-01
cg19616687 TENM2 chr5 Body 0.97 (0.7; 1.34) 8.5E-01
cg24007907 WWOX chr16 Body 0.95 (0.59; 1.55) 8.5E-01
cg14850477 DACH1 chr13 Body 0.96 (0.65; 1.42) 8.5E-01
cg09789991 BARX2 chr11 Body 0.96 (0.61; 1.5) 8.5E-01
cg04136699 PTPRN2 chr7 Body 1.04 (0.67; 1.62) 8.5E-01
cg03513850 CUX2 chr12 Body 1.03 (0.74; 1.44) 8.5E-01
cg12930683 SUGCT chr7 Body 1.05 (0.62; 1.78) 8.5E-01
cg23574403 DDHD2 chr8 5'UTR 0.97 (0.7; 1.34) 8.5E-01
cg23574403 DDHD2 chr8 TSS200 0.97 (0.7; 1.34) 8.5E-01
cg07410108 TNR chr1 Body 0.97 (0.71; 1.33) 8.5E-01
cg10633479 PTPRN2 chr7 Body 0.97 (0.7; 1.34) 8.5E-01
cg16686255 SGIP1 chr1 Body 0.97 (0.69; 1.36) 8.5E-01
cg05579861 PTPRN2 chr7 Body 1.03 (0.76; 1.4) 8.5E-01
cg14168939 CHFR chr12 3'UTR 0.97 (0.7; 1.34) 8.5E-01
cg26888153 ELAVL4 chr1 TSS200 1.03 (0.75; 1.42) 8.5E-01
cg26888153 ELAVL4 chr1 Body 1.03 (0.75; 1.42) 8.5E-01
cg14395444 CACNA1C chr12 Body 1.04 (0.7; 1.54) 8.5E-01
cg10015051 CDH11 chr16 5'UTR 0.97 (0.71; 1.33) 8.5E-01
cg15938905 TNRC18 chr7 Body 1.03 (0.73; 1.46) 8.5E-01
cg05152899 DCUN1D4 chr4 TSS200 0.97 (0.69; 1.35) 8.5E-01
cg05152899 DCUN1D4 chr4 TSS1500 0.97 (0.69; 1.35) 8.5E-01
cg27050818 RECQL5 chr17 Body 0.96 (0.65; 1.42) 8.5E-01



cg14908168 TNRC6A chr16 Body 0.97 (0.69; 1.35) 8.5E-01
cg04216310 CTNND2 chr5 Body 1.03 (0.75; 1.41) 8.5E-01
cg17171920 MEIS2 chr15 Body 0.97 (0.71; 1.33) 8.5E-01
cg17705152 RTN4 chr2 Body 1.05 (0.63; 1.76) 8.5E-01
cg09123693 PTPRN2 chr7 Body 0.97 (0.71; 1.32) 8.5E-01
cg18939664 PTPRN2 chr7 Body 0.97 (0.7; 1.33) 8.5E-01
cg10310310 PTPRN2 chr7 Body 0.96 (0.61; 1.5) 8.5E-01
cg26228218 FBXO38 chr5 5'UTR 0.97 (0.68; 1.37) 8.5E-01
cg15756917 CSMD2 chr1 Body 1.04 (0.68; 1.61) 8.5E-01
cg23161250 ELAVL4 chr1 TSS1500 1.03 (0.75; 1.41) 8.5E-01
cg23161250 ELAVL4 chr1 Body 1.03 (0.75; 1.41) 8.5E-01
cg01509920 RAP1B chr12 5'UTR 0.96 (0.65; 1.43) 8.5E-01
cg09239016 AKAP13 chr15 Body 0.96 (0.66; 1.4) 8.5E-01
cg20156300 CDH13 chr16 Body 0.97 (0.69; 1.36) 8.5E-01
cg25000696 PTPRN2 chr7 Body 0.97 (0.68; 1.37) 8.5E-01
cg25264348 NOL4L chr20 Body 1.03 (0.76; 1.4) 8.5E-01
cg18396357 NRXN1 chr2 Body 1.03 (0.74; 1.43) 8.5E-01
cg02242372 TNFRSF11B chr8 Body 0.97 (0.71; 1.33) 8.5E-01
cg16104636 CTNND2 chr5 Body 1.03 (0.77; 1.37) 8.5E-01
cg16104636 CTNND2 chr5 5'UTR 1.03 (0.77; 1.37) 8.5E-01
cg01123250 UNC80 chr2 Body 1.03 (0.73; 1.45) 8.5E-01
cg04228235 PTPRN2 chr7 Body 0.97 (0.7; 1.34) 8.5E-01
cg09812963 TNRC18 chr7 Body 1.03 (0.74; 1.45) 8.5E-01
cg05550893 RTN4RL1 chr17 Body 1.04 (0.7; 1.53) 8.5E-01
cg23830653 PTPRN2 chr7 Body 1.03 (0.77; 1.37) 8.5E-01
cg26488808 SUSD4 chr1 Body 1.03 (0.73; 1.46) 8.5E-01
cg02515354 CNTNAP2 chr7 Body 1.03 (0.77; 1.38) 8.5E-01
cg11207515 CNTNAP2 chr7 Body 1.03 (0.72; 1.48) 8.5E-01
cg24043604 CACNA1C chr12 Body 0.97 (0.66; 1.4) 8.5E-01
cg18846845 CACNA1C-AS4 chr12 TSS1500 0.97 (0.71; 1.33) 8.5E-01
cg18846845 CACNA1C chr12 Body 0.97 (0.71; 1.33) 8.5E-01
cg08487696 SMARCD3 chr7 TSS200 0.97 (0.7; 1.35) 8.5E-01
cg08487696 SMARCD3 chr7 Body 0.97 (0.7; 1.35) 8.5E-01
cg06188198 PTPRN2 chr7 Body 1.03 (0.74; 1.45) 8.5E-01
cg25109663 ZBTB20 chr3 TSS1500 0.97 (0.67; 1.4) 8.5E-01
cg25109663 ZBTB20 chr3 5'UTR 0.97 (0.67; 1.4) 8.5E-01
cg09175915 PEX14 chr1 Body 1.03 (0.74; 1.44) 8.5E-01
cg10907484 AKAP3 chr12 5'UTR 1.03 (0.78; 1.35) 8.5E-01
cg10907484 NDUFA9 chr12 TSS1500 1.03 (0.78; 1.35) 8.5E-01
cg01255527 FBXO32 chr8 5'UTR 1.04 (0.71; 1.52) 8.5E-01
cg01255527 FBXO32 chr8 Body 1.04 (0.71; 1.52) 8.5E-01
cg00135038 TNRC18 chr7 Body 1.03 (0.72; 1.48) 8.5E-01
cg10804726 DNAI2 chr17 5'UTR 1.03 (0.73; 1.45) 8.5E-01
cg10804726 DNAI2 chr17 1stExon 1.03 (0.73; 1.45) 8.5E-01
cg27201750 CACNA1C chr12 Body 1.04 (0.66; 1.66) 8.5E-01
cg05319711 PTPRN2 chr7 Body 0.97 (0.71; 1.32) 8.5E-01
cg06580959 FBXO36 chr2 Body 1.03 (0.77; 1.38) 8.5E-01
cg21273703 CHFR chr12 TSS200 0.97 (0.7; 1.35) 8.5E-01
cg07910560 PTPRN2 chr7 Body 0.97 (0.71; 1.32) 8.5E-01
cg13889541 CHFR chr12 Body 1.03 (0.76; 1.4) 8.6E-01
cg01638592 CUX2 chr12 Body 1.03 (0.73; 1.45) 8.6E-01
cg16951941 FBXO36 chr2 TSS1500 0.97 (0.71; 1.32) 8.6E-01
cg18075396 SUGCT chr7 Body 1.03 (0.73; 1.47) 8.6E-01
cg18202449 ELAVL4 chr1 TSS200 1.04 (0.67; 1.61) 8.6E-01
cg12247968 DACH1 chr13 TSS1500 0.96 (0.64; 1.46) 8.6E-01
cg00844901 ZBTB20 chr3 TSS1500 1.03 (0.74; 1.44) 8.6E-01
cg00844901 ZBTB20 chr3 Body 1.03 (0.74; 1.44) 8.6E-01
cg00844901 ZBTB20 chr3 5'UTR 1.03 (0.74; 1.44) 8.6E-01
cg17625381 CPEB1 chr15 TSS200 1.03 (0.72; 1.48) 8.6E-01
cg17625381 CPEB1 chr15 TSS1500 1.03 (0.72; 1.48) 8.6E-01
cg23803311 FBXO38 chr5 TSS1500 1.03 (0.73; 1.45) 8.6E-01



cg07633256 TENM2 chr5 Body 1.03 (0.74; 1.43) 8.6E-01
cg21605122 TENM2 chr5 Body 0.97 (0.67; 1.4) 8.6E-01
cg27014435 PTPRN2 chr7 Body 0.97 (0.71; 1.34) 8.6E-01
cg02098414 PHACTR1 chr6 Body 1.07 (0.5; 2.3) 8.6E-01
cg00884606 NOL4 chr18 TSS200 1.05 (0.65; 1.69) 8.6E-01
cg06963346 PTPRN2 chr7 Body 0.97 (0.71; 1.33) 8.6E-01
cg04404540 DNAI2 chr17 5'UTR 0.97 (0.68; 1.37) 8.6E-01
cg04404540 DNAI2 chr17 1stExon 0.97 (0.68; 1.37) 8.6E-01
cg09096054 DACH1 chr13 Body 1.04 (0.67; 1.61) 8.6E-01
cg19612376 CUX2 chr12 Body 0.97 (0.69; 1.36) 8.6E-01
cg19929166 DCUN1D4 chr4 TSS1500 1.03 (0.75; 1.42) 8.6E-01
cg26281685 NRXN1 chr2 TSS1500 1.03 (0.74; 1.42) 8.6E-01
cg01344056 CDH13 chr16 Body 1.03 (0.77; 1.37) 8.6E-01
cg01435574 BARX2 chr11 TSS200 0.96 (0.6; 1.52) 8.6E-01
cg16235891 PTPRN2 chr7 Body 0.97 (0.71; 1.33) 8.6E-01
cg20914464 NOL4 chr18 TSS1500 0.96 (0.58; 1.58) 8.6E-01
cg24632458 ATF7 chr12 Body 0.97 (0.72; 1.32) 8.6E-01
cg26911948 CACNA1C-IT2 chr12 TSS1500 1.03 (0.78; 1.35) 8.6E-01
cg21910390 DCUN1D4 chr4 Body 0.97 (0.71; 1.32) 8.6E-01
cg05124021 PTPRN2 chr7 Body 0.97 (0.72; 1.31) 8.6E-01
cg03530683 SMARCD3 chr7 Body 1.03 (0.75; 1.42) 8.6E-01
cg00338702 CHFR chr12 Body 1.03 (0.73; 1.45) 8.6E-01
cg07032987 PTPRN2 chr7 Body 0.97 (0.72; 1.31) 8.6E-01
cg15688888 ERI3 chr1 Body 1.04 (0.67; 1.63) 8.6E-01
cg04256065 TNRC6C chr17 3'UTR 1.04 (0.67; 1.61) 8.6E-01
cg25052180 GOLT1B chr12 5'UTR 1.03 (0.73; 1.46) 8.6E-01
cg25052180 GOLT1B chr12 1stExon 1.03 (0.73; 1.46) 8.6E-01
cg25052180 RECQL chr12 TSS200 1.03 (0.73; 1.46) 8.6E-01
cg01944450 RTN4R chr22 Body 0.96 (0.64; 1.45) 8.6E-01
cg15902390 MEIS2 chr15 Body 0.97 (0.71; 1.34) 8.6E-01
cg26565719 CPEB1 chr15 Body 1.03 (0.72; 1.49) 8.6E-01
cg20490175 CACNA1C chr12 Body 0.97 (0.68; 1.38) 8.6E-01
cg04496810 CACNA1C chr12 TSS200 1.03 (0.74; 1.44) 8.6E-01
cg07491199 PTPRN2 chr7 Body 1.03 (0.76; 1.4) 8.6E-01
cg16824225 TENM2 chr5 Body 0.97 (0.68; 1.38) 8.6E-01
cg24402935 NRXN1 chr2 Body 0.97 (0.69; 1.36) 8.6E-01
cg13701249 CHD6 chr20 TSS1500 1.03 (0.73; 1.47) 8.6E-01
cg08457620 RTN4RL1 chr17 Body 1.03 (0.75; 1.41) 8.6E-01
cg09377301 PTPRN2 chr7 Body 1.03 (0.75; 1.42) 8.6E-01
cg12589140 CUX2 chr12 Body 0.97 (0.71; 1.32) 8.6E-01
cg25601319 ARID1A chr1 TSS1500 1.03 (0.74; 1.44) 8.6E-01
cg01991687 PTPRS chr19 5'UTR 1.03 (0.7; 1.52) 8.6E-01
cg15827617 RNU5E-1 chr5 Body 1.03 (0.75; 1.41) 8.6E-01
cg05965015 TNR chr1 5'UTR 1.03 (0.75; 1.41) 8.6E-01
cg14744741 TNRC6A chr16 Body 1.03 (0.74; 1.44) 8.6E-01
cg03902160 PTPRU chr1 Body 0.97 (0.72; 1.32) 8.6E-01
cg09714912 CHD6 chr20 Body 0.97 (0.72; 1.32) 8.6E-01
cg19147944 FSTL1 chr3 Body 1.03 (0.71; 1.51) 8.6E-01
cg02618485 PTPRS chr19 TSS1500 0.97 (0.71; 1.33) 8.6E-01
cg08545213 CTDSPL chr3 Body 1.03 (0.73; 1.45) 8.6E-01
cg06299997 COL1A2 chr7 TSS1500 1.03 (0.76; 1.39) 8.6E-01
cg01142212 PHACTR1 chr6 Body 0.97 (0.7; 1.35) 8.6E-01
cg12647030 FBXO38 chr5 TSS200 1.03 (0.75; 1.4) 8.6E-01
cg20857275 TNRC6C chr17 5'UTR 1.06 (0.56; 2.01) 8.6E-01
cg26026297 ATP8A1 chr4 Body 0.97 (0.67; 1.4) 8.6E-01
cg09920531 PTPRN2 chr7 Body 1.03 (0.74; 1.43) 8.6E-01
cg00004257 CSMD2 chr1 Body 1.03 (0.75; 1.4) 8.6E-01
cg08832817 EIF2S1 chr14 TSS1500 1.03 (0.75; 1.42) 8.6E-01
cg06610464 CHD6 chr20 5'UTR 1.03 (0.72; 1.49) 8.6E-01
cg14789524 WWOX chr16 Body 0.96 (0.59; 1.57) 8.6E-01
cg09270525 PTPRN2 chr7 Body 0.97 (0.69; 1.37) 8.6E-01



cg01902081 WWOX chr16 Body 0.97 (0.69; 1.37) 8.6E-01
cg07663813 ZNF704 chr8 5'UTR 1.03 (0.75; 1.41) 8.6E-01
cg23236908 FBXO34 chr14 3'UTR 1.03 (0.75; 1.41) 8.7E-01
cg14268784 MBD5 chr2 5'UTR 1.04 (0.69; 1.56) 8.7E-01
cg15141267 RTN4RL1 chr17 Body 0.96 (0.64; 1.46) 8.7E-01
cg05064673 PTPRU chr1 TSS1500 0.97 (0.71; 1.33) 8.7E-01
cg04274883 PHACTR1 chr6 Body 1.03 (0.74; 1.44) 8.7E-01
cg13912714 AKAP13 chr15 Body 0.93 (0.38; 2.25) 8.7E-01
cg18242139 ELAVL4 chr1 1stExon 1.03 (0.75; 1.41) 8.7E-01
cg18242139 ELAVL4 chr1 Body 1.03 (0.75; 1.41) 8.7E-01
cg18242139 ELAVL4 chr1 5'UTR 1.03 (0.75; 1.41) 8.7E-01
cg25161425 TENM2 chr5 Body 1.03 (0.72; 1.48) 8.7E-01
cg09589586 TNRC6A chr16 Body 1.03 (0.74; 1.44) 8.7E-01
cg09845387 PDE8A chr15 5'UTR 0.97 (0.68; 1.38) 8.7E-01
cg09845387 PDE8A chr15 Body 0.97 (0.68; 1.38) 8.7E-01
cg25449441 PTPRN2 chr7 Body 1.03 (0.74; 1.42) 8.7E-01
cg02876293 PTPRN2 chr7 Body 0.97 (0.67; 1.4) 8.7E-01
cg21600563 FBXO33 chr14 TSS200 1.03 (0.75; 1.41) 8.7E-01
cg12364136 PTPRN2 chr7 Body 1.06 (0.53; 2.11) 8.7E-01
cg26636917 CNTNAP2 chr7 Body 0.97 (0.68; 1.39) 8.7E-01
cg09100286 CTNND2 chr5 Body 0.96 (0.6; 1.54) 8.7E-01
cg09100286 CTNND2 chr5 5'UTR 0.96 (0.6; 1.54) 8.7E-01
cg04114351 CUX2 chr12 Body 1.03 (0.76; 1.39) 8.7E-01
cg13666677 CEP350 chr1 TSS200 1.03 (0.74; 1.42) 8.7E-01
cg19140630 NDUFA9 chr12 Body 0.97 (0.69; 1.37) 8.7E-01
cg19140630 AKAP3 chr12 TSS1500 0.97 (0.69; 1.37) 8.7E-01
cg06948658 CACNA1C chr12 Body 0.97 (0.65; 1.44) 8.7E-01
cg03012452 PHACTR1 chr6 Body 1.03 (0.73; 1.45) 8.7E-01
cg01228469 AKAP13 chr15 TSS1500 1.03 (0.75; 1.4) 8.7E-01
cg23285459 GNA12 chr7 Body 1.03 (0.75; 1.41) 8.7E-01
cg12908952 POU2F1 chr1 5'UTR 1.03 (0.71; 1.49) 8.7E-01
cg20279950 AKAP13 chr15 Body 0.97 (0.65; 1.44) 8.7E-01
cg18433423 CDH13 chr16 5'UTR 0.96 (0.63; 1.48) 8.7E-01
cg18433423 CDH13 chr16 Body 0.96 (0.63; 1.48) 8.7E-01
cg18120999 TENM2 chr5 Body 1.03 (0.75; 1.4) 8.7E-01
cg21904851 TNR chr1 Body 0.97 (0.72; 1.32) 8.7E-01
cg24194698 WAC chr10 Body 1.03 (0.71; 1.5) 8.7E-01
cg24636969 ZNF704 chr8 TSS200 1.03 (0.74; 1.43) 8.7E-01
cg19370097 ZBTB20 chr3 TSS1500 0.97 (0.68; 1.38) 8.7E-01
cg19370097 ZBTB20 chr3 Body 0.97 (0.68; 1.38) 8.7E-01
cg19370097 ZBTB20 chr3 5'UTR 0.97 (0.68; 1.38) 8.7E-01
cg19370097 ZBTB20 chr3 TSS200 0.97 (0.68; 1.38) 8.7E-01
cg14281315 POU2F1 chr1 Body 1.04 (0.65; 1.67) 8.7E-01
cg00292636 SGIP1 chr1 Body 1.03 (0.72; 1.46) 8.7E-01
cg07355688 BARX2 chr11 Body 1.03 (0.76; 1.38) 8.7E-01
cg11632321 PTPRN2 chr7 Body 0.97 (0.72; 1.33) 8.7E-01
cg06365577 CREBBP chr16 Body 0.97 (0.7; 1.35) 8.7E-01
cg24787443 FBXO38 chr5 Body 0.97 (0.67; 1.4) 8.7E-01
cg09319435 PEX14 chr1 Body 1.02 (0.77; 1.36) 8.7E-01
cg24782459 FSTL1 chr3 Body 1.03 (0.73; 1.45) 8.7E-01
cg00419990 PTPRN2 chr7 Body 1.03 (0.75; 1.42) 8.7E-01
cg11271415 FBXO32 chr8 TSS1500 0.97 (0.71; 1.33) 8.7E-01
cg11271415 FBXO32 chr8 Body 0.97 (0.71; 1.33) 8.7E-01
cg14615152 CSMD2 chr1 Body 1.06 (0.54; 2.07) 8.7E-01
cg04126852 POU2F1 chr1 TSS1500 1.03 (0.75; 1.41) 8.7E-01
cg02692405 TNFRSF19 chr13 5'UTR 1.03 (0.71; 1.5) 8.7E-01
cg02692405 TNFRSF19 chr13 TSS1500 1.03 (0.71; 1.5) 8.7E-01
cg09337043 PTPRN2 chr7 Body 0.98 (0.72; 1.32) 8.7E-01
cg27324698 PTPRN2 chr7 Body 0.97 (0.69; 1.37) 8.7E-01
cg23186959 MEIS2 chr15 5'UTR 0.97 (0.69; 1.36) 8.7E-01
cg23186959 MEIS2 chr15 1stExon 0.97 (0.69; 1.36) 8.7E-01



cg23186959 MEIS2 chr15 Body 0.97 (0.69; 1.36) 8.7E-01
cg23186959 MEIS2 chr15 TSS200 0.97 (0.69; 1.36) 8.7E-01
cg23186959 MEIS2 chr15 TSS1500 0.97 (0.69; 1.36) 8.7E-01
cg09282805 PTPRS chr19 5'UTR 0.96 (0.62; 1.51) 8.7E-01
cg15064868 PHACTR1 chr6 Body 0.97 (0.69; 1.37) 8.7E-01
cg23747731 TNR chr1 5'UTR 1.03 (0.72; 1.47) 8.7E-01
cg25575079 EIF2S1 chr14 5'UTR 0.97 (0.7; 1.35) 8.7E-01
cg00152838 TNRC6A chr16 Body 0.98 (0.72; 1.32) 8.7E-01
cg07849460 PTPRN2 chr7 Body 1.03 (0.73; 1.46) 8.7E-01
cg22648638 MTCL1 chr18 Body 0.95 (0.5; 1.81) 8.7E-01
cg20457580 NOL4L chr20 Body 0.96 (0.62; 1.5) 8.7E-01
cg11076181 EIF2S1 chr14 5'UTR 1.04 (0.63; 1.72) 8.7E-01
cg17167790 PTPRN2 chr7 Body 0.97 (0.65; 1.44) 8.7E-01
cg06527535 PTPRN2 chr7 Body 1.03 (0.74; 1.42) 8.7E-01
cg18072439 CTDSP2 chr12 Body 1.03 (0.72; 1.48) 8.7E-01
cg18048562 RTN4RL2 chr11 Body 1.06 (0.5; 2.27) 8.7E-01
cg26254667 TNFRSF1A chr12 TSS1500 0.98 (0.73; 1.31) 8.7E-01
cg26221631 BARX2 chr11 1stExon 0.97 (0.68; 1.38) 8.7E-01
cg00325390 TNRC18 chr7 Body 1.03 (0.7; 1.52) 8.7E-01
cg19200285 CACNA1C chr12 3'UTR 0.97 (0.71; 1.33) 8.7E-01
cg27317842 TNFRSF19 chr13 5'UTR 1.03 (0.7; 1.52) 8.7E-01
cg27317842 TNFRSF19 chr13 Body 1.03 (0.7; 1.52) 8.7E-01
cg27549963 ATF7 chr12 Body 0.97 (0.69; 1.38) 8.7E-01
cg24240077 C11orf67 chr11 Body 0.97 (0.66; 1.43) 8.7E-01
cg09473510 MTNR1A chr4 TSS200 0.96 (0.59; 1.56) 8.7E-01
cg04437233 RECQL5 chr17 Body 0.97 (0.69; 1.37) 8.7E-01
cg00285941 UNC80 chr2 Body 1.03 (0.74; 1.43) 8.7E-01
cg13537240 CACNA1C chr12 Body 1.04 (0.65; 1.65) 8.7E-01
cg26337322 TNRC6B chr22 Body 1.04 (0.63; 1.72) 8.7E-01
cg26337322 TNRC6B chr22 TSS1500 1.04 (0.63; 1.72) 8.7E-01
cg24996491 PTPRN2 chr7 Body 0.97 (0.69; 1.36) 8.7E-01
cg25306499 PTPRS chr19 5'UTR 1.02 (0.76; 1.38) 8.7E-01
cg13076784 FBXO11 chr2 Body 1.04 (0.68; 1.59) 8.7E-01
cg02187307 TNR chr1 5'UTR 1.03 (0.71; 1.5) 8.7E-01
cg01388498 FBXO31 chr16 TSS1500 1.03 (0.72; 1.48) 8.7E-01
cg15598946 WWOX chr16 Body 1.03 (0.74; 1.43) 8.7E-01
cg19655675 ZBTB20 chr3 TSS1500 1.02 (0.76; 1.39) 8.7E-01
cg19655675 ZBTB20 chr3 Body 1.02 (0.76; 1.39) 8.7E-01
cg19655675 ZBTB20 chr3 5'UTR 1.02 (0.76; 1.39) 8.7E-01
cg08689556 WWOX chr16 Body 1.02 (0.77; 1.35) 8.7E-01
cg27451424 CDH13 chr16 Body 0.97 (0.69; 1.38) 8.7E-01
cg02868521 PTPRN2 chr7 Body 0.96 (0.61; 1.52) 8.7E-01
cg22831949 PTPRN2 chr7 Body 0.98 (0.75; 1.28) 8.8E-01
cg03015144 ZBTB20 chr3 Body 1.03 (0.74; 1.43) 8.8E-01
cg16753420 PTPRN2 chr7 Body 1.03 (0.73; 1.45) 8.8E-01
cg03091751 SMARCD3 chr7 Body 1.03 (0.73; 1.44) 8.8E-01
cg03891302 PHACTR1 chr6 Body 0.97 (0.69; 1.37) 8.8E-01
cg05707324 SUSD4 chr1 Body 1.03 (0.75; 1.41) 8.8E-01
cg10844712 TAOK3 chr12 Body 0.97 (0.62; 1.51) 8.8E-01
cg24486540 SUSD4 chr1 Body 0.97 (0.7; 1.35) 8.8E-01
cg15919857 PTPRN2 chr7 Body 0.98 (0.72; 1.32) 8.8E-01
cg03088446 CTNND2 chr5 Body 0.97 (0.64; 1.45) 8.8E-01
cg03088446 CTNND2 chr5 5'UTR 0.97 (0.64; 1.45) 8.8E-01
cg27066321 PEX14 chr1 TSS1500 0.97 (0.71; 1.35) 8.8E-01
cg24518017 ELAVL4 chr1 TSS1500 1.03 (0.73; 1.44) 8.8E-01
cg24518017 ELAVL4 chr1 Body 1.03 (0.73; 1.44) 8.8E-01
cg14015044 TNFRSF10C chr8 5'UTR 0.97 (0.68; 1.39) 8.8E-01
cg14015044 TNFRSF10C chr8 1stExon 0.97 (0.68; 1.39) 8.8E-01
cg06578832 NRXN1 chr2 Body 0.97 (0.68; 1.39) 8.8E-01
cg04727043 PTPRU chr1 Body 1.04 (0.64; 1.7) 8.8E-01
cg19658444 TNRC18 chr7 Body 0.97 (0.65; 1.45) 8.8E-01



cg08844988 TNRC6A chr16 1stExon 0.97 (0.64; 1.46) 8.8E-01
cg08844988 TNRC6A chr16 5'UTR 0.97 (0.64; 1.46) 8.8E-01
cg04184836 CPEB1 chr15 1stExon 0.98 (0.71; 1.34) 8.8E-01
cg04184836 CPEB1 chr15 5'UTR 0.98 (0.71; 1.34) 8.8E-01
cg22321810 COL5A2 chr2 TSS1500 0.97 (0.7; 1.36) 8.8E-01
cg01294338 PTPRN2 chr7 Body 1.03 (0.73; 1.44) 8.8E-01
cg17964750 TENM2 chr5 Body 1.03 (0.71; 1.48) 8.8E-01
cg16861508 TNFRSF10B chr8 TSS1500 0.98 (0.73; 1.31) 8.8E-01
cg25174264 TNRC6B chr22 Body 1.03 (0.74; 1.42) 8.8E-01
cg07267600 CACNA1C chr12 Body 1.04 (0.64; 1.68) 8.8E-01
cg25618597 CHFR chr12 Body 0.97 (0.68; 1.38) 8.8E-01
cg07516702 PTPRS chr19 Body 1.03 (0.72; 1.47) 8.8E-01
cg04781638 CPEB1 chr15 Body 1.04 (0.62; 1.74) 8.8E-01
cg04781638 CPEB1 chr15 TSS1500 1.04 (0.62; 1.74) 8.8E-01
cg19271013 WWOX chr16 TSS1500 1.03 (0.7; 1.52) 8.8E-01
cg18843944 PTPRN2 chr7 Body 1.03 (0.75; 1.41) 8.8E-01
cg06822340 CNTNAP2 chr7 Body 1.02 (0.75; 1.39) 8.8E-01
cg15938090 PEX14 chr1 Body 0.97 (0.66; 1.42) 8.8E-01
cg27655246 TNR chr1 5'UTR 0.97 (0.69; 1.37) 8.8E-01
cg17022244 PTPRN2 chr7 Body 0.98 (0.71; 1.34) 8.8E-01
cg10767260 CTNND2 chr5 Body 0.97 (0.7; 1.36) 8.8E-01
cg10767260 CTNND2 chr5 5'UTR 0.97 (0.7; 1.36) 8.8E-01
cg08695855 COL1A2 chr7 TSS200 1.03 (0.72; 1.46) 8.8E-01
cg16013919 PTPRN2 chr7 Body 1.03 (0.74; 1.43) 8.8E-01
cg23696212 ATF7 chr12 TSS1500 0.97 (0.67; 1.41) 8.8E-01
cg01707275 PHACTR1 chr6 Body 1.03 (0.73; 1.45) 8.8E-01
cg01901654 PTPRN2 chr7 Body 0.98 (0.72; 1.32) 8.8E-01
cg22881266 PTPRN2 chr7 Body 0.97 (0.63; 1.49) 8.8E-01
cg12980549 PTPRN2 chr7 Body 1.02 (0.76; 1.37) 8.8E-01
cg25354206 PTPRN2 chr7 Body 1.06 (0.47; 2.42) 8.8E-01
cg16574154 PEX14 chr1 Body 1.03 (0.73; 1.43) 8.8E-01
cg26271086 FBXO33 chr14 5'UTR 1.03 (0.74; 1.42) 8.8E-01
cg26271086 FBXO33 chr14 1stExon 1.03 (0.74; 1.42) 8.8E-01
cg24786530 AKAP3 chr12 TSS200 0.98 (0.71; 1.34) 8.8E-01
cg24786530 NDUFA9 chr12 Body 0.98 (0.71; 1.34) 8.8E-01
cg18849737 MTNR1A chr4 Body 0.98 (0.7; 1.35) 8.8E-01
cg24809525 POU2F1 chr1 TSS200 1.03 (0.72; 1.46) 8.8E-01
cg05020273 TNRC18 chr7 Body 1.03 (0.73; 1.44) 8.8E-01
cg21449640 PTPRN2 chr7 Body 1.03 (0.71; 1.5) 8.8E-01
cg25689129 PTPRS chr19 Body 1.02 (0.75; 1.41) 8.8E-01
cg04339553 MEIS2 chr15 Body 1.03 (0.71; 1.49) 8.8E-01
cg24567591 CREBBP chr16 TSS1500 0.97 (0.61; 1.54) 8.8E-01
cg26490671 PTPRN2 chr7 Body 0.98 (0.75; 1.29) 8.8E-01
cg21709263 FBXO34 chr14 5'UTR 0.97 (0.68; 1.39) 8.8E-01
cg09274237 CCDC80 chr3 5'UTR 0.95 (0.48; 1.86) 8.8E-01
cg09274237 CCDC80 chr3 1stExon 0.95 (0.48; 1.86) 8.8E-01
cg12444411 GNA12 chr7 Body 1.02 (0.75; 1.41) 8.8E-01
cg01000576 TNR chr1 5'UTR 0.97 (0.64; 1.47) 8.8E-01
cg00926053 PTPRN2 chr7 Body 0.97 (0.69; 1.37) 8.8E-01
cg25232967 AKAP13 chr15 Body 1.02 (0.75; 1.4) 8.8E-01
cg20809036 PTPRN2 chr7 Body 1.02 (0.77; 1.35) 8.8E-01
cg08730885 CNTNAP2 chr7 Body 1.04 (0.64; 1.69) 8.8E-01
cg26158710 PTPRN2 chr7 Body 1.03 (0.72; 1.47) 8.8E-01
cg01383349 CREBBP chr16 Body 1.03 (0.69; 1.53) 8.8E-01
cg10632094 UBE2E2 chr3 TSS1500 0.96 (0.6; 1.56) 8.8E-01
cg09974253 MTCL1 chr18 Body 0.98 (0.7; 1.35) 8.8E-01
cg12977317 SCAF8 chr6 Body 1.03 (0.7; 1.52) 8.8E-01
cg13071778 PTPRN2 chr7 Body 0.97 (0.69; 1.38) 8.8E-01
cg18384063 RECQL5 chr17 Body 0.98 (0.73; 1.32) 8.8E-01
cg19665365 RTN4R chr22 TSS1500 1.03 (0.73; 1.45) 8.8E-01
cg04177479 ATF7 chr12 5'UTR 0.98 (0.72; 1.32) 8.8E-01



cg04177479 ATF7 chr12 TSS200 0.98 (0.72; 1.32) 8.8E-01
cg04177479 ATF7 chr12 Body 0.98 (0.72; 1.32) 8.8E-01
cg13896105 CACNA1C chr12 Body 0.98 (0.72; 1.33) 8.8E-01
cg19824059 NRXN1 chr2 Body 0.98 (0.73; 1.31) 8.8E-01
cg17236519 PTPRU chr1 Body 1.03 (0.7; 1.52) 8.8E-01
cg01880908 TNRC6C chr17 3'UTR 0.98 (0.72; 1.33) 8.8E-01
cg14981546 TNRC18 chr7 5'UTR 1.02 (0.76; 1.37) 8.9E-01
cg14981546 TNRC18 chr7 1stExon 1.02 (0.76; 1.37) 8.9E-01
cg07251477 TNR chr1 Body 0.97 (0.69; 1.38) 8.9E-01
cg10249243 CDH13 chr16 5'UTR 1.03 (0.69; 1.54) 8.9E-01
cg10249243 CDH13 chr16 Body 1.03 (0.69; 1.54) 8.9E-01
cg06751583 TNRC6B chr22 TSS200 0.98 (0.71; 1.34) 8.9E-01
cg24603972 SLC16A9 chr10 Body 1.03 (0.73; 1.45) 8.9E-01
cg13661172 PTPRN2 chr7 Body 0.98 (0.74; 1.3) 8.9E-01
cg24217917 RNU5E-1 chr5 Body 0.97 (0.65; 1.46) 8.9E-01
cg13422701 CACNA1C chr12 Body 1.03 (0.72; 1.47) 8.9E-01
cg05241143 PTPRN2 chr7 Body 1.02 (0.76; 1.38) 8.9E-01
cg06791321 RTN4RL1 chr17 Body 1.03 (0.66; 1.61) 8.9E-01
cg19620294 TNFRSF11B chr8 TSS1500 0.98 (0.72; 1.33) 8.9E-01
cg25459931 UBE2E2 chr3 Body 1.02 (0.74; 1.43) 8.9E-01
cg09642825 FBXO31 chr16 Body 1.03 (0.68; 1.58) 8.9E-01
cg27002639 WWOX chr16 Body 1.02 (0.75; 1.4) 8.9E-01
cg22151985 PTPRS chr19 Body 0.97 (0.67; 1.42) 8.9E-01
cg00005390 ATP6V0C chr16 Body 1.03 (0.64; 1.66) 8.9E-01
cg00717995 ERI3 chr1 Body 0.98 (0.71; 1.35) 8.9E-01
cg05707690 PTPRN2 chr7 Body 0.98 (0.7; 1.37) 8.9E-01
cg21712732 PTPRN2 chr7 Body 0.97 (0.68; 1.39) 8.9E-01
cg11340881 PTPRN2 chr7 Body 1.02 (0.74; 1.41) 8.9E-01
cg17843256 CDH13 chr16 Body 0.98 (0.7; 1.36) 8.9E-01
cg10860771 EIF2S1 chr14 5'UTR 1.02 (0.75; 1.4) 8.9E-01
cg10860771 EIF2S1 chr14 1stExon 1.02 (0.75; 1.4) 8.9E-01
cg04927789 TENM2 chr5 Body 0.98 (0.69; 1.39) 8.9E-01
cg03904534 WWOX chr16 Body 1.02 (0.75; 1.4) 8.9E-01
cg26969937 PTPRN2 chr7 Body 0.98 (0.73; 1.31) 8.9E-01
cg14368117 MEIS2 chr15 Body 0.97 (0.63; 1.49) 8.9E-01
cg11053171 PTPRN2 chr7 Body 1.02 (0.75; 1.39) 8.9E-01
cg00524377 FSTL1 chr3 Body 0.96 (0.53; 1.73) 8.9E-01
cg13444005 TNR chr1 Body 1.02 (0.76; 1.38) 8.9E-01
cg08211120 CREBBP chr16 Body 0.98 (0.69; 1.38) 8.9E-01
cg15868652 PTPRU chr1 Body 1.02 (0.75; 1.39) 8.9E-01
cg03284095 PTPRS chr19 5'UTR 1.03 (0.71; 1.47) 8.9E-01
cg27241907 UBE2E2 chr3 TSS200 0.98 (0.73; 1.31) 8.9E-01
cg27406925 PTPRN2 chr7 Body 0.98 (0.73; 1.31) 8.9E-01
cg08672720 PTPRN2 chr7 Body 0.97 (0.67; 1.41) 8.9E-01
cg27476248 CUX2 chr12 Body 0.97 (0.67; 1.41) 8.9E-01
cg07605799 ATF7IP2 chr16 TSS1500 0.98 (0.69; 1.38) 8.9E-01
cg07663492 WWOX chr16 Body 0.98 (0.7; 1.37) 8.9E-01
cg11509269 TNRC6B chr22 TSS1500 0.98 (0.68; 1.4) 8.9E-01
cg19943799 CHD6 chr20 5'UTR 0.98 (0.7; 1.36) 8.9E-01
cg02748089 WWOX chr16 Body 1.02 (0.73; 1.44) 8.9E-01
cg10967789 FBXO31 chr16 Body 1.02 (0.73; 1.44) 8.9E-01
cg10967789 FBXO31 chr16 5'UTR 1.02 (0.73; 1.44) 8.9E-01
cg21160944 PTPRN2 chr7 Body 0.98 (0.72; 1.32) 8.9E-01
cg00115741 PTPRU chr1 Body 1.02 (0.73; 1.44) 8.9E-01
cg16708264 PTPRN2 chr7 Body 1.02 (0.76; 1.36) 8.9E-01
cg01160733 DDHD2 chr8 Body 0.98 (0.67; 1.41) 8.9E-01
cg11987816 GNA12 chr7 Body 0.98 (0.72; 1.33) 8.9E-01
cg11987816 GNA12 chr7 TSS1500 0.98 (0.72; 1.33) 8.9E-01
cg12946210 CTDSP2 chr12 Body 0.97 (0.66; 1.44) 8.9E-01
cg23995931 ATF7 chr12 Body 0.97 (0.58; 1.6) 8.9E-01
cg22216157 PTPRN2 chr7 Body 1.02 (0.77; 1.35) 8.9E-01



cg17619804 PHACTR1 chr6 TSS1500 1.02 (0.75; 1.4) 8.9E-01
cg15693729 CHD6 chr20 5'UTR 1.02 (0.73; 1.42) 8.9E-01
cg14338779 PTPRN2 chr7 Body 1.02 (0.73; 1.44) 8.9E-01
cg15302705 GNA12 chr7 TSS1500 0.97 (0.65; 1.46) 8.9E-01
cg02933742 ATF7 chr12 3'UTR 1.02 (0.75; 1.4) 8.9E-01
cg02933742 ATF7 chr12 Body 1.02 (0.75; 1.4) 8.9E-01
cg02717454 CREBBP chr16 Body 0.96 (0.53; 1.75) 8.9E-01
cg10078132 PTPRN2 chr7 Body 1.02 (0.78; 1.34) 8.9E-01
cg13327129 PTPRN2 chr7 Body 0.97 (0.66; 1.44) 8.9E-01
cg21341435 PTPRN2 chr7 Body 0.98 (0.68; 1.39) 8.9E-01
cg02831727 WWOX chr16 Body 1.02 (0.75; 1.38) 8.9E-01
cg04764187 ORC4 chr2 Body 0.98 (0.69; 1.38) 8.9E-01
cg18570383 NRXN1 chr2 Body 0.97 (0.63; 1.49) 9.0E-01
cg16995768 PTPRN2 chr7 Body 1.02 (0.74; 1.4) 9.0E-01
cg02356647 PTPRN2 chr7 Body 1.02 (0.73; 1.43) 9.0E-01
cg19210352 CREBBP chr16 Body 1.03 (0.66; 1.6) 9.0E-01
cg01182742 RNU5E-1 chr5 Body 0.98 (0.74; 1.31) 9.0E-01
cg24623046 PTPRN2 chr7 Body 1.02 (0.74; 1.42) 9.0E-01
cg13961990 CDH13 chr16 5'UTR 1.02 (0.72; 1.46) 9.0E-01
cg13961990 CDH13 chr16 Body 1.02 (0.72; 1.46) 9.0E-01
cg17552686 ZBTB20 chr3 5'UTR 1.04 (0.54; 2.01) 9.0E-01
cg13445575 NOL4L chr20 Body 0.98 (0.71; 1.36) 9.0E-01
cg19131049 TNRC6B chr22 TSS200 0.98 (0.72; 1.33) 9.0E-01
cg24963653 PTPRN2 chr7 Body 0.97 (0.66; 1.45) 9.0E-01
cg20748143 CACNA1C chr12 5'UTR 0.98 (0.72; 1.33) 9.0E-01
cg20748143 CACNA1C chr12 1stExon 0.98 (0.72; 1.33) 9.0E-01
cg24072927 PTPRN2 chr7 Body 1.02 (0.75; 1.4) 9.0E-01
cg00100375 TENM2 chr5 Body 0.98 (0.73; 1.32) 9.0E-01
cg05264279 PTPRN2 chr7 Body 0.98 (0.71; 1.36) 9.0E-01
cg05577736 MTCL1 chr18 Body 1.02 (0.74; 1.41) 9.0E-01
cg09017928 PTPRN2 chr7 Body 1.02 (0.73; 1.43) 9.0E-01
cg24359717 FBXO32 chr8 Body 0.96 (0.52; 1.77) 9.0E-01
cg10455486 CDH11 chr16 ExonBnd 0.98 (0.7; 1.37) 9.0E-01
cg10455486 CDH11 chr16 Body 0.98 (0.7; 1.37) 9.0E-01
cg17525025 TNRC6A chr16 TSS1500 1.02 (0.75; 1.4) 9.0E-01
cg25069772 PHACTR1 chr6 Body 1.02 (0.76; 1.38) 9.0E-01
cg16852792 NRXN1 chr2 Body 1.02 (0.72; 1.44) 9.0E-01
cg02352722 CDH11 chr16 5'UTR 1.03 (0.64; 1.65) 9.0E-01
cg12302983 UBE2E2 chr3 5'UTR 0.97 (0.63; 1.49) 9.0E-01
cg10656742 TNFRSF19 chr13 5'UTR 0.97 (0.64; 1.48) 9.0E-01
cg10656742 TNFRSF19 chr13 TSS1500 0.97 (0.64; 1.48) 9.0E-01
cg10555307 CTNND2 chr5 Body 0.98 (0.69; 1.39) 9.0E-01
cg02485588 TNRC18 chr7 Body 1.03 (0.69; 1.53) 9.0E-01
cg15018217 WWOX chr16 Body 0.98 (0.71; 1.35) 9.0E-01
cg01791684 RECQL5 chr17 TSS1500 0.98 (0.7; 1.36) 9.0E-01
cg25276892 TNRC6B chr22 Body 0.97 (0.56; 1.65) 9.0E-01
cg25276892 TNRC6B chr22 TSS1500 0.97 (0.56; 1.65) 9.0E-01
cg11251135 RTN4RL1 chr17 Body 1.02 (0.73; 1.43) 9.0E-01
cg00661512 ATP8A1 chr4 Body 0.98 (0.7; 1.36) 9.0E-01
cg08987482 PEX14 chr1 Body 1.03 (0.63; 1.7) 9.0E-01
cg23544566 PTPRN2 chr7 Body 0.98 (0.69; 1.39) 9.0E-01
cg06659019 TENM2 chr5 Body 1.02 (0.73; 1.42) 9.0E-01
cg15097617 CNTNAP2 chr7 Body 0.98 (0.69; 1.39) 9.0E-01
cg09159856 SRSF10 chr1 Body 1.03 (0.65; 1.63) 9.0E-01
cg09159856 SRSF10 chr1 3'UTR 1.03 (0.65; 1.63) 9.0E-01
cg00930755 TENM2 chr5 Body 0.95 (0.45; 2.01) 9.0E-01
cg20943251 COL1A2 chr7 3'UTR 0.98 (0.72; 1.33) 9.0E-01
cg24204878 PTPRN2 chr7 Body 0.98 (0.67; 1.43) 9.0E-01
cg09728869 AKAP13 chr15 5'UTR 0.97 (0.57; 1.63) 9.0E-01
cg03258760 TNFRSF19 chr13 5'UTR 1.02 (0.75; 1.39) 9.0E-01
cg03258760 TNFRSF19 chr13 TSS1500 1.02 (0.75; 1.39) 9.0E-01



cg02927136 ACVR2A chr2 Body 0.98 (0.72; 1.34) 9.0E-01
cg16678412 ATF7IP2 chr16 Body 0.98 (0.67; 1.42) 9.0E-01
cg25102472 CACNA1C chr12 Body 0.98 (0.69; 1.38) 9.0E-01
cg18928956 NDUFA9 chr12 Body 0.98 (0.7; 1.38) 9.0E-01
cg18928956 AKAP3 chr12 TSS1500 0.98 (0.7; 1.38) 9.0E-01
cg00095626 GNA12 chr7 Body 1.02 (0.73; 1.43) 9.0E-01
cg02994349 SGIP1 chr1 TSS200 1.03 (0.67; 1.58) 9.0E-01
cg03424860 PTPRN2 chr7 Body 0.98 (0.72; 1.33) 9.0E-01
cg27466709 RTN4RL1 chr17 Body 0.97 (0.61; 1.55) 9.0E-01
cg26054057 CTDSPL chr3 Body 0.98 (0.67; 1.42) 9.0E-01
cg23862140 PHACTR1 chr6 Body 0.98 (0.66; 1.44) 9.0E-01
cg03436967 CNTNAP2 chr7 Body 0.98 (0.71; 1.35) 9.0E-01
cg26001056 AKAP13 chr15 5'UTR 1.05 (0.49; 2.22) 9.0E-01
cg14895029 GNA12 chr7 Body 0.98 (0.71; 1.36) 9.0E-01
cg13266188 UBE2E2 chr3 Body 0.98 (0.7; 1.38) 9.0E-01
cg07298917 DMXL2 chr15 Body 0.98 (0.68; 1.4) 9.0E-01
cg14973055 DNAI2 chr17 Body 1.03 (0.63; 1.68) 9.0E-01
cg21364020 TNRC18 chr7 Body 0.98 (0.74; 1.3) 9.0E-01
cg14355023 CNTNAP2 chr7 Body 0.98 (0.72; 1.34) 9.0E-01
cg26281728 AKAP13 chr15 5'UTR 1.02 (0.75; 1.39) 9.0E-01
cg26281728 AKAP13 chr15 1stExon 1.02 (0.75; 1.39) 9.0E-01
cg24635257 TNFRSF1B chr1 TSS200 1.02 (0.72; 1.44) 9.0E-01
cg24077076 PTPRN2 chr7 Body 1.02 (0.76; 1.35) 9.0E-01
cg01434465 TENM2 chr5 Body 1.02 (0.69; 1.51) 9.0E-01
cg09388810 TNRC18 chr7 Body 0.98 (0.7; 1.37) 9.0E-01
cg15704521 GNA12 chr7 Body 1.05 (0.47; 2.34) 9.0E-01
cg27616595 CNTNAP2 chr7 Body 0.97 (0.64; 1.49) 9.0E-01
cg12232006 WWOX chr16 Body 0.98 (0.71; 1.36) 9.0E-01
cg13974683 DMXL2 chr15 Body 0.97 (0.56; 1.68) 9.0E-01
cg17737875 PTPRN2 chr7 Body 1.02 (0.76; 1.37) 9.0E-01
cg02620569 CTNND2 chr5 Body 1.02 (0.75; 1.38) 9.0E-01
cg18882910 CACNA1C chr12 Body 0.98 (0.68; 1.42) 9.1E-01
cg18639374 PTPRN2 chr7 Body 0.98 (0.72; 1.33) 9.1E-01
cg26786017 WWOX chr16 Body 1.02 (0.74; 1.41) 9.1E-01
cg00501111 ZFP91 chr11 TSS1500 1.02 (0.72; 1.44) 9.1E-01
cg15199594 TENM2 chr5 TSS1500 1.02 (0.68; 1.54) 9.1E-01
cg10934821 TAOK3 chr12 5'UTR 1.02 (0.75; 1.39) 9.1E-01
cg16510127 MEX3A chr1 Body 0.98 (0.7; 1.38) 9.1E-01
cg16066771 CACNA1C chr12 Body 1.02 (0.72; 1.45) 9.1E-01
cg04481045 TNRC18 chr7 Body 0.98 (0.71; 1.36) 9.1E-01
cg27196442 WWOX chr16 Body 1.02 (0.75; 1.38) 9.1E-01
cg13836770 TNFRSF1B chr1 TSS200 1.02 (0.75; 1.39) 9.1E-01
cg05231753 TNFRSF10B chr8 Body 0.98 (0.71; 1.35) 9.1E-01
cg26942930 CNTNAP2 chr7 Body 0.98 (0.7; 1.37) 9.1E-01
cg10754395 PTPRN2 chr7 Body 1.02 (0.7; 1.49) 9.1E-01
cg26926387 CUX2 chr12 Body 1.02 (0.74; 1.4) 9.1E-01
cg11889808 PTPRN2 chr7 Body 1.02 (0.72; 1.45) 9.1E-01
cg03879673 SGIP1 chr1 5'UTR 0.97 (0.61; 1.54) 9.1E-01
cg03879673 SGIP1 chr1 1stExon 0.97 (0.61; 1.54) 9.1E-01
cg05841636 MBD5 chr2 5'UTR 1.02 (0.7; 1.49) 9.1E-01
cg13060572 TNRC6B chr22 Body 1.03 (0.66; 1.59) 9.1E-01
cg20978220 AKAP13 chr15 Body 1.03 (0.67; 1.56) 9.1E-01
cg10518481 PTPRS chr19 TSS1500 0.98 (0.72; 1.33) 9.1E-01
cg13857601 WWOX chr16 TSS1500 1.02 (0.72; 1.46) 9.1E-01
cg12879569 CACNA1C chr12 Body 1.02 (0.76; 1.37) 9.1E-01
cg16821426 CHCHD6 chr3 Body 0.98 (0.67; 1.42) 9.1E-01
cg02920900 PTPRN2 chr7 Body 1.02 (0.75; 1.39) 9.1E-01
cg27099497 PTPRN2 chr7 Body 1.02 (0.76; 1.36) 9.1E-01
cg04693494 NOL4L chr20 Body 1.02 (0.72; 1.46) 9.1E-01
cg11813009 CTDSPL2 chr15 5'UTR 1.02 (0.75; 1.38) 9.1E-01
cg08424893 TNRC6B chr22 Body 0.96 (0.51; 1.82) 9.1E-01



cg04244873 ORC4 chr2 5'UTR 0.98 (0.71; 1.36) 9.1E-01
cg24671229 CSMD2 chr1 Body 1.02 (0.76; 1.37) 9.1E-01
cg22719146 CTNND2 chr5 Body 1.02 (0.75; 1.38) 9.1E-01
cg12692286 SUGCT chr7 Body 0.98 (0.73; 1.32) 9.1E-01
cg19349713 CPEB1 chr15 Body 0.97 (0.53; 1.77) 9.1E-01
cg15243702 CTDSPL2 chr15 5'UTR 0.98 (0.68; 1.4) 9.1E-01
cg10535597 CUX2 chr12 Body 1.02 (0.72; 1.44) 9.1E-01
cg27195778 ZBTB20 chr3 5'UTR 1.02 (0.69; 1.51) 9.1E-01
cg27195778 ZBTB20 chr3 Body 1.02 (0.69; 1.51) 9.1E-01
cg17385674 ARID1A chr1 TSS1500 0.98 (0.72; 1.34) 9.1E-01
cg26641455 PTPRN2 chr7 Body 1.02 (0.74; 1.41) 9.1E-01
cg00418027 BARX1 chr9 Body 0.97 (0.59; 1.6) 9.1E-01
cg12770149 SUSD4 chr1 5'UTR 0.98 (0.68; 1.42) 9.1E-01
cg21733150 SGIP1 chr1 Body 1.02 (0.71; 1.46) 9.1E-01
cg22498223 PTPRN2 chr7 Body 0.98 (0.67; 1.43) 9.1E-01
cg14289852 PTPRN2 chr7 Body 0.98 (0.73; 1.32) 9.1E-01
cg06251773 CSMD2 chr1 Body 0.97 (0.59; 1.6) 9.1E-01
cg14422759 RTN4R chr22 Body 1.02 (0.71; 1.46) 9.1E-01
cg12820461 PTPRN2 chr7 Body 0.98 (0.69; 1.39) 9.1E-01
cg08549497 WWOX chr16 Body 1.02 (0.74; 1.4) 9.1E-01
cg00765111 TENM2 chr5 Body 0.98 (0.71; 1.35) 9.1E-01
cg00765111 CTB-178M22.2 chr5 TSS1500 0.98 (0.71; 1.35) 9.1E-01
cg13987304 TENM2 chr5 Body 1.02 (0.74; 1.4) 9.1E-01
cg13987304 CTB-178M22.2 chr5 Body 1.02 (0.74; 1.4) 9.1E-01
cg09784523 ELAVL4 chr1 TSS1500 1.02 (0.69; 1.51) 9.1E-01
cg09784523 ELAVL4 chr1 TSS200 1.02 (0.69; 1.51) 9.1E-01
cg09784523 ELAVL4 chr1 Body 1.02 (0.69; 1.51) 9.1E-01
cg12108849 TNR chr1 Body 0.98 (0.64; 1.49) 9.1E-01
cg18241780 TAOK3 chr12 Body 0.98 (0.71; 1.35) 9.1E-01
cg23263176 TENM2 chr5 Body 1.02 (0.74; 1.39) 9.1E-01
cg11028496 PTPRN2 chr7 Body 1.02 (0.75; 1.39) 9.1E-01
cg10253902 DACH1 chr13 Body 1.02 (0.69; 1.52) 9.1E-01
cg19524238 GNA12 chr7 Body 1.02 (0.76; 1.37) 9.1E-01
cg14211350 PTPRN2 chr7 Body 1.02 (0.72; 1.45) 9.1E-01
cg25037841 RTN4R chr22 Body 0.98 (0.7; 1.38) 9.1E-01
cg14430141 TNR chr1 5'UTR 0.98 (0.63; 1.52) 9.1E-01
cg25387685 PTPRN2 chr7 Body 0.98 (0.69; 1.39) 9.1E-01
cg03161673 PTPRN2 chr7 Body 0.98 (0.68; 1.41) 9.1E-01
cg12015310 MEIS2 chr15 5'UTR 1.02 (0.71; 1.46) 9.1E-01
cg12015310 MEIS2 chr15 1stExon 1.02 (0.71; 1.46) 9.1E-01
cg12015310 MEIS2 chr15 TSS1500 1.02 (0.71; 1.46) 9.1E-01
cg27190366 RTN4 chr2 TSS200 0.98 (0.72; 1.34) 9.1E-01
cg09709951 ATF7 chr12 5'UTR 1.02 (0.77; 1.35) 9.1E-01
cg14002960 NOL4 chr18 Body 0.98 (0.63; 1.5) 9.1E-01
cg01961965 PTPRN2 chr7 Body 1.02 (0.74; 1.39) 9.1E-01
cg03987919 CTNND2 chr5 Body 0.98 (0.64; 1.5) 9.1E-01
cg03987919 CTNND2 chr5 5'UTR 0.98 (0.64; 1.5) 9.1E-01
cg23168264 MEIS2 chr15 5'UTR 0.98 (0.72; 1.35) 9.1E-01
cg23168264 MEIS2 chr15 1stExon 0.98 (0.72; 1.35) 9.1E-01
cg23168264 MEIS2 chr15 TSS1500 0.98 (0.72; 1.35) 9.1E-01
cg27254040 NRXN1 chr2 Body 1.02 (0.7; 1.49) 9.2E-01
cg22400059 PEX14 chr1 Body 0.98 (0.7; 1.37) 9.2E-01
cg26995924 RTN4 chr2 TSS1500 0.98 (0.68; 1.41) 9.2E-01
cg26995924 RTN4 chr2 Body 0.98 (0.68; 1.41) 9.2E-01
cg13632655 PTPRN2 chr7 Body 1.02 (0.72; 1.44) 9.2E-01
cg04910840 FBXO36 chr2 TSS200 0.98 (0.71; 1.35) 9.2E-01
cg21832978 ALCAM chr3 Body 0.98 (0.7; 1.38) 9.2E-01
cg07385090 WWOX chr16 5'UTR 0.98 (0.71; 1.36) 9.2E-01
cg07385090 WWOX chr16 Body 0.98 (0.71; 1.36) 9.2E-01
cg07385090 WWOX chr16 1stExon 0.98 (0.71; 1.36) 9.2E-01
cg27347936 CTNND2 chr5 Body 1.02 (0.68; 1.53) 9.2E-01



cg27347936 CTNND2 chr5 5'UTR 1.02 (0.68; 1.53) 9.2E-01
cg25402818 PTPRN2 chr7 Body 0.98 (0.7; 1.38) 9.2E-01
cg10434814 PTPRN2 chr7 Body 0.98 (0.74; 1.31) 9.2E-01
cg00762354 CEP350 chr1 Body 1.02 (0.76; 1.35) 9.2E-01
cg24728456 CSMD2 chr1 Body 1.02 (0.74; 1.4) 9.2E-01
cg26411041 ATF7 chr12 Body 0.98 (0.71; 1.36) 9.2E-01
cg02019508 ATF7 chr12 TSS1500 0.98 (0.72; 1.35) 9.2E-01
cg02019508 ATF7 chr12 5'UTR 0.98 (0.72; 1.35) 9.2E-01
cg12134752 PTPRS chr19 Body 0.97 (0.6; 1.59) 9.2E-01
cg19593344 PTPRN2 chr7 Body 0.98 (0.72; 1.34) 9.2E-01
cg01148766 CTNND2 chr5 Body 1.02 (0.76; 1.36) 9.2E-01
cg21221712 AKAP13 chr15 Body 1.02 (0.71; 1.45) 9.2E-01
cg09947615 ATP8A1 chr4 TSS1500 0.98 (0.71; 1.36) 9.2E-01
cg08944961 CUX2 chr12 Body 0.98 (0.66; 1.44) 9.2E-01
cg00461149 PTPRN2 chr7 Body 0.98 (0.68; 1.41) 9.2E-01
cg08401143 PTPRN2 chr7 Body 0.98 (0.72; 1.34) 9.2E-01
cg15460516 TNFRSF12A chr16 TSS200 0.98 (0.73; 1.33) 9.2E-01
cg05635096 CCDC80 chr3 Body 1.02 (0.73; 1.41) 9.2E-01
cg19437757 PTPRN2 chr7 Body 0.98 (0.72; 1.34) 9.2E-01
cg23131026 FBXO31 chr16 TSS1500 0.98 (0.69; 1.39) 9.2E-01
cg11020333 GNA12 chr7 Body 1.03 (0.63; 1.66) 9.2E-01
cg17133734 AKAP13 chr15 Body 0.98 (0.7; 1.38) 9.2E-01
cg12937684 PTPRN2 chr7 Body 1.02 (0.72; 1.44) 9.2E-01
cg09130676 PTPRN2 chr7 Body 0.98 (0.69; 1.4) 9.2E-01
cg23887878 NRXN1 chr2 Body 1.02 (0.67; 1.57) 9.2E-01
cg12888632 PTPRU chr1 Body 1.02 (0.68; 1.53) 9.2E-01
cg24457614 NRXN1 chr2 Body 0.98 (0.68; 1.41) 9.2E-01
cg23538400 RTN4RL1 chr17 Body 1.02 (0.7; 1.48) 9.2E-01
cg27322071 FBXO31 chr16 Body 0.98 (0.69; 1.4) 9.2E-01
cg03859906 ACVR2A chr2 5'UTR 0.99 (0.74; 1.32) 9.2E-01
cg03859906 ACVR2A chr2 Body 0.99 (0.74; 1.32) 9.2E-01
cg24591824 CACNA1C chr12 Body 0.98 (0.71; 1.36) 9.2E-01
cg22959894 PTPRN2 chr7 Body 0.98 (0.62; 1.55) 9.2E-01
cg07806164 UBE2E2 chr3 TSS200 1.02 (0.74; 1.4) 9.2E-01
cg04234424 CNTNAP2 chr7 Body 1.02 (0.74; 1.4) 9.2E-01
cg24436689 DCUN1D4 chr4 TSS1500 0.98 (0.65; 1.47) 9.2E-01
cg21934675 SGIP1 chr1 Body 0.98 (0.7; 1.39) 9.2E-01
cg16665765 CTDSPL chr3 Body 0.97 (0.55; 1.71) 9.2E-01
cg21301642 CTDSPL chr3 Body 0.95 (0.37; 2.43) 9.2E-01
cg01235172 PTPRN2 chr7 Body 0.98 (0.61; 1.55) 9.2E-01
cg06073499 CSMD2 chr1 Body 1.02 (0.74; 1.4) 9.2E-01
cg14897316 CUX2 chr12 Body 0.98 (0.72; 1.35) 9.2E-01
cg01916446 FBXO31 chr16 TSS200 0.99 (0.73; 1.32) 9.2E-01
cg20844469 CDH13 chr16 5'UTR 1.02 (0.7; 1.47) 9.2E-01
cg20844469 CDH13 chr16 Body 1.02 (0.7; 1.47) 9.2E-01
cg22729960 PTPRU chr1 Body 0.98 (0.71; 1.36) 9.2E-01
cg18327157 PTPRN2 chr7 Body 1.02 (0.74; 1.4) 9.2E-01
cg09258788 PTPRN2 chr7 Body 0.98 (0.71; 1.37) 9.2E-01
cg11889800 AKAP13 chr15 Body 0.97 (0.54; 1.76) 9.2E-01
cg13104745 TNRC18 chr7 Body 1.02 (0.68; 1.53) 9.2E-01
cg13144857 PDE8A chr15 5'UTR 0.98 (0.65; 1.47) 9.2E-01
cg13144857 PDE8A chr15 Body 0.98 (0.65; 1.47) 9.2E-01
cg05308556 PTPRN2 chr7 Body 0.99 (0.73; 1.33) 9.2E-01
cg16772598 COL5A2 chr2 TSS1500 0.98 (0.65; 1.47) 9.2E-01
cg04860285 CHCHD6 chr3 Body 0.98 (0.66; 1.46) 9.2E-01
cg18459233 TAOK3 chr12 5'UTR 0.98 (0.72; 1.34) 9.2E-01
cg06890761 PTPRN2 chr7 Body 1.02 (0.74; 1.4) 9.2E-01
cg10358780 GOLT1B chr12 5'UTR 1.01 (0.76; 1.35) 9.2E-01
cg10358780 GOLT1B chr12 1stExon 1.01 (0.76; 1.35) 9.2E-01
cg10358780 RECQL chr12 TSS200 1.01 (0.76; 1.35) 9.2E-01
cg12169153 CREBBP chr16 Body 1.02 (0.74; 1.39) 9.2E-01



cg08927975 FSTL1 chr3 Body 0.98 (0.7; 1.39) 9.2E-01
cg21658616 PTPRS chr19 Body 0.98 (0.72; 1.35) 9.2E-01
cg04134048 TNFRSF10D chr8 TSS200 1.02 (0.73; 1.41) 9.2E-01
cg08455926 AKAP13 chr15 Body 1.02 (0.73; 1.42) 9.2E-01
cg08455926 AKAP13 chr15 ExonBnd 1.02 (0.73; 1.42) 9.2E-01
cg15913875 RTN4 chr2 3'UTR 0.99 (0.72; 1.34) 9.2E-01
cg00946507 RECQL5 chr17 Body 0.98 (0.69; 1.4) 9.2E-01
cg03473270 TENM2 chr5 TSS1500 1.02 (0.68; 1.54) 9.2E-01
cg15521382 WWOX chr16 Body 1.02 (0.73; 1.41) 9.2E-01
cg22148433 TENM2 chr5 Body 0.98 (0.58; 1.65) 9.2E-01
cg25751788 RTN4RL2 chr11 Body 1.02 (0.69; 1.5) 9.2E-01
cg05527604 PTPRN2 chr7 Body 0.99 (0.74; 1.32) 9.2E-01
cg16006415 PTPRN2 chr7 Body 1.02 (0.68; 1.53) 9.3E-01
cg16155453 CACNA1C chr12 Body 1.02 (0.71; 1.46) 9.3E-01
cg19756611 DACH1 chr13 TSS1500 0.98 (0.68; 1.43) 9.3E-01
cg09831558 SCAF8 chr6 Body 1.02 (0.71; 1.47) 9.3E-01
cg03340215 CPEB1 chr15 Body 0.99 (0.73; 1.33) 9.3E-01
cg11985321 PTPRN2 chr7 Body 0.98 (0.69; 1.4) 9.3E-01
cg17020516 TAOK3 chr12 5'UTR 0.98 (0.68; 1.42) 9.3E-01
cg23633413 CHFR chr12 Body 1.01 (0.75; 1.37) 9.3E-01
cg19374303 PTPRS chr19 Body 0.98 (0.7; 1.38) 9.3E-01
cg23328412 SGIP1 chr1 Body 0.98 (0.64; 1.51) 9.3E-01
cg23316732 ZBTB20 chr3 5'UTR 1.02 (0.7; 1.47) 9.3E-01
cg12912426 ATF7IP chr12 5'UTR 1.03 (0.59; 1.77) 9.3E-01
cg15672331 AKAP13 chr15 TSS200 1.01 (0.76; 1.36) 9.3E-01
cg21705926 PTPRN2 chr7 Body 0.98 (0.7; 1.38) 9.3E-01
cg10318906 BARX1 chr9 TSS1500 0.98 (0.69; 1.4) 9.3E-01
cg23235971 PTPRN2 chr7 Body 1.02 (0.71; 1.46) 9.3E-01
cg00660163 MEX3A chr1 TSS1500 1.01 (0.74; 1.39) 9.3E-01
cg01252513 CUX2 chr12 Body 1.01 (0.76; 1.36) 9.3E-01
cg13949213 ERI3 chr1 Body 0.99 (0.73; 1.33) 9.3E-01
cg05316650 GNA12 chr7 Body 1.03 (0.51; 2.09) 9.3E-01
cg01083894 ZNF704 chr8 3'UTR 0.98 (0.62; 1.54) 9.3E-01
cg13763577 UNC80 chr2 Body 0.98 (0.59; 1.61) 9.3E-01
cg13034073 GNA12 chr7 3'UTR 0.98 (0.68; 1.43) 9.3E-01
cg13721576 TENM2 chr5 Body 0.98 (0.71; 1.37) 9.3E-01
cg20120197 PTPRN2 chr7 Body 0.98 (0.71; 1.37) 9.3E-01
cg09365942 SUGCT chr7 Body 1.02 (0.7; 1.47) 9.3E-01
cg08792057 BARX2 chr11 Body 0.99 (0.73; 1.34) 9.3E-01
cg23636833 PTPRN2 chr7 Body 0.98 (0.62; 1.54) 9.3E-01
cg00097432 ZBTB20 chr3 5'UTR 1.01 (0.75; 1.38) 9.3E-01
cg00097432 ZBTB20 chr3 TSS200 1.01 (0.75; 1.38) 9.3E-01
cg14064193 PTPRN2 chr7 Body 1.01 (0.76; 1.36) 9.3E-01
cg22626260 PTPRN2 chr7 Body 0.98 (0.68; 1.42) 9.3E-01
cg13735493 NOL4L chr20 Body 0.96 (0.37; 2.46) 9.3E-01
cg11358565 ELAVL4 chr1 Body 1.02 (0.71; 1.46) 9.3E-01
cg05325288 ATP6V0C chr16 Body 1.01 (0.75; 1.36) 9.3E-01
cg22173311 PTPRS chr19 Body 1.01 (0.73; 1.41) 9.3E-01
cg26150071 CSMD2 chr1 Body 1.01 (0.73; 1.41) 9.3E-01
cg05139870 SMARCD3 chr7 TSS200 0.98 (0.57; 1.68) 9.3E-01
cg05139870 SMARCD3 chr7 Body 0.98 (0.57; 1.68) 9.3E-01
cg13604276 PTPRN2 chr7 Body 0.98 (0.68; 1.42) 9.3E-01
cg09604180 POU2F1 chr1 Body 0.97 (0.49; 1.92) 9.3E-01
cg06094238 PTPRN2 chr7 Body 0.99 (0.72; 1.35) 9.3E-01
cg06805236 CUX2 chr12 Body 1.02 (0.72; 1.44) 9.3E-01
cg08330366 ZFP91 chr11 Body 0.99 (0.71; 1.36) 9.3E-01
cg23243463 BRUNOL4 chr18 TSS1500 1.02 (0.69; 1.51) 9.3E-01
cg01932827 RTN4RL2 chr11 TSS1500 1.02 (0.72; 1.44) 9.3E-01
cg01372212 CTNND2 chr5 Body 0.98 (0.69; 1.4) 9.3E-01
cg01372212 CTNND2 chr5 5'UTR 0.98 (0.69; 1.4) 9.3E-01
cg07041341 ATP6V0C chr16 TSS200 0.98 (0.69; 1.41) 9.3E-01



cg07179329 CDH13 chr16 Body 1.02 (0.68; 1.52) 9.3E-01
cg20993270 SUGCT chr7 Body 1.01 (0.74; 1.38) 9.3E-01
cg19013174 ZBTB20 chr3 Body 0.98 (0.69; 1.41) 9.3E-01
cg19013174 ZBTB20 chr3 5'UTR 0.98 (0.69; 1.41) 9.3E-01
cg27040423 CHFR chr12 TSS1500 1.01 (0.73; 1.4) 9.3E-01
cg23987876 PTPRU chr1 TSS1500 1.02 (0.7; 1.48) 9.3E-01
cg02303933 MTNR1A chr4 Body 1.01 (0.74; 1.38) 9.3E-01
cg02302183 CDH13 chr16 5'UTR 1.01 (0.75; 1.36) 9.3E-01
cg02302183 CDH13 chr16 Body 1.01 (0.75; 1.36) 9.3E-01
cg06879394 PHACTR1 chr6 Body 0.99 (0.74; 1.32) 9.3E-01
cg05078438 CDH13 chr16 Body 1.01 (0.72; 1.43) 9.3E-01
cg18332677 RTN4R chr22 Body 1.03 (0.52; 2.02) 9.3E-01
cg11872672 PTPRN2 chr7 Body 1.01 (0.72; 1.43) 9.3E-01
cg21368462 ACVR2A chr2 Body 1.01 (0.75; 1.37) 9.3E-01
cg27109125 DMXL2 chr15 3'UTR 1.02 (0.69; 1.51) 9.3E-01
cg04538770 TENM2 chr5 Body 1.01 (0.73; 1.41) 9.3E-01
cg25675668 ATP6V0C chr16 TSS1500 1.01 (0.73; 1.41) 9.3E-01
cg25675668 ATP6V0C chr16 TSS200 1.01 (0.73; 1.41) 9.3E-01
cg23752548 BRUNOL4 chr18 Body 0.99 (0.71; 1.37) 9.3E-01
cg17401720 PTPRN2 chr7 Body 1.02 (0.71; 1.44) 9.3E-01
cg22824265 FBXO33 chr14 1stExon 1.01 (0.73; 1.41) 9.3E-01
cg24463469 FBXO33 chr14 Body 0.99 (0.72; 1.35) 9.3E-01
cg23253053 CUX2 chr12 Body 0.98 (0.65; 1.48) 9.3E-01
cg23066280 PTPRN2 chr7 Body 0.99 (0.74; 1.32) 9.3E-01
cg05492172 SGIP1 chr1 Body 1.01 (0.74; 1.39) 9.3E-01
cg00067702 TENM2 chr5 Body 0.98 (0.64; 1.5) 9.3E-01
cg21604450 SGIP1 chr1 TSS1500 0.98 (0.64; 1.5) 9.3E-01
cg14260709 PTPRN2 chr7 Body 1.01 (0.74; 1.39) 9.3E-01
cg08326660 CNTF chr11 TSS1500 1.01 (0.77; 1.33) 9.3E-01
cg11620689 ALCAM chr3 Body 1.02 (0.7; 1.48) 9.4E-01
cg05453434 CDH13 chr16 Body 0.99 (0.69; 1.41) 9.4E-01
cg15657287 ERI3 chr1 Body 1.01 (0.72; 1.44) 9.4E-01
cg13275908 COL5A2 chr2 Body 0.98 (0.68; 1.43) 9.4E-01
cg08091526 WWOX chr16 Body 0.99 (0.72; 1.36) 9.4E-01
cg05670275 FBXO36 chr2 1stExon 1.01 (0.73; 1.4) 9.4E-01
cg08221669 RTN4R chr22 Body 1.01 (0.74; 1.38) 9.4E-01
cg21724547 TNR chr1 5'UTR 0.99 (0.69; 1.4) 9.4E-01
cg27088726 CDH13 chr16 Body 1.01 (0.74; 1.38) 9.4E-01
cg16423638 CREBBP chr16 Body 0.99 (0.69; 1.41) 9.4E-01
cg24114762 TNFRSF10C chr8 TSS1500 0.99 (0.7; 1.4) 9.4E-01
cg08685853 ERI3 chr1 Body 0.98 (0.6; 1.6) 9.4E-01
cg07771123 PTPRU chr1 Body 1.02 (0.65; 1.6) 9.4E-01
cg26892401 GNA12 chr7 Body 0.99 (0.7; 1.39) 9.4E-01
cg06089298 SCAF8 chr6 Body 0.99 (0.74; 1.32) 9.4E-01
cg16323245 ZBTB20 chr3 5'UTR 0.97 (0.48; 1.98) 9.4E-01
cg00409812 CACNA1C chr12 Body 0.98 (0.56; 1.71) 9.4E-01
cg01955203 FBXO32 chr8 3'UTR 0.99 (0.69; 1.4) 9.4E-01
cg26896499 SUSD4 chr1 Body 1.01 (0.72; 1.42) 9.4E-01
cg18293555 RTN4R chr22 Body 0.99 (0.69; 1.4) 9.4E-01
cg27609967 ELAVL4 chr1 1stExon 1.02 (0.59; 1.77) 9.4E-01
cg27609967 ELAVL4 chr1 Body 1.02 (0.59; 1.77) 9.4E-01
cg27609967 ELAVL4 chr1 5'UTR 1.02 (0.59; 1.77) 9.4E-01
cg00674848 CREBBP chr16 Body 0.98 (0.67; 1.45) 9.4E-01
cg19334350 PTPRN2 chr7 Body 0.98 (0.66; 1.47) 9.4E-01
cg27503577 TNRC6C chr17 Body 1.01 (0.71; 1.44) 9.4E-01
cg01123783 CNTNAP2 chr7 Body 0.99 (0.72; 1.35) 9.4E-01
cg11879902 CACNA1C chr12 Body 1.01 (0.72; 1.42) 9.4E-01
cg12971683 ARID1A chr1 Body 1.02 (0.68; 1.51) 9.4E-01
cg03361379 PTPRN2 chr7 Body 0.98 (0.63; 1.53) 9.4E-01
cg11073447 CUX2 chr12 Body 1.01 (0.75; 1.37) 9.4E-01
cg11918372 FBXO11 chr2 5'UTR 1.01 (0.74; 1.39) 9.4E-01



cg11918372 FBXO11 chr2 1stExon 1.01 (0.74; 1.39) 9.4E-01
cg03088104 FBXO34 chr14 1stExon 1.01 (0.75; 1.36) 9.4E-01
cg03088104 FBXO34 chr14 TSS1500 1.01 (0.75; 1.36) 9.4E-01
cg03088104 FBXO34 chr14 5'UTR 1.01 (0.75; 1.36) 9.4E-01
cg13878536 PTPRN2 chr7 Body 0.98 (0.66; 1.47) 9.4E-01
cg24589514 FBXO33 chr14 1stExon 0.99 (0.7; 1.39) 9.4E-01
cg20595490 MBD5 chr2 TSS1500 1.01 (0.71; 1.45) 9.4E-01
cg01255782 CPEB1 chr15 Body 0.99 (0.66; 1.47) 9.4E-01
cg19505398 DDHD2 chr8 ExonBnd 0.99 (0.66; 1.47) 9.4E-01
cg19505398 DDHD2 chr8 Body 0.99 (0.66; 1.47) 9.4E-01
cg08247053 CSMD2 chr1 Body 0.99 (0.72; 1.35) 9.4E-01
cg12577925 DNAI2 chr17 5'UTR 0.98 (0.55; 1.75) 9.4E-01
cg26220316 CTDSPL2 chr15 Body 0.99 (0.7; 1.38) 9.4E-01
cg02373104 CNTNAP2 chr7 Body 1.01 (0.73; 1.4) 9.4E-01
cg07317983 ZBTB20 chr3 TSS1500 1.01 (0.72; 1.42) 9.4E-01
cg07317983 ZBTB20 chr3 5'UTR 1.01 (0.72; 1.42) 9.4E-01
cg15535177 AKAP13 chr15 Body 0.98 (0.65; 1.5) 9.4E-01
cg17975235 ZNF704 chr8 Body 1.02 (0.63; 1.64) 9.4E-01
cg27299588 PTPRS chr19 Body 1.02 (0.64; 1.62) 9.4E-01
cg11373212 CTDSPL chr3 Body 1.03 (0.41; 2.6) 9.4E-01
cg15928247 UBE2E2 chr3 Body 0.99 (0.69; 1.41) 9.4E-01
cg18581392 CUX2 chr12 Body 1.02 (0.66; 1.57) 9.4E-01
cg09794469 TNRC18 chr7 Body 1.01 (0.71; 1.45) 9.4E-01
cg07846348 TENM2 chr5 Body 0.99 (0.73; 1.35) 9.4E-01
cg12329318 COL5A2 chr2 Body 0.99 (0.67; 1.44) 9.4E-01
cg25221496 MEIS2 chr15 Body 1.01 (0.73; 1.4) 9.4E-01
cg08297140 FBXO32 chr8 TSS1500 0.99 (0.74; 1.33) 9.4E-01
cg07144984 ZBTB20 chr3 5'UTR 1.01 (0.69; 1.48) 9.4E-01
cg09592903 RTN4 chr2 Body 1.01 (0.75; 1.36) 9.4E-01
cg07135835 CUX2 chr12 Body 0.97 (0.39; 2.4) 9.4E-01
cg00841784 UBE2E2 chr3 Body 0.99 (0.72; 1.36) 9.4E-01
cg12860753 FBXO33 chr14 Body 1.01 (0.72; 1.42) 9.4E-01
cg05765703 PTPRN2 chr7 Body 1.01 (0.75; 1.36) 9.4E-01
cg25406735 FBXO32 chr8 1stExon 1.01 (0.76; 1.35) 9.4E-01
cg22380476 CTDSPL chr3 Body 0.99 (0.66; 1.48) 9.4E-01

ch.7.3089487R CNTNAP2 chr7 Body 1.01 (0.73; 1.4) 9.4E-01
cg25496967 CSMD2 chr1 TSS200 1.01 (0.68; 1.51) 9.4E-01
cg25496967 CSMD2 chr1 Body 1.01 (0.68; 1.51) 9.4E-01
cg21931713 PEX14 chr1 Body 1.02 (0.62; 1.68) 9.4E-01
cg27200730 CDH13 chr16 Body 1.01 (0.74; 1.39) 9.4E-01
cg21926698 EIF2S1 chr14 TSS1500 0.99 (0.7; 1.4) 9.4E-01
cg23762306 CREBBP chr16 Body 1.02 (0.66; 1.57) 9.4E-01
cg07365274 ZBTB20 chr3 TSS200 1.01 (0.74; 1.38) 9.4E-01
cg11803278 PTPRN2 chr7 Body 0.99 (0.73; 1.33) 9.4E-01
cg04078093 PTPRS chr19 Body 0.98 (0.64; 1.52) 9.4E-01
cg15092544 RAP1B chr12 5'UTR 1.01 (0.76; 1.35) 9.4E-01
cg15092544 RAP1B chr12 1stExon 1.01 (0.76; 1.35) 9.4E-01
cg18159323 PTPRN2 chr7 Body 1.01 (0.7; 1.47) 9.4E-01
cg12844290 CUX2 chr12 Body 1.01 (0.73; 1.41) 9.4E-01
cg22824674 PTPRN2 chr7 Body 1.01 (0.73; 1.4) 9.4E-01
cg14826185 TENM2 chr5 Body 0.99 (0.73; 1.34) 9.4E-01
cg22598247 PTPRN2 chr7 Body 1.01 (0.72; 1.42) 9.5E-01
cg05503905 CSMD2 chr1 Body 1.02 (0.66; 1.55) 9.5E-01
cg11412766 RTN4 chr2 Body 0.98 (0.62; 1.56) 9.5E-01
cg11412766 RTN4 chr2 1stExon 0.98 (0.62; 1.56) 9.5E-01
cg11412766 RTN4 chr2 5'UTR 0.98 (0.62; 1.56) 9.5E-01
cg05204754 NOL4L chr20 Body 1.02 (0.58; 1.8) 9.5E-01
cg07526221 ACVR2A chr2 Body 1.01 (0.75; 1.36) 9.5E-01
cg22402902 RTN4RL1 chr17 1stExon 1.01 (0.75; 1.37) 9.5E-01
cg22402902 RTN4RL1 chr17 5'UTR 1.01 (0.75; 1.37) 9.5E-01
cg01199923 CSMD2 chr1 Body 0.99 (0.68; 1.44) 9.5E-01



cg27210764 WWOX chr16 Body 0.99 (0.71; 1.38) 9.5E-01
cg23300267 CUX2 chr12 3'UTR 0.99 (0.67; 1.45) 9.5E-01
cg17142404 RTN4RL1 chr17 3'UTR 0.99 (0.64; 1.51) 9.5E-01
cg12976399 CHD6 chr20 Body 0.99 (0.7; 1.39) 9.5E-01
cg20572472 ERI3 chr1 Body 1.01 (0.69; 1.49) 9.5E-01
cg17336584 PHACTR1 chr6 Body 1.01 (0.67; 1.53) 9.5E-01
cg14425722 ACVR2A chr2 TSS1500 1.01 (0.72; 1.41) 9.5E-01
cg10688790 CNTNAP2 chr7 Body 0.99 (0.73; 1.34) 9.5E-01
cg20525229 CUX2 chr12 Body 1.01 (0.73; 1.41) 9.5E-01
cg05410763 FBXO31 chr16 Body 0.99 (0.72; 1.36) 9.5E-01
cg05410763 FBXO31 chr16 5'UTR 0.99 (0.72; 1.36) 9.5E-01
cg06453997 MTNR1A chr4 Body 1.01 (0.74; 1.38) 9.5E-01
cg03740132 CNTNAP2 chr7 Body 0.99 (0.71; 1.38) 9.5E-01
cg19606289 AKAP13 chr15 5'UTR 1.02 (0.61; 1.69) 9.5E-01
cg13798112 ZBTB20 chr3 Body 1.01 (0.72; 1.41) 9.5E-01
cg16884099 PTPRN2 chr7 Body 0.99 (0.71; 1.37) 9.5E-01
cg09955928 MBD5 chr2 5'UTR 0.99 (0.66; 1.48) 9.5E-01
cg16933578 EIF2S1 chr14 TSS1500 1.01 (0.71; 1.44) 9.5E-01
cg00550052 WWOX chr16 Body 1.01 (0.71; 1.44) 9.5E-01
cg25919797 PTPRN2 chr7 Body 1.01 (0.75; 1.36) 9.5E-01
cg02619005 FBXO31 chr16 Body 1.01 (0.73; 1.39) 9.5E-01
cg05861697 RTN4RL1 chr17 Body 0.99 (0.74; 1.32) 9.5E-01
cg24111259 ZBTB20 chr3 Body 0.99 (0.67; 1.46) 9.5E-01
cg24111259 ZBTB20 chr3 3'UTR 0.99 (0.67; 1.46) 9.5E-01
cg05130081 PTPRN2 chr7 Body 0.99 (0.73; 1.33) 9.5E-01
cg21608691 PTPRN2 chr7 Body 0.99 (0.73; 1.34) 9.5E-01
cg01820285 CACNA1C chr12 Body 1.01 (0.68; 1.52) 9.5E-01
cg05939647 UBE2E2 chr3 Body 0.99 (0.73; 1.34) 9.5E-01
cg00747661 CREBBP chr16 TSS1500 1.01 (0.73; 1.4) 9.5E-01
cg16657615 TNFRSF12A chr16 Body 1.01 (0.75; 1.37) 9.5E-01
cg02054964 PTPRN2 chr7 Body 1.01 (0.73; 1.39) 9.5E-01
cg07465794 PTPRN2 chr7 Body 0.99 (0.71; 1.37) 9.5E-01
cg12084076 NOL4 chr18 TSS1500 1.01 (0.68; 1.5) 9.5E-01
cg12084076 NOL4 chr18 TSS200 1.01 (0.68; 1.5) 9.5E-01
cg07354008 PTPRN2 chr7 Body 1.01 (0.74; 1.38) 9.5E-01
cg08898446 TNRC6C chr17 Body 1.01 (0.76; 1.34) 9.5E-01
cg06848521 PTPRN2 chr7 Body 0.99 (0.65; 1.5) 9.5E-01
cg25196812 POU2F1 chr1 Body 1.01 (0.68; 1.52) 9.5E-01
cg25196812 POU2F1 chr1 TSS1500 1.01 (0.68; 1.52) 9.5E-01
cg14492551 TENM2 chr5 Body 1.01 (0.65; 1.58) 9.5E-01
cg13229363 PTPRN2 chr7 Body 0.99 (0.73; 1.34) 9.5E-01
cg20522673 ATP8A1 chr4 Body 0.99 (0.64; 1.53) 9.5E-01
cg04577657 CPEB1 chr15 Body 1.01 (0.74; 1.39) 9.5E-01
cg04577657 CPEB1 chr15 5'UTR 1.01 (0.74; 1.39) 9.5E-01
cg17955126 SGIP1 chr1 Body 1.01 (0.75; 1.36) 9.5E-01
cg12558358 UBE2E2 chr3 5'UTR 0.99 (0.69; 1.42) 9.5E-01
cg12558358 UBE2E2 chr3 1stExon 0.99 (0.69; 1.42) 9.5E-01
cg05430201 SGIP1 chr1 Body 1.01 (0.63; 1.63) 9.5E-01
cg15208525 CNTNAP2 chr7 Body 1.01 (0.68; 1.51) 9.5E-01
cg01960233 TNRC6B chr22 Body 0.99 (0.73; 1.35) 9.5E-01
cg10117016 ERI3 chr1 Body 1.01 (0.73; 1.39) 9.5E-01
cg24990327 CNTNAP2 chr7 Body 1.01 (0.68; 1.5) 9.5E-01
cg20190127 CACNA1C chr12 Body 1.01 (0.69; 1.48) 9.5E-01
cg20696049 PTPRN2 chr7 Body 1.01 (0.68; 1.52) 9.5E-01
cg22239322 TENM2 chr5 Body 0.99 (0.62; 1.58) 9.5E-01
cg04850976 CREBBP chr16 Body 0.99 (0.64; 1.51) 9.5E-01
cg15771432 PTPRN2 chr7 Body 0.99 (0.67; 1.46) 9.5E-01
cg25378818 POU2F1 chr1 TSS200 0.99 (0.7; 1.41) 9.5E-01
cg25378818 POU2F1 chr1 TSS1500 0.99 (0.7; 1.41) 9.5E-01
cg25215295 BRUNOL4 chr18 Body 1.01 (0.72; 1.42) 9.5E-01
cg00120481 CUX2 chr12 Body 1.01 (0.63; 1.63) 9.5E-01



cg24258439 TNFRSF11A chr18 Body 0.99 (0.74; 1.34) 9.5E-01
cg19796617 CNTNAP2 chr7 Body 1.01 (0.75; 1.36) 9.5E-01
cg01056853 PHACTR1 chr6 Body 0.99 (0.68; 1.45) 9.5E-01
cg09364373 SGIP1 chr1 Body 1.01 (0.74; 1.38) 9.5E-01
cg05966059 UNC80 chr2 Body 1.01 (0.72; 1.42) 9.5E-01
cg11449777 CHCHD6 chr3 Body 1.01 (0.72; 1.41) 9.5E-01
cg09916651 CUX2 chr12 Body 0.99 (0.6; 1.62) 9.5E-01
cg13937841 WAC chr10 TSS1500 1.01 (0.75; 1.36) 9.5E-01
cg09527886 GNA12 chr7 Body 0.99 (0.68; 1.44) 9.5E-01
cg14743683 PTPRN2 chr7 Body 1.01 (0.75; 1.36) 9.5E-01
cg25594390 EIF2S1 chr14 TSS1500 1.01 (0.73; 1.4) 9.5E-01
cg08527313 PTPRU chr1 Body 1.01 (0.74; 1.38) 9.5E-01
cg01169981 PDE8A chr15 Body 0.99 (0.69; 1.41) 9.5E-01
cg11811816 CUX2 chr12 Body 1.01 (0.72; 1.41) 9.5E-01
cg05454781 PEX14 chr1 Body 0.98 (0.45; 2.11) 9.5E-01
cg01371842 PTPRN2 chr7 Body 0.99 (0.71; 1.38) 9.5E-01
cg27508180 COL1A2 chr7 Body 0.99 (0.71; 1.37) 9.5E-01
cg10079022 CDH13 chr16 Body 1.01 (0.7; 1.47) 9.5E-01
cg26944382 NOL4 chr18 Body 0.99 (0.7; 1.4) 9.5E-01
cg26944382 NOL4 chr18 TSS200 0.99 (0.7; 1.4) 9.5E-01
cg23877344 WWOX chr16 Body 1.01 (0.72; 1.41) 9.6E-01
cg01253289 PTPRU chr1 Body 1.01 (0.73; 1.39) 9.6E-01
cg23165166 COL5A2 chr2 Body 0.99 (0.64; 1.52) 9.6E-01
cg22530232 PTPRN2 chr7 Body 1.01 (0.72; 1.42) 9.6E-01
cg05926314 PTPRN2 chr7 Body 1.01 (0.76; 1.34) 9.6E-01
cg18081171 ALCAM chr3 Body 1.01 (0.75; 1.36) 9.6E-01
cg17537683 RTN4 chr2 Body 0.99 (0.67; 1.45) 9.6E-01
cg17436727 TAOK3 chr12 5'UTR 1.01 (0.68; 1.5) 9.6E-01
cg24241410 PTPRN2 chr7 Body 1.01 (0.74; 1.38) 9.6E-01
cg16345171 BRUNOL4 chr18 Body 0.99 (0.72; 1.36) 9.6E-01
cg10611831 CACNA1C chr12 Body 1.01 (0.66; 1.54) 9.6E-01
cg04507925 UNC80 chr2 Body 1.01 (0.64; 1.6) 9.6E-01
cg10397322 UBE2E2 chr3 TSS1500 1.01 (0.65; 1.57) 9.6E-01
cg15035217 PTPRN2 chr7 Body 1.01 (0.71; 1.43) 9.6E-01
cg23431382 MEIS2 chr15 Body 1.01 (0.7; 1.45) 9.6E-01
cg13453162 CDH13 chr16 5'UTR 1.01 (0.72; 1.41) 9.6E-01
cg13453162 CDH13 chr16 Body 1.01 (0.72; 1.41) 9.6E-01
cg25483140 FBXO34 chr14 5'UTR 0.99 (0.72; 1.37) 9.6E-01
cg24429310 CNTNAP2 chr7 Body 1.01 (0.71; 1.43) 9.6E-01
cg09319617 TNR chr1 5'UTR 0.99 (0.68; 1.43) 9.6E-01
cg16358867 DNAI2 chr17 Body 1.01 (0.62; 1.66) 9.6E-01
cg10368284 CACNA1C chr12 Body 0.99 (0.7; 1.41) 9.6E-01
cg09993929 CACNA1C chr12 Body 1.01 (0.7; 1.45) 9.6E-01
cg06645081 PDE8A chr15 5'UTR 1.01 (0.71; 1.43) 9.6E-01
cg06645081 PDE8A chr15 Body 1.01 (0.71; 1.43) 9.6E-01
cg13342684 MEIS2 chr15 Body 1.01 (0.71; 1.43) 9.6E-01
cg01010931 CREBBP chr16 Body 0.99 (0.72; 1.36) 9.6E-01
cg09497103 ERI3 chr1 Body 0.99 (0.71; 1.38) 9.6E-01
cg20060394 HMGB4 chr1 5'UTR 1.01 (0.74; 1.38) 9.6E-01
cg20060394 HMGB4 chr1 TSS1500 1.01 (0.74; 1.38) 9.6E-01
cg20060394 CSMD2 chr1 Body 1.01 (0.74; 1.38) 9.6E-01
cg04132731 WWOX chr16 Body 0.98 (0.49; 1.95) 9.6E-01
cg10099415 NRXN1 chr2 Body 0.99 (0.69; 1.43) 9.6E-01
cg10099415 NRXN1 chr2 TSS200 0.99 (0.69; 1.43) 9.6E-01
cg19098763 ELAVL4 chr1 TSS200 1.01 (0.65; 1.58) 9.6E-01
cg08425543 NRXN1 chr2 Body 0.99 (0.73; 1.34) 9.6E-01
cg16562619 WWOX chr16 Body 0.99 (0.72; 1.37) 9.6E-01
cg11980493 ARID1A chr1 Body 0.98 (0.52; 1.87) 9.6E-01
cg14886857 MEIS2 chr15 Body 0.99 (0.71; 1.39) 9.6E-01
cg18145806 TNFRSF10D chr8 TSS1500 1.01 (0.73; 1.39) 9.6E-01
cg09949366 PHACTR1 chr6 Body 1.01 (0.68; 1.5) 9.6E-01



cg08364730 CREBBP chr16 Body 0.99 (0.67; 1.46) 9.6E-01
cg01354866 NRXN1 chr2 Body 1.01 (0.71; 1.42) 9.6E-01
cg08592146 FBXO38 chr5 TSS200 1.01 (0.7; 1.46) 9.6E-01
cg05112254 CACNA1C chr12 Body 0.99 (0.62; 1.58) 9.6E-01
cg23641032 TNR chr1 5'UTR 0.99 (0.55; 1.75) 9.6E-01
cg11003780 PTPRN2 chr7 Body 0.99 (0.71; 1.38) 9.6E-01
cg11208376 WWOX chr16 Body 0.99 (0.74; 1.34) 9.6E-01
cg09592430 CNTNAP2 chr7 Body 0.99 (0.68; 1.44) 9.6E-01
cg05344902 SUGCT chr7 Body 1.01 (0.68; 1.49) 9.6E-01
cg02225855 AKAP13 chr15 Body 1.01 (0.75; 1.36) 9.6E-01
cg15439377 CACNA1C-IT2 chr12 TSS200 1.01 (0.68; 1.49) 9.6E-01
cg09279763 GNA12 chr7 Body 1.01 (0.73; 1.4) 9.6E-01
cg04797180 TENM2 chr5 Body 1.01 (0.59; 1.73) 9.6E-01
cg18640966 CSMD2 chr1 Body 1.01 (0.63; 1.61) 9.6E-01
cg08374341 CNTNAP2 chr7 Body 0.99 (0.73; 1.36) 9.6E-01
cg17139035 DDHD2 chr8 TSS1500 0.99 (0.74; 1.33) 9.6E-01
cg15031780 PEX14 chr1 Body 0.99 (0.74; 1.33) 9.6E-01
cg22291711 MEIS2 chr15 Body 1.01 (0.67; 1.53) 9.6E-01
cg02495250 CDH13 chr16 Body 0.99 (0.71; 1.38) 9.6E-01
cg08279304 CTDSPL2 chr15 TSS200 0.99 (0.71; 1.38) 9.6E-01
cg17152355 AKAP13 chr15 Body 1.01 (0.7; 1.45) 9.6E-01
cg04670922 PTPRN2 chr7 Body 0.99 (0.66; 1.49) 9.6E-01
cg03694569 DMXL2 chr15 Body 0.99 (0.68; 1.44) 9.6E-01
cg13348293 WAC chr10 TSS1500 1.01 (0.74; 1.36) 9.6E-01
cg13348293 WAC chr10 Body 1.01 (0.74; 1.36) 9.6E-01
cg09315614 TNFRSF19 chr13 5'UTR 1.01 (0.71; 1.44) 9.6E-01
cg05233160 PDE8A chr15 Body 1.01 (0.7; 1.44) 9.6E-01
cg00627447 CDH13 chr16 5'UTR 0.99 (0.71; 1.4) 9.6E-01
cg00627447 CDH13 chr16 Body 0.99 (0.71; 1.4) 9.6E-01
cg00238283 PTPRN2 chr7 Body 1.01 (0.74; 1.38) 9.6E-01
cg08678429 CHD6 chr20 TSS1500 0.99 (0.73; 1.36) 9.6E-01
cg03023681 FBXO32 chr8 Body 0.99 (0.72; 1.36) 9.6E-01
cg24173411 ALCAM chr3 TSS1500 0.99 (0.72; 1.36) 9.6E-01
cg10589720 DACH1 chr13 Body 0.99 (0.64; 1.53) 9.7E-01
cg12563520 COL1A2 chr7 Body 1.01 (0.68; 1.49) 9.7E-01
cg05378324 WAC chr10 TSS200 1.01 (0.74; 1.38) 9.7E-01
cg05378324 WAC chr10 5'UTR 1.01 (0.74; 1.38) 9.7E-01
cg17838516 MTNR1B chr11 Body 1.01 (0.74; 1.37) 9.7E-01
cg00478362 POU2F1 chr1 Body 1.01 (0.7; 1.45) 9.7E-01
cg05965106 TSHZ3 chr19 Body 0.99 (0.7; 1.4) 9.7E-01
cg25758137 ALCAM chr3 Body 0.99 (0.68; 1.46) 9.7E-01
cg08917738 RTN4RL1 chr17 Body 1.01 (0.71; 1.43) 9.7E-01
cg05386140 MEX3A chr1 Body 1.01 (0.63; 1.61) 9.7E-01
cg25553638 CUX2 chr12 Body 1.01 (0.71; 1.43) 9.7E-01
cg20033731 CACNA1C chr12 TSS1500 0.99 (0.63; 1.56) 9.7E-01
cg00572756 PTPRN2 chr7 Body 0.99 (0.7; 1.42) 9.7E-01
cg00395277 ATP8A1 chr4 Body 1.01 (0.65; 1.56) 9.7E-01
cg06263843 CPEB1 chr15 1stExon 1.01 (0.68; 1.49) 9.7E-01
cg06263843 CPEB1 chr15 Body 1.01 (0.68; 1.49) 9.7E-01
cg06263843 CPEB1 chr15 5'UTR 1.01 (0.68; 1.49) 9.7E-01
cg27308130 CHCHD6 chr3 TSS1500 1.01 (0.75; 1.35) 9.7E-01
cg08690482 CPEB1 chr15 TSS200 0.99 (0.7; 1.41) 9.7E-01
cg08690482 CPEB1 chr15 Body 0.99 (0.7; 1.41) 9.7E-01
cg00927495 BARX1 chr9 Body 0.99 (0.7; 1.41) 9.7E-01
cg06671146 ZBTB20 chr3 5'UTR 0.99 (0.68; 1.45) 9.7E-01
cg06106126 MTNR1B chr11 Body 1.01 (0.69; 1.47) 9.7E-01
cg11156416 TNRC6B chr22 Body 0.99 (0.51; 1.92) 9.7E-01
cg12917938 CHFR chr12 Body 1.01 (0.73; 1.39) 9.7E-01
cg06749295 NRXN1 chr2 Body 1.01 (0.7; 1.46) 9.7E-01
cg03734058 PTPRN2 chr7 Body 0.99 (0.5; 1.94) 9.7E-01
cg23535882 AKAP13 chr15 Body 1.01 (0.68; 1.49) 9.7E-01



cg14838474 RECQL chr12 1stExon 0.99 (0.73; 1.35) 9.7E-01
cg14838474 GOLT1B chr12 TSS1500 0.99 (0.73; 1.35) 9.7E-01
cg14838474 RECQL chr12 5'UTR 0.99 (0.73; 1.35) 9.7E-01
cg26663279 CHCHD6 chr3 Body 0.99 (0.71; 1.39) 9.7E-01
cg21584710 DNAI2 chr17 Body 0.99 (0.69; 1.42) 9.7E-01
cg08110076 CDH11 chr16 Body 0.99 (0.7; 1.41) 9.7E-01
cg15064873 TXNDC9 chr2 TSS200 0.99 (0.71; 1.39) 9.7E-01
cg25764700 NOL4L chr20 Body 0.99 (0.7; 1.41) 9.7E-01
cg16363189 SCAF8 chr6 Body 0.99 (0.66; 1.48) 9.7E-01
cg12948619 CUX2 chr12 Body 0.99 (0.63; 1.56) 9.7E-01
cg22001533 NRXN1 chr2 Body 0.99 (0.62; 1.58) 9.7E-01
cg22001533 NRXN1 chr2 1stExon 0.99 (0.62; 1.58) 9.7E-01
cg22001533 NRXN1 chr2 5'UTR 0.99 (0.62; 1.58) 9.7E-01
cg14307471 NOL4 chr18 3'UTR 1.01 (0.72; 1.41) 9.7E-01
cg17764549 PTPRN2 chr7 Body 0.99 (0.69; 1.42) 9.7E-01
cg21649205 PTPRN2 chr7 Body 1.01 (0.73; 1.39) 9.7E-01

ch.16.759907F TNRC6A chr16 Body 0.99 (0.51; 1.91) 9.7E-01
cg13538517 PTPRN2 chr7 Body 0.99 (0.72; 1.38) 9.7E-01
cg20284508 CHCHD6 chr3 Body 0.99 (0.74; 1.34) 9.7E-01
cg17896072 BARX2 chr11 Body 1.01 (0.73; 1.39) 9.7E-01
cg07303259 WWOX chr16 Body 0.99 (0.73; 1.36) 9.7E-01
cg17599236 SMARCD3 chr7 TSS1500 1.01 (0.58; 1.77) 9.7E-01
cg17599236 SMARCD3 chr7 Body 1.01 (0.58; 1.77) 9.7E-01
cg13759328 CDH13 chr16 Body 1.01 (0.61; 1.66) 9.7E-01
cg09369524 WWOX chr16 Body 0.99 (0.71; 1.39) 9.7E-01
cg05664127 ATF7IP2 chr16 3'UTR 1.01 (0.71; 1.43) 9.7E-01
cg04996300 PTPRN2 chr7 Body 1.01 (0.74; 1.37) 9.7E-01
cg17563447 POU2F1 chr1 Body 0.98 (0.44; 2.21) 9.7E-01
cg01164618 WWOX chr16 Body 1.01 (0.71; 1.43) 9.7E-01
cg26183948 PTPRN2 chr7 Body 1.01 (0.71; 1.43) 9.7E-01
cg05605135 TNRC18 chr7 5'UTR 0.99 (0.73; 1.36) 9.7E-01
cg19388312 SRSF10 chr1 Body 1.01 (0.58; 1.76) 9.7E-01
cg04615668 CTNND2 chr5 Body 0.99 (0.71; 1.39) 9.7E-01
cg08475042 UNC80 chr2 Body 0.99 (0.71; 1.39) 9.7E-01
cg26359730 TNR chr1 5'UTR 1.01 (0.7; 1.45) 9.7E-01
cg10432654 GNA12 chr7 Body 1.01 (0.67; 1.5) 9.7E-01
cg22049038 CNTNAP2 chr7 Body 0.99 (0.71; 1.39) 9.7E-01
cg10346416 TNFRSF10D chr8 Body 1.01 (0.74; 1.37) 9.7E-01
cg21024835 PTPRN2 chr7 Body 0.99 (0.71; 1.38) 9.7E-01
cg25873335 DCUN1D4 chr4 TSS200 1.01 (0.74; 1.37) 9.7E-01
cg25873335 DCUN1D4 chr4 TSS1500 1.01 (0.74; 1.37) 9.7E-01
cg05789099 TENM2 chr5 Body 0.99 (0.74; 1.34) 9.7E-01
cg01787798 TNR chr1 5'UTR 1.01 (0.72; 1.4) 9.7E-01
cg20244763 FBXO33 chr14 Body 1.01 (0.73; 1.38) 9.7E-01
cg24460711 CACNA1C chr12 Body 1.01 (0.62; 1.64) 9.7E-01
cg21963042 TNFRSF10B chr8 Body 1.01 (0.73; 1.39) 9.7E-01
cg21963042 TNFRSF10B chr8 5'UTR 1.01 (0.73; 1.39) 9.7E-01
cg21963042 TNFRSF10B chr8 1stExon 1.01 (0.73; 1.39) 9.7E-01
cg21235025 DACH1 chr13 Body 0.99 (0.56; 1.76) 9.7E-01
cg00691830 MEIS2 chr15 Body 1.01 (0.74; 1.37) 9.7E-01
cg10731951 PTPRN2 chr7 Body 0.99 (0.73; 1.36) 9.7E-01
cg10854767 PTPRN2 chr7 Body 0.99 (0.71; 1.39) 9.7E-01
cg02348989 TSHZ3 chr19 Body 1 (0.77; 1.28) 9.7E-01
cg16127691 ZBTB20 chr3 Body 1.01 (0.71; 1.43) 9.7E-01
cg16127691 ZBTB20 chr3 5'UTR 1.01 (0.71; 1.43) 9.7E-01
cg22888214 CACNA1C chr12 Body 0.99 (0.64; 1.55) 9.7E-01
cg08235947 PTPRN2 chr7 Body 0.99 (0.72; 1.38) 9.7E-01
cg25113008 RAP1B chr12 Body 1.01 (0.71; 1.43) 9.7E-01
cg24172774 ACVR2A chr2 Body 0.99 (0.68; 1.45) 9.7E-01
cg23221723 TNFRSF10C chr8 Body 1.01 (0.47; 2.18) 9.7E-01
cg03377396 ZBTB20 chr3 Body 0.99 (0.7; 1.41) 9.7E-01



cg24684739 ZFP91 chr11 TSS1500 0.99 (0.69; 1.44) 9.7E-01
cg02628790 TAOK3 chr12 Body 1.01 (0.68; 1.5) 9.7E-01
cg10732601 CSMD2 chr1 Body 0.99 (0.71; 1.39) 9.7E-01
cg08538032 ELAVL4 chr1 TSS200 0.99 (0.67; 1.47) 9.7E-01
cg08538032 ELAVL4 chr1 Body 0.99 (0.67; 1.47) 9.7E-01
cg27270830 PTPRS chr19 Body 1 (0.73; 1.35) 9.7E-01
cg03223126 CUX2 chr12 TSS1500 1.01 (0.73; 1.38) 9.7E-01
cg05300440 ARID1A chr1 Body 1 (0.74; 1.37) 9.8E-01
cg04495969 FBXO11 chr2 5'UTR 0.99 (0.7; 1.42) 9.8E-01
cg02240291 SMARCD3 chr7 Body 1.01 (0.69; 1.47) 9.8E-01
cg25740250 PTPRN2 chr7 Body 1 (0.75; 1.35) 9.8E-01
cg25788533 TNFRSF19 chr13 Body 1 (0.73; 1.35) 9.8E-01
cg04496204 DACH1 chr13 Body 0.99 (0.71; 1.4) 9.8E-01
cg01389234 ZBTB20 chr3 Body 0.99 (0.66; 1.5) 9.8E-01
cg01389234 ZBTB20 chr3 5'UTR 0.99 (0.66; 1.5) 9.8E-01
cg16964025 PTPRN2 chr7 Body 0.99 (0.7; 1.42) 9.8E-01
cg12531919 WWOX chr16 Body 1 (0.74; 1.36) 9.8E-01
cg13800209 MEIS2 chr15 5'UTR 0.99 (0.62; 1.6) 9.8E-01
cg13800209 MEIS2 chr15 1stExon 0.99 (0.62; 1.6) 9.8E-01
cg13800209 MEIS2 chr15 Body 0.99 (0.62; 1.6) 9.8E-01
cg21185990 PTPRN2 chr7 Body 1 (0.74; 1.34) 9.8E-01
cg08903584 FBXO31 chr16 Body 1 (0.72; 1.38) 9.8E-01
cg02323550 PTPRN2 chr7 Body 1 (0.72; 1.38) 9.8E-01
cg09230014 PTPRN2 chr7 Body 1.01 (0.72; 1.4) 9.8E-01
cg20708280 CEP350 chr1 Body 1.01 (0.67; 1.51) 9.8E-01
cg20933713 TNR chr1 TSS1500 1 (0.73; 1.37) 9.8E-01
cg10588150 CSMD2 chr1 Body 1.01 (0.7; 1.45) 9.8E-01
cg03632782 CDH13 chr16 Body 0.99 (0.7; 1.41) 9.8E-01
cg25358212 CTNND2 chr5 Body 1.01 (0.7; 1.45) 9.8E-01
cg17661112 PTPRN2 chr7 Body 1 (0.73; 1.39) 9.8E-01
cg24372762 WWOX chr16 Body 1 (0.73; 1.38) 9.8E-01
cg08915603 MTNR1A chr4 TSS200 0.99 (0.59; 1.66) 9.8E-01
cg00963169 ELAVL4 chr1 Body 1.01 (0.6; 1.68) 9.8E-01
cg01190168 CTDSP2 chr12 Body 1.01 (0.69; 1.47) 9.8E-01
cg06723898 CSMD2 chr1 Body 1.01 (0.6; 1.69) 9.8E-01
cg03034070 COL5A2 chr2 TSS1500 1 (0.73; 1.36) 9.8E-01
cg08544510 RECQL5 chr17 Body 0.99 (0.68; 1.45) 9.8E-01
cg02795629 WWOX chr16 Body 0.99 (0.69; 1.43) 9.8E-01
cg11757124 PTPRN2 chr7 Body 1 (0.74; 1.34) 9.8E-01
cg27531327 CDH13 chr16 Body 0.99 (0.67; 1.48) 9.8E-01
cg27531327 LOC101928417 chr16 TSS1500 0.99 (0.67; 1.48) 9.8E-01
cg27531327 CDH13 chr16 5'UTR 0.99 (0.67; 1.48) 9.8E-01
cg10771779 PTPRN2 chr7 Body 1 (0.76; 1.32) 9.8E-01
cg08081323 RTN4RL2 chr11 Body 0.99 (0.57; 1.72) 9.8E-01
cg01798168 POU2F1 chr1 ExonBnd 1.01 (0.59; 1.73) 9.8E-01
cg01798168 POU2F1 chr1 Body 1.01 (0.59; 1.73) 9.8E-01
cg02037858 RTN4 chr2 Body 1 (0.72; 1.38) 9.8E-01
cg08218437 PHACTR1 chr6 Body 1.01 (0.56; 1.82) 9.8E-01
cg19983815 ATP6V0C chr16 TSS200 1 (0.72; 1.4) 9.8E-01
cg14561985 PTPRN2 chr7 Body 1 (0.7; 1.42) 9.8E-01
cg03127750 PTPRN2 chr7 Body 1 (0.7; 1.44) 9.8E-01
cg11445764 FBXO38 chr5 5'UTR 1 (0.72; 1.37) 9.8E-01
cg00806490 CDH13 chr16 Body 0.99 (0.64; 1.54) 9.8E-01
cg09962086 RTN4 chr2 Body 1.01 (0.68; 1.49) 9.8E-01
cg09962086 RTN4 chr2 5'UTR 1.01 (0.68; 1.49) 9.8E-01
cg21506053 WWOX chr16 Body 1 (0.72; 1.37) 9.8E-01
cg06779232 PTPRN2 chr7 Body 1 (0.77; 1.31) 9.8E-01
cg16385724 TENM2 chr5 Body 1.01 (0.64; 1.57) 9.8E-01
cg16875498 CACNA1C chr12 Body 0.99 (0.46; 2.13) 9.8E-01
cg00838934 MTCL1 chr18 ExonBnd 1 (0.7; 1.44) 9.8E-01
cg00838934 MTCL1 chr18 Body 1 (0.7; 1.44) 9.8E-01



cg11611549 ATF7IP2 chr16 Body 1 (0.7; 1.44) 9.8E-01
cg20123706 TNRC6B chr22 Body 1 (0.7; 1.41) 9.8E-01
cg15279308 CACNA1C chr12 3'UTR 1 (0.74; 1.35) 9.8E-01
cg26189983 TNFRSF1B chr1 Body 1 (0.73; 1.36) 9.8E-01
cg05381423 PTPRS chr19 1stExon 1 (0.7; 1.45) 9.8E-01
cg05381423 PTPRS chr19 5'UTR 1 (0.7; 1.45) 9.8E-01
cg25752163 CUX2 chr12 TSS1500 1 (0.74; 1.36) 9.8E-01
cg16530730 CDH13 chr16 5'UTR 1 (0.71; 1.43) 9.8E-01
cg16530730 CDH13 chr16 Body 1 (0.71; 1.43) 9.8E-01
cg18756498 ALCAM chr3 5'UTR 1 (0.73; 1.39) 9.8E-01
cg18756498 ALCAM chr3 1stExon 1 (0.73; 1.39) 9.8E-01
cg20812318 SGIP1 chr1 Body 1 (0.74; 1.37) 9.8E-01
cg25445104 AKAP13 chr15 Body 1 (0.76; 1.32) 9.8E-01
cg25445104 AKAP13 chr15 TSS1500 1 (0.76; 1.32) 9.8E-01
cg00799631 TNRC18 chr7 Body 1 (0.74; 1.36) 9.8E-01
cg00321927 CDH13 chr16 5'UTR 1 (0.72; 1.39) 9.8E-01
cg00321927 CDH13 chr16 Body 1 (0.72; 1.39) 9.8E-01
cg05944174 PTPRN2 chr7 Body 1 (0.73; 1.38) 9.8E-01
cg26790663 PTPRN2 chr7 Body 1 (0.74; 1.36) 9.8E-01
cg12660963 CDH11 chr16 5'UTR 1 (0.72; 1.4) 9.8E-01
cg27299484 ATP8A1 chr4 Body 1 (0.74; 1.34) 9.8E-01
cg21579360 RECQL chr12 ExonBnd 1 (0.72; 1.37) 9.8E-01
cg21579360 RECQL chr12 Body 1 (0.72; 1.37) 9.8E-01
cg16241421 CUX2 chr12 Body 1 (0.71; 1.43) 9.8E-01
cg15809571 NDUFA9 chr12 TSS1500 1 (0.7; 1.41) 9.8E-01
cg04135434 PTPRN2 chr7 Body 1 (0.72; 1.39) 9.8E-01
cg27517185 CDH13 chr16 5'UTR 1 (0.73; 1.36) 9.8E-01
cg27517185 CDH13 chr16 Body 1 (0.73; 1.36) 9.8E-01
cg25348130 TNFRSF11B chr8 Body 1 (0.69; 1.44) 9.8E-01
cg00638020 PTPRN2 chr7 Body 1 (0.72; 1.4) 9.8E-01
cg01536668 CREBBP chr16 Body 1 (0.7; 1.43) 9.8E-01
cg16910042 PTPRN2 chr7 Body 1 (0.71; 1.39) 9.8E-01
cg11600326 PTPRN2 chr7 Body 1.01 (0.53; 1.91) 9.8E-01
cg02825561 TNRC18 chr7 Body 1 (0.68; 1.47) 9.8E-01
cg06243124 PTPRU chr1 Body 1 (0.71; 1.41) 9.8E-01
cg10845232 PHACTR1 chr6 Body 1 (0.74; 1.35) 9.8E-01
cg16474791 RTN4R chr22 3'UTR 1 (0.66; 1.54) 9.8E-01
cg05786812 CDH13 chr16 5'UTR 1 (0.72; 1.39) 9.8E-01
cg05786812 CDH13 chr16 Body 1 (0.72; 1.39) 9.8E-01
cg05697637 ATP8A1 chr4 TSS1500 1 (0.73; 1.36) 9.8E-01
cg06248560 BRUNOL4 chr18 Body 1 (0.67; 1.48) 9.9E-01
cg12125241 PDE8A chr15 Body 1 (0.66; 1.53) 9.9E-01
cg07951949 CDH11 chr16 Body 1 (0.65; 1.54) 9.9E-01
cg12179826 BARX1 chr9 Body 1 (0.74; 1.36) 9.9E-01
cg09328283 CACNA1C chr12 TSS1500 1 (0.73; 1.36) 9.9E-01
cg04461013 TNRC18 chr7 Body 1 (0.71; 1.4) 9.9E-01
cg01592526 RECQL5 chr17 TSS200 1 (0.71; 1.41) 9.9E-01
cg03424342 FSTL1 chr3 5'UTR 1 (0.72; 1.4) 9.9E-01
cg03424342 FSTL1 chr3 1stExon 1 (0.72; 1.4) 9.9E-01
cg19254830 ALCAM chr3 Body 1 (0.73; 1.37) 9.9E-01
cg07924708 PTPRN2 chr7 Body 1 (0.74; 1.35) 9.9E-01
cg20235871 PTPRN2 chr7 Body 1 (0.73; 1.37) 9.9E-01
cg17869960 PHACTR1 chr6 5'UTR 1 (0.71; 1.41) 9.9E-01
cg17698886 PTPRS chr19 TSS1500 1 (0.71; 1.42) 9.9E-01
cg15558448 NRXN1 chr2 Body 1 (0.72; 1.4) 9.9E-01
cg09250656 MTCL1 chr18 Body 1 (0.72; 1.4) 9.9E-01
cg03885818 CACNA1C chr12 Body 1 (0.73; 1.37) 9.9E-01
cg08763063 CNTNAP2 chr7 Body 1 (0.67; 1.48) 9.9E-01
cg04893733 TSHZ3 chr19 Body 1 (0.74; 1.35) 9.9E-01
cg11532229 NOL4 chr18 TSS1500 1 (0.65; 1.55) 9.9E-01
cg11532229 NOL4 chr18 Body 1 (0.65; 1.55) 9.9E-01



cg24764279 PTPRN2 chr7 Body 1 (0.71; 1.4) 9.9E-01
cg07176609 TNR chr1 5'UTR 1 (0.71; 1.43) 9.9E-01
cg14571000 PTPRN2 chr7 Body 1 (0.68; 1.46) 9.9E-01
cg08960498 PHACTR1 chr6 Body 1 (0.57; 1.73) 9.9E-01
cg15151052 PTPRU chr1 Body 1 (0.59; 1.7) 9.9E-01
cg02938601 TNFRSF10C chr8 Body 1 (0.73; 1.37) 9.9E-01
cg27584713 PHACTR1 chr6 TSS1500 1 (0.64; 1.55) 9.9E-01
cg19852344 CHFR chr12 5'UTR 1 (0.71; 1.39) 9.9E-01
cg14034092 CHFR chr12 Body 1 (0.71; 1.39) 9.9E-01
cg17984612 FBXO34 chr14 5'UTR 1 (0.72; 1.37) 9.9E-01
cg09044294 NRXN1 chr2 Body 1 (0.65; 1.55) 9.9E-01
cg21244990 PTPRN2 chr7 Body 1 (0.73; 1.37) 9.9E-01
cg18629514 TNRC18 chr7 Body 1 (0.7; 1.42) 9.9E-01
cg20283505 TNR chr1 5'UTR 1 (0.74; 1.35) 9.9E-01
cg07458150 ZBTB20 chr3 Body 1 (0.51; 1.94) 9.9E-01
cg07458150 ZBTB20 chr3 3'UTR 1 (0.51; 1.94) 9.9E-01
cg20068747 FBXO34 chr14 5'UTR 1 (0.63; 1.58) 9.9E-01
cg10242494 SCAF8 chr6 Body 1 (0.68; 1.46) 9.9E-01
cg17973164 BRUNOL4 chr18 TSS1500 1 (0.59; 1.7) 9.9E-01
cg09545368 PTPRN2 chr7 Body 1 (0.73; 1.37) 9.9E-01
cg26367456 ALCAM chr3 Body 1 (0.7; 1.42) 9.9E-01
cg07386898 CPEB1 chr15 Body 1 (0.73; 1.37) 9.9E-01
cg16560495 ZBTB20 chr3 TSS1500 1 (0.72; 1.39) 9.9E-01
cg16560495 ZBTB20 chr3 5'UTR 1 (0.72; 1.39) 9.9E-01
cg16055195 ATF7 chr12 Body 1 (0.73; 1.36) 9.9E-01
cg15700587 CNTNAP2 chr7 Body 1 (0.69; 1.46) 9.9E-01
cg14270392 PTPRN2 chr7 Body 1 (0.74; 1.36) 9.9E-01
cg16980854 MTCL1 chr18 Body 1 (0.72; 1.37) 9.9E-01
cg14621522 PDE8A chr15 TSS200 1 (0.72; 1.39) 9.9E-01
cg14621522 PDE8A chr15 5'UTR 1 (0.72; 1.39) 9.9E-01
cg27194152 PTPRN2 chr7 Body 1 (0.74; 1.36) 9.9E-01
cg19466046 TAOK3 chr12 5'UTR 1 (0.63; 1.58) 9.9E-01
cg15995846 CSMD2 chr1 Body 1 (0.65; 1.54) 9.9E-01
cg00172597 SUSD4 chr1 TSS1500 1 (0.66; 1.51) 9.9E-01
cg14870792 CACNA1C chr12 Body 1 (0.69; 1.46) 9.9E-01
cg13051302 MEIS2 chr15 Body 1 (0.7; 1.43) 9.9E-01
cg13173286 BARX2 chr11 Body 1 (0.71; 1.39) 9.9E-01
cg13606434 TNRC18 chr7 TSS1500 1 (0.67; 1.48) 9.9E-01
cg06182923 CSMD2 chr1 Body 1 (0.75; 1.33) 9.9E-01
cg05702548 AKAP13 chr15 Body 1 (0.48; 2.1) 9.9E-01
cg09026706 CTDSPL2 chr15 5'UTR 1 (0.6; 1.66) 9.9E-01
cg24047390 LOC101928700 chr7 TSS1500 1 (0.67; 1.48) 9.9E-01
cg24047390 CNTNAP2 chr7 Body 1 (0.67; 1.48) 9.9E-01
cg11320208 TENM2 chr5 Body 1 (0.67; 1.49) 9.9E-01
cg16137742 ELAVL4 chr1 Body 1 (0.73; 1.36) 9.9E-01
cg13086402 UNC80 chr2 Body 1 (0.72; 1.4) 9.9E-01
cg09784932 RTN4R chr22 Body 1 (0.7; 1.44) 9.9E-01
cg22783088 FBXO38 chr5 Body 1 (0.73; 1.38) 9.9E-01
cg12541879 PTPRN2 chr7 Body 1 (0.72; 1.38) 9.9E-01
cg13808141 TENM2 chr5 Body 1 (0.71; 1.42) 9.9E-01
cg24571553 COL5A2 chr2 Body 1 (0.65; 1.52) 9.9E-01
cg20765665 DACH1 chr13 Body 1 (0.69; 1.46) 9.9E-01
cg11163497 FBXO36 chr2 TSS1500 1 (0.69; 1.44) 9.9E-01
cg25566285 PTPRN2 chr7 Body 1 (0.74; 1.35) 9.9E-01
cg00924624 CHCHD6 chr3 Body 1 (0.58; 1.71) 9.9E-01
cg17021875 MTNR1A chr4 Body 1 (0.72; 1.4) 9.9E-01
cg12129715 CACNA1C chr12 Body 1 (0.53; 1.9) 9.9E-01
cg08452870 PTPRN2 chr7 Body 1 (0.72; 1.38) 9.9E-01
cg02219447 AKAP13 chr15 Body 1 (0.74; 1.35) 9.9E-01
cg16142531 MBD5 chr2 5'UTR 1 (0.7; 1.42) 9.9E-01
cg19904666 CTNND2 chr5 Body 1 (0.47; 2.13) 9.9E-01



cg09383172 PTPRN2 chr7 Body 1 (0.7; 1.42) 9.9E-01
cg27247590 CDH13 chr16 Body 1 (0.7; 1.42) 9.9E-01
cg18951543 PTPRN2 chr7 Body 1 (0.76; 1.32) 9.9E-01
cg17070234 NRXN1 chr2 Body 1 (0.71; 1.41) 9.9E-01
cg06099703 ATP6V0C chr16 3'UTR 1 (0.73; 1.37) 9.9E-01
cg15740346 CACNA1C chr12 Body 1 (0.72; 1.39) 9.9E-01
cg05342250 CTDSP2 chr12 TSS200 1 (0.74; 1.35) 9.9E-01
cg25890575 PTPRN2 chr7 Body 1 (0.75; 1.33) 1.0E+00
cg27576259 ATP6V0C chr16 Body 1 (0.59; 1.71) 1.0E+00
cg05429123 ZNF704 chr8 Body 1 (0.74; 1.36) 1.0E+00
cg17286491 CEP350 chr1 TSS1500 1 (0.74; 1.35) 1.0E+00
cg06248741 TXNDC9 chr2 TSS1500 1 (0.71; 1.4) 1.0E+00
cg25382821 UBE2E2 chr3 Body 1 (0.7; 1.43) 1.0E+00
cg08336832 FBXO34 chr14 TSS1500 1 (0.7; 1.43) 1.0E+00
cg08336832 FBXO34 chr14 TSS200 1 (0.7; 1.43) 1.0E+00

ch.16.192535R CREBBP chr16 Body 1 (0.72; 1.39) 1.0E+00
cg07506599 PTPRN2 chr7 Body 1 (0.69; 1.46) 1.0E+00
cg22897511 WAC chr10 Body 1 (0.69; 1.44) 1.0E+00
cg16228716 RNU5E-1 chr5 Body 1 (0.67; 1.48) 1.0E+00
cg15993873 CTDSPL2 chr15 1stExon 1 (0.71; 1.41) 1.0E+00
cg15993873 CTDSPL2 chr15 5'UTR 1 (0.71; 1.41) 1.0E+00
cg07801742 CHCHD6 chr3 Body 1 (0.73; 1.38) 1.0E+00
cg10855967 WWOX chr16 1stExon 1 (0.68; 1.47) 1.0E+00
cg23181590 ZNF704 chr8 TSS1500 1 (0.74; 1.35) 1.0E+00
cg00587329 BARX2 chr11 Body 1 (0.69; 1.45) 1.0E+00
cg11589567 TNR chr1 5'UTR 1 (0.63; 1.58) 1.0E+00
cg17475323 TNFRSF11A chr18 Body 1 (0.73; 1.36) 1.0E+00
cg13556468 CDH13 chr16 5'UTR 1 (0.72; 1.39) 1.0E+00
cg13556468 CDH13 chr16 Body 1 (0.72; 1.39) 1.0E+00
cg14706245 PTPRN2 chr7 Body 1 (0.75; 1.34) 1.0E+00
cg05012126 PTPRN2 chr7 Body 1 (0.44; 2.24) 1.0E+00
cg01599159 WWOX chr16 Body 1 (0.72; 1.38) 1.0E+00
cg01706361 TNRC6B chr22 Body 1 (0.71; 1.41) 1.0E+00
cg08073142 TNRC6A chr16 TSS1500 1 (0.72; 1.38) 1.0E+00
cg04641731 ZNF704 chr8 TSS1500 1 (0.69; 1.45) 1.0E+00
cg19689679 PTPRN2 chr7 Body 1 (0.7; 1.42) 1.0E+00
cg18147280 PEX14 chr1 Body 1 (0.69; 1.44) 1.0E+00
cg03509193 BARX2 chr11 Body 1 (0.72; 1.39) 1.0E+00
cg06315745 CTNND2 chr5 Body 1 (0.63; 1.58) 1.0E+00
cg06536951 MTCL1 chr18 Body 1 (0.73; 1.37) 1.0E+00
cg08627619 POU2F1 chr1 Body 1 (0.67; 1.49) 1.0E+00
cg27526761 MEIS2 chr15 Body 1 (0.73; 1.38) 1.0E+00
cg10481617 PHACTR1 chr6 Body 1 (0.66; 1.51) 1.0E+00
cg07246187 CTDSP2 chr12 3'UTR 1 (0.73; 1.37) 1.0E+00
cg11967407 SRSF10 chr1 Body 1 (0.66; 1.51) 1.0E+00
cg06578117 SLC16A9 chr10 5'UTR 1 (0.68; 1.48) 1.0E+00
cg18242990 GNA12 chr7 TSS200 1 (0.72; 1.38) 1.0E+00
cg05191928 GNA12 chr7 TSS200 1 (0.71; 1.41) 1.0E+00
cg03288942 TENM2 chr5 Body 1 (0.72; 1.38) 1.0E+00
cg08402498 CREBBP chr16 Body 1 (0.69; 1.45) 1.0E+00



Gene symbol Total n CpG sites in
EPIC array

CpG selected in
LASSO

ROC-AUC
 (95%-CI)

AKAP13 191 16 0.73 (0.69, 0.77)
TENM2 139 6 0.7 (0.66, 0.74)

CTDSPL 59 11 0.68 (0.64, 0.73)
PTPRN2 1485 6 0.68 (0.64, 0.72)
PTPRS 123 7 0.67 (0.62, 0.71)
ARID1A 55 6 0.66 (0.61, 0.7)
CUX2 176 6 0.66 (0.61, 0.7)

TNRC6C 53 7 0.65 (0.61, 0.7)
TNRC6B 85 3 0.64 (0.59, 0.69)
PEX14 80 4 0.64 (0.59, 0.68)

CTNND2 153 4 0.64 (0.59, 0.68)
DACH1 53 4 0.64 (0.59, 0.68)
ATF7IP 45 4 0.63 (0.58, 0.68)

TXNDC9 23 3 0.63 (0.58, 0.68)
TNRC18 157 3 0.63 (0.58, 0.67)
PDE8A 84 2 0.62 (0.58, 0.67)
WWOX 234 4 0.62 (0.58, 0.67)

CACNA1C 295 3 0.62 (0.58, 0.67)
CNTNAP2 152 2 0.62 (0.57, 0.67)

CHD6 59 4 0.62 (0.57, 0.67)
TNRC6A 57 3 0.62 (0.57, 0.66)
TAOK3 88 3 0.62 (0.57, 0.66)
MEIS2 182 2 0.62 (0.57, 0.66)

FBXO31 128 2 0.61 (0.56, 0.66)
ZBTB20 289 4 0.61 (0.57, 0.66)
CPEB1 108 2 0.61 (0.57, 0.66)

TNFRSF1B 49 4 0.61 (0.57, 0.66)
RTN4 78 2 0.61 (0.57, 0.66)
SGIP1 74 2 0.61 (0.57, 0.66)
SUSD4 42 2 0.61 (0.56, 0.66)
RTN4R 36 4 0.61 (0.56, 0.65)
BARX2 39 3 0.61 (0.56, 0.65)

FBXO11 52 2 0.61 (0.56, 0.65)
AKAP3 20 5 0.6 (0.56, 0.65)

CREBBP 98 1 0.6 (0.55, 0.65)
MBD5 34 5 0.6 (0.56, 0.65)

CCDC80 36 3 0.6 (0.55, 0.65)
BARX1 19 2 0.6 (0.55, 0.65)
PTPRU 80 1 0.6 (0.55, 0.65)

ERI3 90 2 0.6 (0.55, 0.65)
CSMD2 168 1 0.6 (0.55, 0.65)
RECQL5 76 4 0.6 (0.55, 0.65)

BRUNOL4 98 2 0.6 (0.55, 0.65)
NRXN1 168 3 0.6 (0.55, 0.64)
ATF7 80 3 0.6 (0.55, 0.64)

CTDSPL2 36 1 0.6 (0.55, 0.64)

Supplementary Table S9: Genes ordered by predictive capacity of the respectively annotated
CpG sites



GNA12 146 2 0.6 (0.55, 0.64)
POU2F1 76 3 0.59 (0.55, 0.64)
SCAF8 26 3 0.59 (0.54, 0.64)

TNFRSF12A 15 2 0.59 (0.55, 0.64)
CDH11 48 3 0.59 (0.54, 0.64)

TNFRSF1A 36 2 0.59 (0.54, 0.64)
MEX3A 30 1 0.59 (0.54, 0.64)

SMARCD3 69 2 0.59 (0.54, 0.64)
RECQL 27 1 0.59 (0.54, 0.64)
GOLT1B 22 1 0.59 (0.54, 0.64)
ATP6V0C 47 2 0.59 (0.54, 0.64)
DDHD2 54 1 0.59 (0.54, 0.64)
DMXL2 45 3 0.59 (0.54, 0.64)

DCUN1D4 48 2 0.59 (0.54, 0.64)
CDH13 291 3 0.59 (0.54, 0.64)
NOL4L 73 1 0.59 (0.54, 0.63)

LOC101929698 9 1 0.59 (0.54, 0.63)
TNR 82 1 0.59 (0.54, 0.63)

NOL4 88 1 0.59 (0.54, 0.63)
UBE2E2 72 2 0.59 (0.54, 0.63)
ATP8A1 53 2 0.58 (0.54, 0.63)
FBXO33 24 2 0.58 (0.54, 0.63)
COL1A2 30 3 0.58 (0.54, 0.63)

TNFRSF10B 40 1 0.58 (0.53, 0.63)
WAC 73 1 0.58 (0.53, 0.63)

NDUFA9 30 3 0.58 (0.54, 0.63)
CTDSP2 54 2 0.58 (0.53, 0.63)
RTN4RL1 97 1 0.58 (0.53, 0.63)

TNFRSF11B 24 1 0.58 (0.53, 0.63)
PHACTR1 144 1 0.58 (0.53, 0.63)

MTCL1 51 2 0.58 (0.53, 0.63)
ELAVL4 100 1 0.58 (0.53, 0.63)
SRSF10 26 1 0.58 (0.53, 0.62)
FBXO34 71 1 0.58 (0.53, 0.62)
SUGCT 64 1 0.58 (0.53, 0.62)
TDRP 23 1 0.58 (0.53, 0.62)

TNFRSF10D 27 2 0.58 (0.53, 0.62)
CHFR 96 1 0.58 (0.53, 0.63)

FBXO36 43 2 0.57 (0.53, 0.62)
FSTL1 37 1 0.57 (0.53, 0.62)

C11orf67 14 1 0.57 (0.52, 0.62)
CHCHD6 86 1 0.57 (0.52, 0.62)
SLC16A9 28 3 0.57 (0.52, 0.62)
FBXO38 40 1 0.57 (0.52, 0.62)

TNFRSF19 73 2 0.57 (0.52, 0.62)
ACVR2A 47 2 0.57 (0.52, 0.62)
HMGB4 21 1 0.57 (0.52, 0.61)
CEP350 35 2 0.57 (0.52, 0.61)
RAP1B 32 2 0.56 (0.52, 0.61)
UNC80 47 2 0.56 (0.52, 0.61)
TSHZ3 32 1 0.56 (0.51, 0.61)
DNAI2 39 2 0.56 (0.51, 0.61)

MTNR1A 29 1 0.56 (0.51, 0.61)



LOC100130933 13 1 0.56 (0.51, 0.61)
ORC4 16 1 0.56 (0.51, 0.61)
ZFP91 27 2 0.56 (0.51, 0.61)
ALCAM 73 1 0.56 (0.51, 0.61)

RTN4RL2 20 2 0.56 (0.51, 0.61)
COL5A2 41 1 0.56 (0.51, 0.61)

TNFRSF11A 40 1 0.56 (0.51, 0.6)
RNU5E-1 42 2 0.56 (0.51, 0.6)
ZNF704 54 3 0.56 (0.51, 0.6)
MTNR1B 19 1 0.56 (0.51, 0.61)
FBXO32 54 3 0.55 (0.5, 0.6)

CTB-178M22.2 4 1 0.55 (0.5, 0.6)
CNTF 9 2 0.55 (0.5, 0.6)

ATF7IP2 20 2 0.55 (0.5, 0.6)
EIF2S1 34 1 0.55 (0.5, 0.6)

LOC101928417 7 1 0.55 (0.5, 0.59)
CACNA1C-IT2 8 1 0.54 (0.49, 0.59)
CACNA1C-AS4 4 1 0.54 (0.49, 0.59)

SRSF12 4 1 0.53 (0.48, 0.58)
TNFRSF10C 24 1 0.53 (0.48, 0.58)

LOC101928700 3 1 0.5 (0.45, 0.55)



Num islet eQTL GWAS T2D
1 AKAP3
2 ATP8A1
3 CDH13
4 PTPRS
5 CUX2
6 DMXL2
7 CHD6
8 COL5A2
9 WAC
10 CHFR
11 ERI3
12 WWOX
13 TNFRSF11B
14 ZBTB20 ZBTB20
15 RTN4RL1
16 RTN4
17 DCUN1D4
18 TNFRSF1A
19 CHCHD6
20 MTNR1B
21 NRXN1
22 UBE2E2
23 MTNR1B
24 NRXN1
25 UBE2E2
26 POU2F1
27 TNRC6A
28 PTPRN2

Supplementary Table S10: The overlap of 120 genes identified
in the current study with eQTL and T2D-GWAS data



CpG  site unadjusted p-
value adjusted p-value Mean.T2D Mean.T2D in % Mean.NonDiabetic Mean.NonDiabetic in % sd.T2D sd.T2D in % sd.NonDiabetic sd.NonDiabetic in % GENOME_BUILD CHROMOSOME MAPINFO UCSC_REFGENE_NAME UCSC_REFGENE_GROUP

cg15298059 6.33E-07 5.22E-03 0.409 40.876 0.484 48.359 0.033 3.257 0.058 5.801 37 7 157,668,141 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg26061357 1.94E-06 7.53E-03 0.302 30.218 0.375 37.549 0.043 4.279 0.053 5.269 37 7 150,969,275 SMARCD3;SMARCD3 Body;Body
cg04134048 8.04E-06 1.21E-02 0.274 27.377 0.314 31.431 0.038 3.841 0.042 4.204 37 8 23,021,610 TNFRSF10D TSS200
cg11202265 9.16E-06 1.29E-02 0.449 44.879 0.487 48.701 0.045 4.530 0.053 5.324 37 7 158,362,907 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg17322774 1.30E-05 1.42E-02 0.559 55.873 0.618 61.785 0.052 5.188 0.052 5.242 37 7 158,224,817 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg15244327 1.30E-05 1.42E-02 0.460 46.020 0.489 48.928 0.042 4.210 0.042 4.228 37 8 23,021,690 TNFRSF10D TSS200
cg19620294 1.45E-05 1.50E-02 0.153 15.275 0.207 20.724 0.028 2.838 0.045 4.509 37 8 119,964,729 TNFRSF11B TSS1500
cg21375294 1.48E-05 1.52E-02 0.135 13.457 0.181 18.090 0.015 1.520 0.032 3.208 37 18 35,065,040 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg19434087 1.54E-05 1.53E-02 0.621 62.091 0.652 65.240 0.038 3.792 0.046 4.616 37 7 157,696,664 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg19013611 1.78E-05 1.60E-02 0.355 35.523 0.404 40.360 0.028 2.781 0.051 5.143 37 7 157,668,051 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg01329577 1.82E-05 1.61E-02 0.318 31.848 0.372 37.227 0.052 5.229 0.044 4.432 37 7 157,698,543 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg15572489 2.45E-05 1.80E-02 0.555 55.546 0.640 63.986 0.075 7.513 0.081 8.054 37 7 157,481,091 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg11082691 2.55E-05 1.81E-02 0.531 53.090 0.605 60.507 0.059 5.889 0.067 6.705 37 13 24,183,666 TNFRSF19;TNFRSF19 Body;Body
cg00834924 2.59E-05 1.83E-02 0.353 35.306 0.430 42.977 0.043 4.313 0.055 5.451 37 15 85,956,922 AKAP13;AKAP13 5'UTR;5'UTR
cg16569650 2.66E-05 1.84E-02 0.589 58.925 0.650 64.976 0.048 4.841 0.051 5.061 37 7 2,773,072 GNA12 Body
cg17764549 2.65E-05 1.84E-02 0.502 50.230 0.573 57.274 0.050 5.020 0.056 5.587 37 7 158,287,907 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg25449441 2.65E-05 1.84E-02 0.526 52.576 0.628 62.803 0.083 8.330 0.081 8.105 37 7 157,644,471 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg19438860 3.60E-05 2.10E-02 0.437 43.749 0.518 51.753 0.049 4.901 0.057 5.707 37 5 11,385,821 CTNND2 Body
cg13580286 3.77E-05 2.13E-02 0.508 50.808 0.592 59.246 0.075 7.496 0.065 6.535 37 8 22,925,391 TNFRSF10B;TNFRSF10B;TNFRSF10B Body;Body;Body
cg22795471 4.22E-05 2.23E-02 0.508 50.796 0.550 55.000 0.055 5.501 0.052 5.156 37 1 29,565,099 PTPRU;PTPRU;PTPRU Body;Body;Body
cg11046772 5.03E-05 2.40E-02 0.506 50.597 0.548 54.822 0.029 2.950 0.042 4.185 37 12 2,353,479 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg23097499 5.12E-05 2.42E-02 0.711 71.129 0.760 75.987 0.057 5.694 0.048 4.828 37 1 12,225,569 TNFRSF1B TSS1500
cg03640051 6.47E-05 2.65E-02 0.565 56.481 0.487 48.695 0.055 5.496 0.046 4.626 37 4 42,657,689 ATP8A1;ATP8A1 Body;Body
cg01670430 7.19E-05 2.76E-02 0.214 21.405 0.238 23.819 0.030 3.003 0.034 3.378 37 7 2,773,010 GNA12 Body
cg13373757 8.07E-05 2.87E-02 0.436 43.633 0.487 48.690 0.030 2.950 0.037 3.686 37 12 2,263,558 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg16964025 8.18E-05 2.88E-02 0.512 51.191 0.564 56.377 0.064 6.438 0.064 6.432 37 7 157,482,215 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg00253171 8.29E-05 2.89E-02 0.629 62.887 0.703 70.275 0.057 5.684 0.055 5.533 37 16 78,291,326 WWOX;WWOX Body;Body
cg15080590 9.57E-05 3.05E-02 0.874 87.375 0.891 89.133 0.016 1.612 0.023 2.261 37 7 157,493,924 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg16561057 1.01E-04 3.11E-02 0.418 41.790 0.470 47.040 0.055 5.490 0.057 5.662 37 7 157,644,555 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg01591591 1.15E-04 3.28E-02 0.405 40.537 0.460 45.955 0.046 4.557 0.056 5.603 37 16 3,921,282 CREBBP;CREBBP Body;Body
cg05990080 1.20E-04 3.34E-02 0.574 57.435 0.647 64.683 0.090 9.001 0.074 7.436 37 3 37,965,818 CTDSPL;CTDSPL Body;Body
cg18327157 1.23E-04 3.35E-02 0.553 55.298 0.624 62.433 0.071 7.051 0.070 7.049 37 7 157,486,718 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg11813690 1.32E-04 3.44E-02 0.385 38.486 0.475 47.532 0.047 4.660 0.060 6.016 37 12 111,664,723 CUX2 Body
cg25466245 1.40E-04 3.52E-02 0.547 54.717 0.595 59.462 0.055 5.484 0.059 5.890 37 1 223,407,095 SUSD4 Body
cg04246957 1.52E-04 3.66E-02 0.317 31.683 0.338 33.822 0.040 4.000 0.038 3.811 37 7 157,696,589 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg13685506 1.53E-04 3.66E-02 0.759 75.929 0.802 80.207 0.053 5.289 0.039 3.916 37 5 11,851,713 CTNND2 Body
cg11072645 1.66E-04 3.80E-02 0.660 66.013 0.705 70.542 0.054 5.444 0.047 4.726 37 7 157,754,746 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg01602001 1.68E-04 3.81E-02 0.295 29.485 0.365 36.547 0.060 6.046 0.052 5.157 37 16 65,104,932 CDH11 5'UTR
cg06242102 1.70E-04 3.82E-02 0.587 58.690 0.652 65.242 0.043 4.311 0.047 4.749 37 7 157,561,010 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg14571092 2.05E-04 4.16E-02 0.532 53.207 0.580 58.010 0.050 5.018 0.055 5.544 37 17 1,870,347 RTN4RL1 Body
cg18816701 2.10E-04 4.20E-02 0.730 72.964 0.768 76.764 0.048 4.760 0.043 4.254 37 12 2,800,055 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg09247695 2.25E-04 4.34E-02 0.553 55.291 0.628 62.795 0.084 8.443 0.063 6.254 37 7 157,644,273 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg11602897 2.26E-04 4.35E-02 0.424 42.419 0.465 46.519 0.035 3.518 0.048 4.833 37 12 111,664,785 CUX2 Body
cg18021623 2.31E-04 4.39E-02 0.527 52.739 0.575 57.518 0.048 4.826 0.049 4.930 37 7 158,225,083 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg17067988 2.41E-04 4.45E-02 0.865 86.505 0.876 87.583 0.021 2.125 0.026 2.592 37 7 157,453,851 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg27650540 2.49E-04 4.51E-02 0.539 53.891 0.593 59.256 0.052 5.155 0.051 5.084 37 12 111,664,582 CUX2 Body
cg11947493 2.54E-04 4.54E-02 0.228 22.841 0.268 26.770 0.031 3.081 0.033 3.290 37 8 23,021,515 TNFRSF10D;TNFRSF10D 1stExon;5'UTR
cg02855778 2.63E-04 4.61E-02 0.492 49.159 0.533 53.339 0.045 4.454 0.057 5.729 37 7 157,462,914 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg09043214 2.65E-04 4.62E-02 0.807 80.701 0.836 83.561 0.026 2.583 0.019 1.909 37 12 6,442,873 TNFRSF1A Body
cg14832998 2.75E-04 4.70E-02 0.468 46.829 0.523 52.337 0.046 4.616 0.047 4.705 37 7 157,530,956 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg21273703 2.97E-04 4.86E-02 0.019 1.898 0.022 2.171 0.004 0.407 0.004 0.431 37 12 133,464,351 CHFR;CHFR;CHFR;CHFR;CHFR TSS200;TSS200;TSS200;TSS200;TSS200
cg27122614 3.30E-04 5.03E-02 0.560 56.028 0.606 60.592 0.036 3.632 0.045 4.507 37 7 157,913,741 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg17670650 3.30E-04 5.03E-02 0.587 58.657 0.648 64.834 0.073 7.303 0.061 6.109 37 1 29,565,110 PTPRU;PTPRU;PTPRU Body;Body;Body
cg01031400 3.34E-04 5.06E-02 0.250 24.989 0.280 28.028 0.032 3.205 0.032 3.227 37 8 23,021,513 TNFRSF10D;TNFRSF10D 1stExon;5'UTR
cg05766510 3.79E-04 5.32E-02 0.685 68.494 0.762 76.175 0.071 7.085 0.071 7.058 37 7 157,454,062 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg21697198 3.84E-04 5.35E-02 0.228 22.798 0.262 26.245 0.030 2.984 0.034 3.409 37 11 129,246,394 BARX2 Body
cg21914941 3.89E-04 5.37E-02 0.407 40.697 0.458 45.817 0.055 5.519 0.048 4.843 37 7 158,261,145 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg25143162 3.92E-04 5.38E-02 0.562 56.229 0.603 60.267 0.039 3.882 0.044 4.438 37 7 157,607,581 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg06648780 4.19E-04 5.52E-02 0.333 33.305 0.248 24.821 0.082 8.188 0.067 6.732 37 3 105,133,817 ALCAM Body
cg12625454 4.36E-04 5.61E-02 0.820 81.963 0.837 83.663 0.036 3.573 0.040 3.967 37 7 157,453,955 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg23051664 4.77E-04 5.80E-02 0.100 9.952 0.118 11.810 0.013 1.315 0.018 1.839 37 8 23,020,966 TNFRSF10D Body
cg14711108 4.99E-04 5.88E-02 0.656 65.558 0.701 70.137 0.058 5.761 0.046 4.626 37 1 44,813,163 ERI3 Body
cg09765297 5.44E-04 6.08E-02 0.611 61.118 0.648 64.770 0.034 3.384 0.037 3.698 37 16 83,029,415 CDH13 Body
cg22783363 5.66E-04 6.18E-02 0.137 13.682 0.164 16.402 0.026 2.605 0.033 3.318 37 8 23,021,553 TNFRSF10D TSS200
cg24486540 5.68E-04 6.18E-02 0.668 66.767 0.708 70.782 0.057 5.738 0.044 4.416 37 1 223,526,402 SUSD4;SUSD4 Body;Body
cg18216587 5.78E-04 6.24E-02 0.643 64.276 0.692 69.190 0.042 4.171 0.045 4.513 37 7 146,019,420 CNTNAP2 Body
cg14508021 5.79E-04 6.24E-02 0.308 30.786 0.340 34.037 0.051 5.058 0.049 4.854 37 15 85,987,419 AKAP13;AKAP13 5'UTR;5'UTR
cg26706676 5.88E-04 6.29E-02 0.704 70.402 0.748 74.847 0.044 4.355 0.039 3.861 37 7 157,463,300 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg09350411 6.21E-04 6.45E-02 0.586 58.567 0.637 63.670 0.060 5.973 0.054 5.425 37 7 157,667,935 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg00435063 6.30E-04 6.50E-02 0.599 59.909 0.638 63.833 0.052 5.218 0.060 6.030 37 7 157,454,207 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg09220440 6.64E-04 6.65E-02 0.851 85.111 0.859 85.916 0.017 1.655 0.018 1.792 37 7 158,267,589 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg11353647 6.80E-04 6.71E-02 0.701 70.059 0.778 77.826 0.075 7.459 0.066 6.641 37 7 158,243,730 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg00264419 7.88E-04 7.16E-02 0.641 64.052 0.680 68.037 0.050 4.990 0.053 5.274 37 8 22,922,124 TNFRSF10B;TNFRSF10B;TNFRSF10B Body;Body;Body
cg05101821 8.02E-04 7.23E-02 0.667 66.695 0.707 70.722 0.038 3.823 0.045 4.529 37 7 158,207,371 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg17799033 8.05E-04 7.23E-02 0.544 54.385 0.622 62.160 0.076 7.615 0.078 7.788 37 7 157,476,329 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg08742262 8.73E-04 7.51E-02 0.459 45.937 0.529 52.944 0.065 6.497 0.044 4.446 37 7 158,342,283 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg25858232 8.82E-04 7.55E-02 0.772 77.191 0.798 79.804 0.032 3.216 0.029 2.901 37 7 157,691,684 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg24309040 8.98E-04 7.61E-02 0.526 52.621 0.606 60.635 0.082 8.240 0.069 6.932 37 12 111,664,600 CUX2 Body
cg07920930 9.37E-04 7.77E-02 0.604 60.446 0.667 66.729 0.066 6.574 0.064 6.411 37 7 158,381,884 PTPRN2;PTPRN2;PTPRN2 TSS1500;TSS1500;TSS1500
cg13408152 9.49E-04 7.81E-02 0.576 57.566 0.616 61.586 0.069 6.860 0.064 6.395 37 3 120,170,474 FSTL1 TSS1500
cg27113326 9.54E-04 7.83E-02 0.777 77.662 0.830 83.018 0.063 6.345 0.057 5.675 37 7 157,454,068 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg21584710 9.96E-04 8.00E-02 0.498 49.812 0.574 57.438 0.076 7.627 0.070 7.002 37 17 72,306,141 DNAI2 Body
cg05124021 9.96E-04 8.00E-02 0.664 66.363 0.754 75.448 0.097 9.723 0.072 7.202 37 7 157,487,066 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg19036372 1.01E-03 8.05E-02 0.337 33.737 0.397 39.747 0.027 2.676 0.045 4.483 37 7 158,324,928 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg01787798 1.01E-03 8.05E-02 0.509 50.903 0.561 56.140 0.043 4.310 0.064 6.357 37 1 175,474,437 TNR 5'UTR
cg05890727 1.03E-03 8.09E-02 0.633 63.341 0.701 70.091 0.071 7.094 0.083 8.260 37 14 55,764,647 FBXO34;FBXO34 5'UTR;5'UTR
cg01703291 1.05E-03 8.16E-02 0.557 55.704 0.610 61.002 0.069 6.872 0.061 6.106 37 15 85,574,661 PDE8A;PDE8A Body;Body
cg14973055 1.13E-03 8.43E-02 0.515 51.527 0.585 58.529 0.082 8.230 0.071 7.150 37 17 72,306,038 DNAI2 Body
cg10331038 1.15E-03 8.49E-02 0.695 69.452 0.740 74.017 0.165 16.517 0.042 4.241 37 1 175,376,028 TNR 5'UTR
cg12125241 1.26E-03 8.86E-02 0.653 65.289 0.704 70.376 0.062 6.245 0.050 4.967 37 15 85,575,240 PDE8A;PDE8A Body;Body
cg03081478 1.30E-03 8.97E-02 0.366 36.613 0.401 40.149 0.053 5.303 0.062 6.187 37 7 2,773,127 GNA12 Body
cg09845489 1.32E-03 9.04E-02 0.577 57.702 0.607 60.691 0.054 5.390 0.052 5.157 37 7 157,667,853 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg19717061 1.33E-03 9.09E-02 0.677 67.710 0.612 61.198 0.058 5.803 0.061 6.146 37 3 114,200,224 ZBTB20;ZBTB20;ZBTB20;ZBTB20;ZBTB20;ZBTB205'UTR;5'UTR;5'UTR;5'UTR;5'UTR;5'UTR
cg14395444 1.35E-03 9.13E-02 0.484 48.403 0.541 54.150 0.061 6.089 0.077 7.670 37 12 2,800,182 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg03714495 1.40E-03 9.31E-02 0.758 75.790 0.798 79.832 0.054 5.425 0.062 6.164 37 2 50,659,203 NRXN1;NRXN1 Body;Body
cg09022230 1.42E-03 9.37E-02 0.512 51.214 0.550 55.023 0.039 3.861 0.048 4.763 37 7 5,457,225 TNRC18 Body
cg05679795 1.45E-03 9.44E-02 0.053 5.288 0.057 5.731 0.007 0.730 0.008 0.838 37 12 54,020,063 ATF7;ATF7;ATF7;ATF7 5'UTR;5'UTR;1stExon;1stExon
cg17614582 1.50E-03 9.60E-02 0.705 70.510 0.752 75.227 0.051 5.076 0.053 5.281 37 7 157,612,249 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg14769786 1.51E-03 9.62E-02 0.184 18.377 0.125 12.469 0.066 6.611 0.042 4.207 37 17 1,881,333 RTN4RL1 Body
cg02564299 1.53E-03 9.72E-02 0.800 80.031 0.830 82.972 0.031 3.076 0.027 2.733 37 3 114,130,829 ZBTB20;ZBTB20;ZBTB20;ZBTB20;ZBTB20;ZBTB205'UTR;5'UTR;5'UTR;5'UTR;5'UTR;5'UTR
cg15578140 1.55E-03 9.76E-02 0.426 42.554 0.479 47.944 0.058 5.779 0.048 4.773 37 7 147,718,109 MIR548F3;CNTNAP2 Body;Body
cg03336706 1.55E-03 9.77E-02 0.525 52.465 0.587 58.681 0.067 6.674 0.067 6.692 37 1 175,653,121 TNR 5'UTR
cg08189280 1.56E-03 9.80E-02 0.866 86.629 0.886 88.564 0.022 2.155 0.023 2.261 37 2 50,578,420 NRXN1;NRXN1 Body;Body
cg27649764 1.57E-03 9.84E-02 0.053 5.344 0.057 5.744 0.007 0.725 0.008 0.793 37 15 44,719,030 CTDSPL2 TSS1500
cg15272173 1.58E-03 9.86E-02 0.613 61.301 0.663 66.292 0.064 6.378 0.059 5.899 37 7 157,585,857 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg04025761 1.62E-03 9.98E-02 0.382 38.187 0.456 45.613 0.074 7.361 0.069 6.938 37 12 111,514,551 CUX2 Body
cg04937416 1.63E-03 1.00E-01 0.521 52.128 0.597 59.737 0.083 8.310 0.079 7.854 37 7 157,479,272 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg04517044 1.76E-03 1.04E-01 0.453 45.318 0.523 52.334 0.077 7.687 0.070 7.026 37 7 150,946,998 SMARCD3;SMARCD3;SMARCD3 Body;Body;TSS1500
cg07769790 1.80E-03 1.05E-01 0.371 37.097 0.385 38.508 0.033 3.264 0.035 3.534 37 15 83,317,281 CPEB1 TSS1500
cg27476248 1.82E-03 1.05E-01 0.348 34.837 0.366 36.607 0.019 1.914 0.028 2.798 37 12 111,515,109 CUX2 Body
cg24954977 1.83E-03 1.06E-01 0.500 49.953 0.574 57.432 0.099 9.904 0.083 8.276 37 15 85,544,382 PDE8A;PDE8A Body;Body
cg04713531 1.84E-03 1.06E-01 0.609 60.864 0.646 64.615 0.028 2.831 0.039 3.921 37 7 158,197,288 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg26359109 1.93E-03 1.08E-01 0.539 53.864 0.586 58.642 0.063 6.260 0.057 5.687 37 19 5,292,330 PTPRS;PTPRS;PTPRS;PTPRS 5'UTR;5'UTR;5'UTR;5'UTR
cg25856663 1.95E-03 1.08E-01 0.470 47.011 0.495 49.451 0.031 3.069 0.032 3.222 37 15 83,317,632 CPEB1 TSS1500
cg02433515 1.95E-03 1.08E-01 0.401 40.059 0.446 44.645 0.055 5.463 0.054 5.359 37 15 37,311,908 MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2Body;Body;Body;Body;Body;Body;Body
cg05979433 2.06E-03 1.11E-01 0.449 44.874 0.508 50.771 0.061 6.081 0.057 5.684 37 12 111,664,628 CUX2 Body
cg02860921 2.07E-03 1.11E-01 0.787 78.738 0.822 82.241 0.045 4.477 0.037 3.687 37 7 157,506,297 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg15641024 2.07E-03 1.11E-01 0.427 42.685 0.386 38.585 0.041 4.122 0.042 4.173 37 11 57,232,331 RTN4RL2 Body
cg03368634 2.11E-03 1.12E-01 0.351 35.056 0.282 28.186 0.074 7.396 0.057 5.675 37 16 3,824,553 CREBBP;CREBBP Body;Body
cg26480662 2.12E-03 1.12E-01 0.717 71.675 0.744 74.403 0.036 3.620 0.030 2.975 37 7 157,778,593 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12205822 2.16E-03 1.13E-01 0.968 96.828 0.973 97.286 0.006 0.617 0.007 0.723 37 12 2,613,941 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg22056595 2.19E-03 1.14E-01 0.345 34.542 0.378 37.849 0.025 2.494 0.042 4.162 37 7 158,293,463 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg00841760 2.28E-03 1.16E-01 0.667 66.653 0.720 72.035 0.057 5.709 0.048 4.792 37 7 158,362,966 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg17453840 2.32E-03 1.17E-01 0.803 80.287 0.830 83.039 0.047 4.663 0.035 3.520 37 15 83,317,526 CPEB1 TSS1500
cg05829224 2.33E-03 1.17E-01 0.852 85.172 0.835 83.490 0.019 1.851 0.020 1.978 37 12 4,724,708 AKAP3 3'UTR
cg10454937 2.35E-03 1.18E-01 0.096 9.644 0.108 10.776 0.012 1.173 0.014 1.410 37 9 96,715,047 BARX1 Body
cg19739098 2.39E-03 1.19E-01 0.832 83.207 0.851 85.107 0.026 2.592 0.023 2.316 37 7 157,467,966 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg17223866 2.40E-03 1.19E-01 0.691 69.070 0.744 74.416 0.065 6.494 0.068 6.775 37 1 44,794,158 ERI3 Body
cg16995768 2.42E-03 1.20E-01 0.636 63.641 0.699 69.942 0.070 6.964 0.065 6.545 37 7 157,531,239 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg09827826 2.49E-03 1.21E-01 0.970 97.036 0.962 96.250 0.006 0.613 0.007 0.706 37 7 158,069,547 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12510614 2.58E-03 1.23E-01 0.681 68.070 0.710 70.977 0.033 3.309 0.039 3.863 37 7 157,782,916 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg15807855 2.62E-03 1.24E-01 0.680 67.973 0.721 72.138 0.042 4.155 0.043 4.287 37 7 157,724,072 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg16910042 2.63E-03 1.24E-01 0.789 78.936 0.824 82.437 0.024 2.413 0.042 4.190 37 7 157,867,291 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg07085167 2.67E-03 1.25E-01 0.821 82.096 0.852 85.200 0.033 3.258 0.026 2.649 37 14 55,740,496 FBXO34;FBXO34 5'UTR;5'UTR

Supplementary Table S11: DNA methylation differences in pancreatic islets of diabetic donors in 15 diabetic and 34 non-diabetic donors, re-analysed methylation data from publication of Dayeh et al ,. 2016. Methylation data was considered only for 120 genes identified in this study, both p-value is included (adjusted and undajusted).



cg10650290 2.70E-03 1.26E-01 0.714 71.387 0.753 75.317 0.026 2.576 0.041 4.118 37 7 158,179,627 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg03476864 2.74E-03 1.27E-01 0.602 60.171 0.656 65.637 0.061 6.130 0.061 6.095 37 7 157,612,081 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg15192120 2.78E-03 1.28E-01 0.710 70.994 0.738 73.842 0.043 4.308 0.029 2.936 37 7 157,626,176 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg20093718 2.78E-03 1.28E-01 0.793 79.336 0.754 75.446 0.033 3.287 0.038 3.789 37 17 73,643,683 LOC100130933;RECQL5 3'UTR;Body
cg03515663 2.78E-03 1.28E-01 0.420 42.007 0.485 48.549 0.072 7.168 0.073 7.313 37 7 157,478,510 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg03391854 2.83E-03 1.29E-01 0.810 81.045 0.823 82.343 0.022 2.225 0.022 2.243 37 7 157,961,629 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg08954025 2.84E-03 1.29E-01 0.832 83.187 0.848 84.803 0.023 2.295 0.020 2.000 37 7 157,605,684 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg07602744 2.88E-03 1.30E-01 0.410 40.995 0.491 49.084 0.087 8.671 0.091 9.120 37 7 157,484,164 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg08106847 2.94E-03 1.31E-01 0.814 81.415 0.832 83.230 0.024 2.424 0.025 2.537 37 7 157,782,885 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg26295921 2.95E-03 1.31E-01 0.535 53.496 0.598 59.753 0.074 7.387 0.071 7.119 37 7 157,476,575 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg02006615 2.97E-03 1.32E-01 0.446 44.557 0.528 52.763 0.086 8.565 0.086 8.587 37 7 157,485,230 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg11900210 3.04E-03 1.33E-01 0.615 61.509 0.676 67.636 0.068 6.840 0.070 7.012 37 18 34,915,648 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg21660826 3.05E-03 1.34E-01 0.689 68.941 0.735 73.512 0.047 4.683 0.058 5.764 37 7 157,607,787 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg10802509 3.05E-03 1.34E-01 0.422 42.229 0.465 46.477 0.046 4.605 0.049 4.875 37 1 67,178,638 SGIP1 Body
cg04087039 3.08E-03 1.34E-01 0.695 69.506 0.723 72.290 0.049 4.920 0.040 3.981 37 7 157,697,459 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg03565153 3.09E-03 1.34E-01 0.622 62.202 0.680 68.018 0.082 8.247 0.073 7.339 37 6 13,114,660 PHACTR1 Body
cg00935216 3.15E-03 1.35E-01 0.574 57.444 0.592 59.236 0.045 4.527 0.049 4.858 37 7 157,461,368 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg20235871 3.51E-03 1.42E-01 0.748 74.771 0.778 77.799 0.037 3.661 0.039 3.924 37 7 158,047,359 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg22788908 3.52E-03 1.42E-01 0.678 67.803 0.598 59.775 0.068 6.761 0.079 7.901 37 1 167,194,496 POU2F1 5'UTR
cg14170597 3.54E-03 1.43E-01 0.680 68.034 0.742 74.209 0.076 7.573 0.070 6.978 37 1 10,687,618 PEX14 Body
cg18601426 3.56E-03 1.43E-01 0.453 45.338 0.497 49.656 0.042 4.226 0.044 4.368 37 7 158,381,220 PTPRN2;PTPRN2;PTPRN2 TSS1500;TSS1500;TSS1500
cg10656742 3.59E-03 1.44E-01 0.297 29.687 0.350 34.986 0.036 3.598 0.051 5.086 37 13 24,152,779 TNFRSF19;TNFRSF19 TSS1500;5'UTR
cg11407942 3.61E-03 1.44E-01 0.667 66.651 0.690 69.046 0.049 4.907 0.037 3.666 37 1 10,569,393 PEX14 Body
cg00946316 3.68E-03 1.46E-01 0.705 70.539 0.754 75.381 0.055 5.485 0.058 5.778 37 7 157,552,159 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg04609912 3.69E-03 1.46E-01 0.853 85.251 0.874 87.433 0.034 3.414 0.024 2.362 37 16 78,528,146 WWOX Body
cg01431992 3.80E-03 1.48E-01 0.589 58.913 0.624 62.405 0.057 5.708 0.055 5.527 37 12 118,797,027 TAOK3 5'UTR
cg04865442 3.90E-03 1.50E-01 0.257 25.663 0.296 29.647 0.031 3.143 0.042 4.232 37 3 120,168,805 FSTL1 Body
cg02770061 4.01E-03 1.51E-01 0.878 87.782 0.861 86.147 0.025 2.454 0.026 2.617 37 7 158,046,166 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg16235891 4.11E-03 1.53E-01 0.600 59.956 0.645 64.534 0.056 5.567 0.052 5.181 37 7 158,243,546 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg08954353 4.15E-03 1.54E-01 0.370 36.990 0.424 42.433 0.050 5.011 0.051 5.133 37 8 22,925,656 TNFRSF10B;TNFRSF10B;TNFRSF10B Body;Body;Body
cg17460368 4.16E-03 1.54E-01 0.647 64.673 0.565 56.547 0.061 6.145 0.059 5.888 37 3 114,566,265 ZBTB20;ZBTB20 5'UTR;5'UTR
cg13106484 4.19E-03 1.55E-01 0.559 55.910 0.624 62.426 0.075 7.460 0.070 6.971 37 7 157,692,127 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg08549497 4.27E-03 1.56E-01 0.739 73.856 0.772 77.158 0.052 5.177 0.045 4.499 37 16 79,081,390 WWOX Body
cg15920906 4.42E-03 1.58E-01 0.295 29.464 0.326 32.588 0.047 4.705 0.044 4.397 37 12 111,619,414 CUX2 Body
cg12297440 4.46E-03 1.58E-01 0.917 91.660 0.925 92.470 0.013 1.283 0.015 1.543 37 7 157,523,408 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg05434870 4.53E-03 1.59E-01 0.801 80.053 0.822 82.219 0.035 3.504 0.030 2.957 37 7 157,782,817 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg11323848 4.54E-03 1.60E-01 0.307 30.675 0.333 33.271 0.025 2.527 0.034 3.393 37 12 111,515,087 CUX2 Body
cg25565504 4.65E-03 1.61E-01 0.757 75.672 0.791 79.109 0.054 5.381 0.033 3.345 37 2 50,876,837 NRXN1;NRXN1 Body;Body
cg05991442 4.71E-03 1.62E-01 0.681 68.138 0.759 75.874 0.090 9.046 0.083 8.324 37 17 73,636,184 RECQL5;LOC643008;LOC643008 Body;Body;5'UTR
cg00504595 4.72E-03 1.62E-01 0.478 47.834 0.548 54.807 0.069 6.892 0.076 7.568 37 13 24,144,985 TNFRSF19;TNFRSF19 1stExon;5'UTR
cg22709362 4.75E-03 1.63E-01 0.552 55.247 0.628 62.848 0.093 9.295 0.093 9.347 37 1 44,793,580 ERI3 Body
cg06497408 4.77E-03 1.63E-01 0.737 73.738 0.769 76.891 0.042 4.160 0.043 4.315 37 7 158,046,838 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg17658976 5.09E-03 1.68E-01 0.486 48.554 0.519 51.888 0.032 3.151 0.040 3.980 37 7 158,111,178 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg00091633 5.15E-03 1.69E-01 0.687 68.714 0.722 72.215 0.042 4.216 0.036 3.639 37 3 120,170,383 FSTL1 TSS1500
cg02794451 5.18E-03 1.70E-01 0.470 46.953 0.570 56.955 0.113 11.266 0.107 10.670 37 12 2,800,446 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR
cg16358867 5.19E-03 1.70E-01 0.411 41.126 0.463 46.334 0.062 6.183 0.054 5.401 37 17 72,306,008 DNAI2 Body
cg04875212 5.26E-03 1.71E-01 0.460 46.047 0.426 42.597 0.037 3.673 0.037 3.656 37 14 67,830,554 EIF2S1 5'UTR
cg26500398 5.31E-03 1.71E-01 0.773 77.314 0.749 74.932 0.027 2.697 0.026 2.645 37 8 22,974,616 TNFRSF10C 3'UTR
cg18628367 5.35E-03 1.72E-01 0.666 66.553 0.711 71.080 0.060 5.978 0.059 5.945 37 7 157,475,548 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg03983213 5.36E-03 1.72E-01 0.624 62.409 0.706 70.595 0.080 7.989 0.067 6.705 37 7 157,475,737 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12077319 5.36E-03 1.72E-01 0.413 41.296 0.477 47.671 0.079 7.907 0.061 6.146 37 8 81,787,141 ZNF704 TSS200
cg02865101 5.48E-03 1.74E-01 0.736 73.612 0.754 75.410 0.031 3.132 0.032 3.156 37 7 157,779,894 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg05821571 5.52E-03 1.75E-01 0.774 77.419 0.786 78.596 0.021 2.095 0.021 2.144 37 7 158,278,927 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg14063566 5.56E-03 1.75E-01 0.760 75.970 0.712 71.216 0.047 4.737 0.045 4.452 37 17 73,642,773 RECQL5;LOC100130933;LOC100130933 Body;5'UTR;1stExon
cg09690040 5.86E-03 1.80E-01 0.677 67.746 0.726 72.639 0.060 6.042 0.058 5.778 37 3 126,569,599 CHCHD6 Body
cg16175263 5.87E-03 1.80E-01 0.514 51.370 0.522 52.241 0.051 5.100 0.038 3.818 37 8 22,960,385 TNFRSF10C TSS200
cg06338499 5.89E-03 1.80E-01 0.517 51.667 0.554 55.430 0.069 6.897 0.068 6.763 37 18 34,854,300 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg23094620 5.89E-03 1.80E-01 0.644 64.355 0.730 73.037 0.089 8.913 0.072 7.209 37 17 1,915,536 RTN4RL1 Body
cg04879722 5.98E-03 1.81E-01 0.715 71.479 0.756 75.632 0.070 7.037 0.038 3.796 37 3 114,597,503 ZBTB20;ZBTB20 5'UTR;5'UTR
cg05926314 6.05E-03 1.82E-01 0.818 81.785 0.845 84.523 0.049 4.872 0.039 3.883 37 7 157,347,105 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg14178173 6.07E-03 1.83E-01 0.686 68.551 0.704 70.369 0.037 3.672 0.037 3.652 37 7 157,495,532 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg08964948 6.07E-03 1.83E-01 0.721 72.056 0.607 60.737 0.092 9.185 0.087 8.693 37 16 3,860,816 CREBBP;CREBBP Body;Body
cg05878101 6.07E-03 1.83E-01 0.777 77.736 0.750 75.041 0.032 3.158 0.032 3.205 37 7 150,936,167 SMARCD3;SMARCD3;SMARCD3 3'UTR;3'UTR;3'UTR
cg02941085 6.12E-03 1.83E-01 0.804 80.404 0.816 81.597 0.021 2.103 0.019 1.901 37 7 157,413,287 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg16495212 6.18E-03 1.84E-01 0.586 58.646 0.611 61.108 0.047 4.730 0.044 4.405 37 15 83,317,306 CPEB1 TSS1500
cg01014179 6.25E-03 1.85E-01 0.059 5.893 0.066 6.615 0.008 0.792 0.007 0.676 37 2 230,787,137 FBXO36;TRIP12 TSS200;TSS1500
cg12472483 6.39E-03 1.87E-01 0.475 47.454 0.554 55.443 0.070 7.002 0.062 6.210 37 7 157,996,945 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg26794883 6.51E-03 1.88E-01 0.545 54.503 0.577 57.682 0.025 2.530 0.034 3.433 37 12 2,376,330 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg27392792 6.59E-03 1.90E-01 0.067 6.740 0.054 5.426 0.018 1.809 0.014 1.370 37 7 158,380,886 PTPRN2;PTPRN2;PTPRN2 TSS1500;TSS1500;TSS1500
cg07355688 6.70E-03 1.91E-01 0.398 39.793 0.453 45.318 0.062 6.208 0.062 6.173 37 11 129,246,718 BARX2 Body
cg24202131 6.75E-03 1.92E-01 0.592 59.163 0.662 66.205 0.103 10.257 0.086 8.571 37 18 34,855,482 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg22804770 6.82E-03 1.92E-01 0.701 70.053 0.721 72.149 0.037 3.737 0.040 4.036 37 12 2,786,316 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg06527535 6.85E-03 1.93E-01 0.680 68.005 0.720 71.957 0.049 4.913 0.050 5.036 37 7 157,633,771 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg23266266 6.95E-03 1.94E-01 0.049 4.947 0.053 5.317 0.004 0.445 0.006 0.604 37 4 52,708,709 DCUN1D4;DCUN1D4 TSS1500;TSS1500
cg10765212 6.99E-03 1.95E-01 0.231 23.093 0.194 19.417 0.048 4.832 0.040 3.962 37 2 190,044,638 COL5A2 TSS200
cg10632094 7.03E-03 1.95E-01 0.098 9.818 0.117 11.713 0.011 1.116 0.020 2.011 37 3 23,244,068 UBE2E2 TSS1500
cg11551879 7.04E-03 1.95E-01 0.402 40.249 0.440 44.025 0.048 4.760 0.042 4.229 37 12 111,620,258 CUX2 Body
cg20283505 7.27E-03 1.99E-01 0.558 55.810 0.631 63.089 0.092 9.213 0.086 8.596 37 1 175,490,611 TNR 5'UTR
cg05593618 7.39E-03 2.00E-01 0.550 55.025 0.459 45.878 0.098 9.765 0.076 7.576 37 17 73,643,555 RECQL5;LOC100130933 Body;Body
cg06815950 7.47E-03 2.01E-01 0.424 42.378 0.457 45.671 0.060 6.045 0.052 5.187 37 12 111,619,455 CUX2 Body
cg23667391 7.53E-03 2.02E-01 0.519 51.903 0.571 57.132 0.071 7.051 0.068 6.773 37 1 34,043,399 CSMD2 Body
cg13647052 7.78E-03 2.05E-01 0.370 37.034 0.420 41.995 0.069 6.857 0.067 6.690 37 12 2,800,382 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR
cg14012538 7.81E-03 2.05E-01 0.636 63.645 0.650 65.013 0.040 3.966 0.051 5.148 37 7 157,607,823 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg18407955 7.89E-03 2.06E-01 0.553 55.295 0.572 57.222 0.058 5.848 0.052 5.245 37 7 158,110,685 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg16705205 7.92E-03 2.06E-01 0.487 48.669 0.572 57.183 0.100 10.023 0.087 8.734 37 18 35,067,529 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg13117953 7.96E-03 2.07E-01 0.659 65.870 0.680 68.034 0.035 3.522 0.042 4.237 37 7 157,706,117 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg03232056 8.00E-03 2.07E-01 0.778 77.762 0.812 81.151 0.037 3.672 0.038 3.821 37 7 157,461,310 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12108651 8.04E-03 2.08E-01 0.713 71.252 0.746 74.608 0.043 4.284 0.043 4.299 37 7 158,193,742 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg19576843 8.06E-03 2.08E-01 0.666 66.636 0.702 70.197 0.035 3.526 0.036 3.597 37 5 11,385,893 CTNND2 Body
cg23635130 8.23E-03 2.10E-01 0.567 56.703 0.493 49.266 0.070 7.026 0.066 6.635 37 7 157,776,679 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg15067015 8.33E-03 2.11E-01 0.662 66.186 0.703 70.284 0.047 4.657 0.042 4.241 37 1 175,671,657 TNR 5'UTR
cg09409457 8.37E-03 2.12E-01 0.791 79.114 0.814 81.391 0.036 3.582 0.031 3.117 37 7 157,954,722 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg26510723 8.48E-03 2.13E-01 0.640 63.990 0.678 67.850 0.043 4.347 0.032 3.201 37 7 157,464,230 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg13462030 8.57E-03 2.14E-01 0.066 6.622 0.075 7.537 0.007 0.742 0.011 1.053 37 8 22,926,911 TNFRSF10B;TNFRSF10B;TNFRSF10B TSS1500;TSS1500;TSS1500
cg19927214 8.65E-03 2.15E-01 0.915 91.473 0.916 91.558 0.016 1.611 0.016 1.624 37 7 158,336,044 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg15689733 8.71E-03 2.16E-01 0.882 88.194 0.907 90.676 0.029 2.941 0.021 2.074 37 7 157,444,235 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg26359730 8.81E-03 2.17E-01 0.584 58.388 0.493 49.283 0.100 10.023 0.093 9.298 37 1 175,642,761 TNR 5'UTR
cg11830694 8.87E-03 2.18E-01 0.752 75.244 0.773 77.333 0.033 3.279 0.034 3.414 37 12 2,289,797 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg08688548 8.89E-03 2.18E-01 0.705 70.470 0.708 70.813 0.032 3.195 0.033 3.328 37 15 83,317,398 CPEB1 TSS1500
cg23186952 8.95E-03 2.19E-01 0.511 51.114 0.426 42.601 0.056 5.550 0.061 6.148 37 11 58,384,274 ZFP91;ZFP91-CNTF Body;Body
cg10368284 8.96E-03 2.19E-01 0.578 57.832 0.608 60.811 0.045 4.539 0.051 5.054 37 12 2,762,214 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg15727524 8.96E-03 2.19E-01 0.635 63.487 0.679 67.890 0.064 6.394 0.056 5.550 37 7 157,531,216 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg11111139 9.21E-03 2.22E-01 0.787 78.710 0.807 80.721 0.037 3.673 0.034 3.414 37 7 157,620,685 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg25300386 9.23E-03 2.22E-01 0.278 27.770 0.309 30.858 0.039 3.898 0.042 4.178 37 7 94,023,988 COL1A2;COL1A2 1stExon;5'UTR
cg24221919 9.24E-03 2.22E-01 0.525 52.540 0.573 57.282 0.054 5.365 0.059 5.891 37 7 157,480,107 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg22291711 9.25E-03 2.22E-01 0.762 76.152 0.669 66.949 0.078 7.791 0.089 8.933 37 15 37,349,039 MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2Body;Body;Body;Body;Body;Body;Body
cg13537240 9.36E-03 2.23E-01 0.644 64.422 0.678 67.783 0.061 6.108 0.051 5.061 37 12 2,761,549 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg17167790 9.40E-03 2.24E-01 0.618 61.815 0.648 64.833 0.047 4.724 0.046 4.579 37 7 157,516,726 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg05557932 9.40E-03 2.24E-01 0.154 15.363 0.163 16.304 0.013 1.329 0.022 2.175 37 16 3,929,351 CREBBP;CREBBP Body;Body
cg02704570 9.43E-03 2.24E-01 0.633 63.286 0.675 67.454 0.057 5.735 0.051 5.071 37 7 157,647,109 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg01190168 9.45E-03 2.24E-01 0.784 78.445 0.768 76.824 0.017 1.680 0.021 2.115 37 12 58,218,620 CTDSP2;MIR26A2 Body;TSS200
cg20181323 9.63E-03 2.26E-01 0.701 70.142 0.706 70.629 0.047 4.661 0.047 4.681 37 7 158,243,369 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12538880 9.69E-03 2.27E-01 0.112 11.206 0.122 12.164 0.014 1.355 0.016 1.623 37 7 5,462,602 TNRC18 5'UTR
cg07605211 9.72E-03 2.27E-01 0.043 4.341 0.038 3.784 0.006 0.586 0.006 0.557 37 1 223,538,359 SUSD4;SUSD4 TSS1500;TSS1500
cg16264642 9.74E-03 2.27E-01 0.352 35.243 0.387 38.697 0.029 2.865 0.030 2.986 37 5 11,384,581 CTNND2 Body
cg03601549 9.76E-03 2.28E-01 0.879 87.916 0.870 87.027 0.027 2.740 0.030 3.034 37 16 78,627,941 WWOX Body
cg15055782 9.78E-03 2.28E-01 0.613 61.257 0.672 67.213 0.083 8.317 0.071 7.121 37 11 129,310,863 BARX2 Body
cg11760198 9.81E-03 2.28E-01 0.419 41.854 0.470 47.047 0.063 6.341 0.073 7.324 37 18 34,854,936 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg02478172 9.85E-03 2.29E-01 0.953 95.279 0.962 96.176 0.007 0.660 0.007 0.672 37 7 157,468,082 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg04255044 9.89E-03 2.29E-01 0.283 28.313 0.241 24.104 0.043 4.293 0.036 3.634 37 16 87,415,168 FBXO31;FBXO31 Body;Body
cg05636175 9.93E-03 2.29E-01 0.296 29.625 0.298 29.809 0.047 4.675 0.035 3.468 37 8 22,960,397 TNFRSF10C TSS200
cg04237822 9.94E-03 2.30E-01 0.817 81.714 0.840 83.966 0.045 4.547 0.038 3.756 37 7 157,523,541 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg17429772 1.00E-02 2.30E-01 0.575 57.545 0.687 68.742 0.100 9.958 0.078 7.819 37 7 158,269,409 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg08602500 1.00E-02 2.31E-01 0.395 39.534 0.416 41.585 0.028 2.758 0.038 3.802 37 7 157,996,648 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg04488837 1.01E-02 2.31E-01 0.037 3.745 0.034 3.366 0.005 0.478 0.005 0.477 37 16 87,425,609 FBXO31;MAP1LC3B Body;TSS200
cg18004701 1.01E-02 2.31E-01 0.522 52.164 0.549 54.934 0.036 3.619 0.034 3.351 37 7 157,481,628 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg21121024 1.01E-02 2.31E-01 0.097 9.718 0.104 10.387 0.008 0.811 0.015 1.487 37 11 57,227,804 RTN4RL2 TSS1500
cg07213780 1.01E-02 2.31E-01 0.557 55.690 0.594 59.438 0.044 4.431 0.047 4.724 37 7 158,342,600 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg25217583 1.03E-02 2.33E-01 0.396 39.612 0.315 31.487 0.111 11.079 0.092 9.196 37 1 50,574,383 ELAVL4;ELAVL4;ELAVL4;ELAVL4;ELAVL4 Body;TSS1500;Body;Body;TSS1500
cg25510609 1.06E-02 2.36E-01 0.576 57.568 0.633 63.338 0.061 6.084 0.056 5.608 37 15 86,233,236 AKAP13;AKAP13;AKAP13 Body;Body;Body
cg00924576 1.07E-02 2.37E-01 0.050 4.958 0.057 5.677 0.008 0.762 0.006 0.633 37 14 67,826,350 EIF2S1;ATP6V1D TSS1500;Body
cg22168386 1.07E-02 2.37E-01 0.651 65.076 0.665 66.493 0.068 6.846 0.074 7.438 37 13 24,205,538 TNFRSF19;TNFRSF19 Body;Body
cg13447539 1.08E-02 2.38E-01 0.066 6.619 0.079 7.933 0.007 0.672 0.013 1.348 37 3 23,244,125 UBE2E2 TSS1500
cg02956699 1.09E-02 2.40E-01 0.686 68.635 0.714 71.397 0.040 4.034 0.043 4.316 37 7 157,462,264 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg26548251 1.10E-02 2.40E-01 0.515 51.550 0.577 57.738 0.065 6.536 0.068 6.800 37 7 147,591,462 MIR548F3;CNTNAP2 TSS1500;Body
cg08896030 1.11E-02 2.41E-01 0.631 63.139 0.673 67.310 0.049 4.920 0.045 4.529 37 17 73,636,250 RECQL5;LOC643008;LOC643008 Body;Body;5'UTR
cg27200869 1.12E-02 2.42E-01 0.841 84.061 0.825 82.483 0.030 3.023 0.036 3.621 37 7 158,045,980 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg05130081 1.12E-02 2.43E-01 0.704 70.408 0.733 73.322 0.041 4.082 0.057 5.669 37 7 157,867,264 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg14096207 1.13E-02 2.43E-01 0.593 59.301 0.649 64.912 0.079 7.927 0.070 7.043 37 1 223,407,010 SUSD4 Body



cg10347555 1.14E-02 2.44E-01 0.591 59.084 0.549 54.893 0.034 3.444 0.051 5.072 37 16 2,569,925 AMDHD2;ATP6V0C;AMDHD2 TSS1500;3'UTR;TSS1500
cg05239225 1.14E-02 2.44E-01 0.373 37.287 0.428 42.767 0.057 5.704 0.064 6.376 37 15 86,022,419 AKAP13;AKAP13 5'UTR;5'UTR
cg14898177 1.14E-02 2.44E-01 0.775 77.544 0.798 79.755 0.032 3.172 0.030 3.020 37 12 2,486,634 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg21604450 1.15E-02 2.45E-01 0.404 40.438 0.434 43.376 0.048 4.809 0.043 4.276 37 1 66,998,563 SGIP1 TSS1500
cg19642306 1.15E-02 2.46E-01 0.860 85.992 0.876 87.576 0.023 2.339 0.014 1.415 37 7 157,951,097 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg22508831 1.16E-02 2.46E-01 0.142 14.153 0.155 15.506 0.021 2.117 0.021 2.149 37 22 40,573,204 TNRC6B;TNRC6B;TNRC6B Body;TSS1500;TSS1500
cg11345955 1.17E-02 2.47E-01 0.524 52.399 0.588 58.833 0.085 8.542 0.078 7.792 37 15 86,086,674 AKAP13;AKAP13 Body;Body
cg17902551 1.19E-02 2.49E-01 0.489 48.908 0.564 56.352 0.079 7.919 0.092 9.166 37 12 2,801,061 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR
cg07557423 1.19E-02 2.49E-01 0.244 24.425 0.211 21.071 0.047 4.677 0.030 3.041 37 4 42,657,903 ATP8A1;ATP8A1 Body;Body
cg25581124 1.19E-02 2.49E-01 0.642 64.249 0.716 71.583 0.105 10.476 0.087 8.750 37 15 51,786,154 DMXL2 Body
cg27353346 1.20E-02 2.49E-01 0.601 60.090 0.644 64.350 0.068 6.797 0.065 6.488 37 18 34,853,689 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg01834541 1.20E-02 2.49E-01 0.595 59.477 0.489 48.949 0.105 10.464 0.083 8.344 37 1 10,651,801 PEX14 Body
cg00460049 1.20E-02 2.50E-01 0.190 19.039 0.206 20.627 0.024 2.362 0.027 2.685 37 1 66,998,806 SGIP1 TSS1500
cg22178238 1.22E-02 2.51E-01 0.541 54.146 0.575 57.527 0.060 6.008 0.042 4.214 37 7 158,362,809 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg17304276 1.22E-02 2.52E-01 0.409 40.881 0.456 45.597 0.054 5.439 0.055 5.515 37 12 111,485,005 CUX2 Body
cg06041067 1.22E-02 2.52E-01 0.906 90.569 0.921 92.138 0.022 2.222 0.012 1.159 37 7 157,860,363 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg04044684 1.22E-02 2.52E-01 0.075 7.470 0.081 8.097 0.011 1.072 0.012 1.229 37 12 133,464,857 CHFR;CHFR;CHFR;CHFR;CHFR TSS1500;TSS1500;TSS1500;TSS1500;TSS1500
cg13816552 1.23E-02 2.52E-01 0.846 84.563 0.849 84.879 0.019 1.926 0.024 2.368 37 7 157,502,370 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg14691671 1.23E-02 2.53E-01 0.236 23.578 0.195 19.540 0.043 4.339 0.037 3.710 37 17 73,642,503 RECQL5;LOC100130933 Body;TSS200
cg00231927 1.23E-02 2.53E-01 0.645 64.454 0.663 66.337 0.035 3.467 0.039 3.878 37 7 157,502,620 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg26482757 1.25E-02 2.54E-01 0.760 75.952 0.785 78.497 0.030 3.019 0.027 2.730 37 15 85,999,002 AKAP13;AKAP13 5'UTR;5'UTR
cg15243478 1.25E-02 2.54E-01 0.790 78.951 0.814 81.440 0.029 2.867 0.036 3.574 37 12 2,255,779 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg25207738 1.25E-02 2.54E-01 0.600 60.004 0.649 64.898 0.072 7.192 0.080 8.045 37 17 72,306,215 DNAI2 Body
cg20673767 1.26E-02 2.55E-01 0.743 74.331 0.766 76.588 0.034 3.367 0.030 3.003 37 7 158,061,805 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg09970590 1.26E-02 2.55E-01 0.541 54.145 0.419 41.929 0.106 10.564 0.092 9.168 37 15 37,379,321 MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2Body;Body;Body;Body;Body;Body;Body
cg19423622 1.26E-02 2.55E-01 0.583 58.301 0.615 61.489 0.073 7.303 0.049 4.948 37 7 158,362,729 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12528597 1.27E-02 2.56E-01 0.717 71.662 0.650 65.019 0.058 5.782 0.059 5.933 37 11 57,232,556 RTN4RL2 Body
cg15972572 1.29E-02 2.58E-01 0.890 88.997 0.904 90.415 0.018 1.821 0.017 1.701 37 7 157,467,883 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg18311871 1.30E-02 2.59E-01 0.677 67.662 0.718 71.839 0.057 5.675 0.041 4.099 37 7 157,754,600 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg11404544 1.36E-02 2.64E-01 0.421 42.108 0.346 34.619 0.122 12.238 0.092 9.230 37 1 50,571,816 ELAVL4;ELAVL4;ELAVL4 Body;Body;TSS200
cg02220008 1.36E-02 2.64E-01 0.864 86.358 0.843 84.306 0.017 1.718 0.025 2.496 37 6 13,192,742 PHACTR1 Body
cg06715136 1.37E-02 2.65E-01 0.841 84.148 0.833 83.318 0.073 7.347 0.058 5.792 37 7 158,046,025 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg04159098 1.37E-02 2.65E-01 0.847 84.680 0.850 85.026 0.029 2.907 0.018 1.847 37 1 33,982,683 CSMD2 3'UTR
cg20837354 1.38E-02 2.66E-01 0.765 76.507 0.784 78.423 0.026 2.582 0.028 2.778 37 12 2,398,146 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg15912010 1.38E-02 2.66E-01 0.714 71.417 0.663 66.273 0.039 3.909 0.040 4.044 37 2 50,956,659 NRXN1;NRXN1 Body;Body
cg08083403 1.40E-02 2.67E-01 0.061 6.138 0.069 6.860 0.008 0.791 0.009 0.897 37 16 24,740,577 TNRC6A TSS1500
cg07217499 1.40E-02 2.68E-01 0.507 50.669 0.563 56.332 0.073 7.327 0.065 6.521 37 12 2,416,339 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg23369234 1.40E-02 2.68E-01 0.202 20.216 0.172 17.171 0.058 5.819 0.046 4.636 37 12 2,511,478 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg18285788 1.40E-02 2.68E-01 0.623 62.297 0.699 69.899 0.090 9.026 0.070 7.010 37 7 157,475,692 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg17530002 1.41E-02 2.69E-01 0.685 68.466 0.629 62.897 0.056 5.565 0.057 5.683 37 7 157,701,262 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg02825561 1.42E-02 2.70E-01 0.876 87.596 0.880 87.997 0.024 2.418 0.016 1.633 37 7 5,395,941 TNRC18 Body
cg15397593 1.42E-02 2.70E-01 0.665 66.507 0.772 77.190 0.116 11.583 0.071 7.132 37 12 2,273,119 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg24254317 1.43E-02 2.70E-01 0.838 83.761 0.844 84.446 0.021 2.093 0.028 2.828 37 7 157,834,846 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg23447239 1.44E-02 2.72E-01 0.817 81.742 0.833 83.319 0.028 2.754 0.028 2.773 37 7 157,697,628 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg04872075 1.45E-02 2.72E-01 0.958 95.806 0.963 96.326 0.008 0.815 0.008 0.816 37 16 87,379,784 FBXO31;FBXO31 Body;Body
cg18499250 1.46E-02 2.73E-01 0.664 66.407 0.674 67.374 0.052 5.155 0.041 4.050 37 3 37,947,470 CTDSPL;CTDSPL Body;Body
cg22960901 1.48E-02 2.75E-01 0.780 78.025 0.795 79.465 0.023 2.349 0.030 2.957 37 7 157,606,434 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg26651148 1.48E-02 2.75E-01 0.786 78.595 0.828 82.763 0.043 4.345 0.048 4.807 37 7 157,867,300 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg16433587 1.49E-02 2.76E-01 0.877 87.695 0.891 89.149 0.022 2.243 0.015 1.506 37 7 157,434,183 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg00512563 1.50E-02 2.77E-01 0.512 51.154 0.417 41.673 0.118 11.845 0.100 10.049 37 16 87,398,040 FBXO31;FBXO31 Body;Body
cg21280014 1.50E-02 2.77E-01 0.498 49.787 0.563 56.337 0.080 8.021 0.077 7.718 37 7 157,644,665 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg24287125 1.51E-02 2.77E-01 0.178 17.776 0.198 19.770 0.025 2.525 0.032 3.156 37 12 2,692,308 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg14850477 1.51E-02 2.78E-01 0.476 47.601 0.392 39.154 0.114 11.430 0.108 10.789 37 13 72,334,420 DACH1;DACH1;DACH1 Body;Body;Body
cg11797430 1.52E-02 2.78E-01 0.752 75.182 0.789 78.874 0.063 6.316 0.046 4.589 37 12 2,761,364 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg00387117 1.52E-02 2.78E-01 0.846 84.649 0.858 85.773 0.022 2.247 0.031 3.083 37 3 105,105,844 ALCAM Body
cg01818715 1.53E-02 2.79E-01 0.633 63.264 0.664 66.377 0.057 5.672 0.056 5.618 37 7 157,493,445 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg07032987 1.54E-02 2.80E-01 0.815 81.487 0.805 80.466 0.021 2.094 0.054 5.418 37 7 157,513,581 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg08106706 1.55E-02 2.80E-01 0.340 33.980 0.285 28.488 0.080 8.012 0.072 7.194 37 1 50,574,591 ELAVL4;ELAVL4;ELAVL4;ELAVL4;ELAVL4 Body;Body;TSS200;Body;TSS200
cg14779376 1.55E-02 2.81E-01 0.839 83.901 0.770 76.999 0.049 4.879 0.057 5.701 37 7 157,341,829 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg06898168 1.55E-02 2.81E-01 0.487 48.681 0.534 53.362 0.050 4.967 0.060 6.006 37 7 5,447,353 TNRC18 Body
cg19775269 1.56E-02 2.81E-01 0.529 52.912 0.572 57.177 0.056 5.582 0.066 6.622 37 19 5,288,214 PTPRS;PTPRS;PTPRS;PTPRS 5'UTR;5'UTR;5'UTR;5'UTR
cg10249637 1.56E-02 2.81E-01 0.803 80.260 0.828 82.833 0.045 4.482 0.037 3.692 37 7 157,655,436 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg00232445 1.57E-02 2.83E-01 0.875 87.486 0.882 88.187 0.014 1.416 0.014 1.449 37 16 78,310,016 WWOX;WWOX Body;Body
cg19258665 1.57E-02 2.83E-01 0.339 33.882 0.373 37.287 0.054 5.389 0.043 4.338 37 7 157,482,508 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg21082782 1.58E-02 2.83E-01 0.410 40.998 0.360 36.012 0.060 6.027 0.055 5.531 37 7 157,776,507 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg22128328 1.59E-02 2.84E-01 0.720 71.960 0.773 77.279 0.069 6.868 0.059 5.926 37 7 157,389,681 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg19126954 1.59E-02 2.84E-01 0.838 83.806 0.857 85.701 0.019 1.854 0.015 1.520 37 7 157,616,612 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg13580196 1.60E-02 2.84E-01 0.712 71.175 0.784 78.393 0.090 8.964 0.074 7.406 37 15 85,529,414 PDE8A;PDE8A Body;Body
cg10971874 1.61E-02 2.85E-01 0.034 3.396 0.038 3.816 0.004 0.432 0.005 0.502 37 1 10,534,960 PEX14 TSS200
cg15442907 1.63E-02 2.87E-01 0.507 50.710 0.578 57.772 0.102 10.191 0.101 10.054 37 12 2,800,463 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR
cg06726740 1.65E-02 2.88E-01 0.945 94.532 0.952 95.156 0.011 1.098 0.009 0.947 37 12 2,788,627 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg26361533 1.65E-02 2.88E-01 0.415 41.533 0.443 44.315 0.058 5.773 0.052 5.205 37 12 2,445,561 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg23475725 1.68E-02 2.91E-01 0.583 58.327 0.656 65.622 0.101 10.080 0.107 10.658 37 12 2,734,205 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg12283057 1.71E-02 2.93E-01 0.866 86.588 0.853 85.319 0.012 1.230 0.017 1.710 37 15 85,625,812 PDE8A;PDE8A Body;Body
cg14994242 1.72E-02 2.94E-01 0.766 76.603 0.775 77.466 0.031 3.103 0.032 3.205 37 7 157,451,850 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg26160492 1.72E-02 2.94E-01 0.940 93.984 0.930 93.037 0.012 1.245 0.011 1.138 37 3 38,009,911 CTDSPL;CTDSPL;MIR26A1 Body;Body;TSS1500
cg10635895 1.74E-02 2.95E-01 0.571 57.119 0.653 65.264 0.122 12.174 0.121 12.118 37 12 2,339,439 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg12605080 1.74E-02 2.95E-01 0.689 68.884 0.642 64.209 0.032 3.198 0.043 4.333 37 3 37,966,887 CTDSPL;CTDSPL Body;Body
cg19437757 1.74E-02 2.96E-01 0.876 87.593 0.895 89.496 0.020 1.964 0.016 1.563 37 7 157,697,057 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg15440158 1.74E-02 2.96E-01 0.751 75.132 0.760 75.956 0.036 3.590 0.031 3.064 37 7 146,351,256 CNTNAP2 Body
cg07674304 1.77E-02 2.98E-01 0.294 29.386 0.233 23.252 0.109 10.939 0.079 7.871 37 16 78,585,546 WWOX Body
cg27052402 1.77E-02 2.98E-01 0.053 5.304 0.058 5.827 0.007 0.738 0.009 0.923 37 8 38,088,923 DDHD2;DDHD2;DDHD2 TSS200;TSS1500;TSS200
cg25371487 1.78E-02 2.99E-01 0.074 7.391 0.082 8.150 0.007 0.749 0.009 0.926 37 2 55,278,269 RTN4;RTN4;RTN4 TSS1500;TSS1500;TSS1500
cg00788521 1.79E-02 2.99E-01 0.711 71.083 0.757 75.699 0.071 7.062 0.068 6.793 37 12 2,229,269 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg25910519 1.79E-02 2.99E-01 0.730 73.031 0.780 78.021 0.072 7.199 0.057 5.666 37 7 157,389,729 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg10368049 1.79E-02 3.00E-01 0.561 56.135 0.604 60.355 0.068 6.760 0.058 5.832 37 7 94,023,796 COL1A2 TSS200
cg25203031 1.80E-02 3.00E-01 0.122 12.227 0.104 10.438 0.030 2.968 0.029 2.912 37 1 66,999,813 SGIP1 TSS200
cg07720188 1.80E-02 3.00E-01 0.081 8.137 0.076 7.611 0.018 1.808 0.015 1.481 37 13 24,144,483 TNFRSF19 TSS1500
cg03361379 1.82E-02 3.02E-01 0.667 66.722 0.589 58.902 0.062 6.188 0.071 7.144 37 7 157,367,159 PTPRN2;PTPRN2;MIR153-2;PTPRN2 Body;Body;TSS200;Body
cg13401196 1.82E-02 3.02E-01 0.717 71.675 0.739 73.850 0.033 3.317 0.039 3.900 37 7 157,502,419 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg20164016 1.82E-02 3.02E-01 0.478 47.827 0.525 52.469 0.049 4.869 0.062 6.205 37 1 175,474,471 TNR 5'UTR
cg16477744 1.82E-02 3.02E-01 0.609 60.860 0.518 51.814 0.094 9.413 0.083 8.314 37 7 157,367,142 PTPRN2;PTPRN2;MIR153-2;PTPRN2 Body;Body;TSS200;Body
cg17705631 1.84E-02 3.03E-01 0.477 47.747 0.404 40.394 0.128 12.840 0.096 9.620 37 7 2,864,192 GNA12 Body
cg12297625 1.84E-02 3.03E-01 0.757 75.730 0.760 76.050 0.040 4.009 0.040 4.027 37 7 157,461,897 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg05433557 1.84E-02 3.03E-01 0.701 70.108 0.725 72.506 0.037 3.673 0.032 3.242 37 7 158,325,024 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg03731464 1.85E-02 3.04E-01 0.530 53.008 0.607 60.724 0.110 11.026 0.109 10.936 37 12 2,801,158 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR
cg11191368 1.86E-02 3.04E-01 0.384 38.436 0.456 45.594 0.082 8.220 0.080 7.998 37 8 81,665,271 ZNF704 Body
cg17714807 1.87E-02 3.05E-01 0.158 15.769 0.160 16.034 0.034 3.371 0.054 5.408 37 7 157,809,360 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg01492538 1.87E-02 3.06E-01 0.626 62.622 0.550 55.020 0.076 7.620 0.070 6.986 37 7 2,774,543 GNA12 Body
cg10516823 1.88E-02 3.06E-01 0.066 6.590 0.072 7.197 0.008 0.783 0.010 0.974 37 1 44,821,112 ERI3 TSS200
cg08365738 1.88E-02 3.06E-01 0.414 41.354 0.315 31.468 0.123 12.336 0.112 11.240 37 3 112,324,301 CCDC80;CCDC80 Body;Body
cg13939602 1.93E-02 3.09E-01 0.587 58.739 0.635 63.477 0.073 7.317 0.052 5.162 37 12 2,467,410 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg20705893 1.93E-02 3.09E-01 0.674 67.432 0.711 71.051 0.040 3.993 0.046 4.605 37 7 157,869,970 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg20346912 1.93E-02 3.10E-01 0.058 5.836 0.058 5.752 0.012 1.213 0.011 1.070 37 18 35,147,165 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 TSS1500;TSS1500;TSS1500;TSS1500
cg03885818 1.95E-02 3.11E-01 0.740 74.013 0.768 76.806 0.048 4.816 0.040 3.970 37 12 2,299,830 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg10737671 1.96E-02 3.12E-01 0.736 73.590 0.756 75.582 0.046 4.614 0.049 4.877 37 7 157,710,004 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg10528826 1.97E-02 3.12E-01 0.864 86.423 0.880 88.023 0.026 2.587 0.019 1.865 37 7 157,571,460 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg20502694 1.98E-02 3.13E-01 0.901 90.072 0.925 92.541 0.033 3.276 0.019 1.861 37 17 72,278,102 DNAI2 Body
cg08915603 1.98E-02 3.13E-01 0.032 3.177 0.030 3.004 0.011 1.097 0.007 0.694 37 4 187,476,569 MTNR1A TSS200
cg07267600 1.99E-02 3.14E-01 0.549 54.945 0.587 58.748 0.068 6.752 0.063 6.342 37 12 2,750,053 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg05695604 1.99E-02 3.14E-01 0.724 72.364 0.737 73.731 0.028 2.841 0.030 2.962 37 1 34,485,326 CSMD2 Body
cg09890339 2.00E-02 3.15E-01 0.711 71.062 0.760 75.952 0.058 5.778 0.064 6.432 37 12 2,734,150 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg12749890 2.01E-02 3.15E-01 0.714 71.428 0.643 64.336 0.066 6.615 0.079 7.886 37 4 42,514,078 ATP8A1;ATP8A1 Body;Body
cg14631706 2.01E-02 3.15E-01 0.224 22.442 0.245 24.461 0.041 4.069 0.041 4.064 37 18 35,104,534 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg19209689 2.01E-02 3.16E-01 0.593 59.317 0.622 62.205 0.049 4.908 0.061 6.074 37 18 35,064,900 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg18728076 2.02E-02 3.16E-01 0.733 73.265 0.754 75.353 0.055 5.518 0.040 3.961 37 7 5,391,705 TNRC18 Body
cg26589485 2.02E-02 3.16E-01 0.858 85.774 0.873 87.343 0.025 2.488 0.016 1.593 37 17 1,838,439 RTN4RL1 3'UTR
cg16627193 2.02E-02 3.16E-01 0.660 65.991 0.676 67.614 0.038 3.789 0.039 3.923 37 7 157,801,404 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg17038626 2.03E-02 3.16E-01 0.619 61.929 0.714 71.433 0.124 12.371 0.108 10.790 37 12 2,435,931 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg23653008 2.03E-02 3.16E-01 0.073 7.272 0.079 7.922 0.007 0.706 0.009 0.934 37 12 133,464,419 CHFR;CHFR;CHFR;CHFR;CHFR TSS1500;TSS1500;TSS1500;TSS1500;TSS1500
cg08538032 2.03E-02 3.17E-01 0.383 38.305 0.323 32.336 0.098 9.838 0.070 6.995 37 1 50,574,507 ELAVL4;ELAVL4;ELAVL4;ELAVL4;ELAVL4 Body;Body;TSS200;Body;TSS200
cg06750038 2.05E-02 3.18E-01 0.319 31.922 0.336 33.579 0.039 3.947 0.041 4.100 37 16 87,425,101 FBXO31;MAP1LC3B Body;TSS1500
cg27024992 2.06E-02 3.18E-01 0.101 10.138 0.108 10.750 0.012 1.189 0.017 1.734 37 2 48,094,603 FBXO11;FBXO11;FBXO11 5'UTR;5'UTR;5'UTR
cg24518017 2.06E-02 3.19E-01 0.599 59.853 0.507 50.718 0.095 9.474 0.091 9.121 37 1 50,573,970 ELAVL4;ELAVL4;ELAVL4;ELAVL4;ELAVL4 Body;TSS1500;Body;Body;TSS1500
cg16345171 2.07E-02 3.19E-01 0.742 74.181 0.775 77.531 0.049 4.925 0.044 4.379 37 18 35,066,382 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg26238041 2.08E-02 3.20E-01 0.051 5.061 0.043 4.343 0.022 2.204 0.012 1.246 37 4 187,476,543 MTNR1A TSS200
cg24176288 2.09E-02 3.20E-01 0.691 69.072 0.716 71.645 0.055 5.525 0.047 4.677 37 12 2,221,304 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg25264630 2.09E-02 3.20E-01 0.808 80.785 0.832 83.175 0.028 2.846 0.029 2.873 37 7 157,849,744 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg04344190 2.10E-02 3.21E-01 0.436 43.559 0.358 35.830 0.091 9.107 0.099 9.933 37 16 78,218,445 WWOX;WWOX Body;Body
cg09194449 2.10E-02 3.21E-01 0.452 45.224 0.475 47.537 0.053 5.305 0.053 5.302 37 7 157,482,914 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg01019770 2.11E-02 3.21E-01 0.073 7.286 0.083 8.310 0.009 0.872 0.011 1.115 37 17 1,929,555 RTN4RL1 TSS1500
cg16323245 2.11E-02 3.22E-01 0.476 47.608 0.524 52.373 0.071 7.113 0.066 6.575 37 3 114,622,118 ZBTB20;ZBTB20 5'UTR;5'UTR
cg06413087 2.12E-02 3.23E-01 0.803 80.330 0.820 82.029 0.030 3.012 0.028 2.765 37 7 157,929,609 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg20318829 2.14E-02 3.24E-01 0.728 72.775 0.757 75.667 0.035 3.459 0.040 4.002 37 1 67,028,925 SGIP1 Body
cg12222588 2.14E-02 3.24E-01 0.735 73.531 0.760 75.982 0.039 3.932 0.037 3.724 37 18 34,823,808 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 3'UTR;3'UTR;3'UTR;3'UTR
cg08557686 2.15E-02 3.24E-01 0.129 12.939 0.146 14.647 0.015 1.504 0.025 2.462 37 22 20,256,063 RTN4R TSS1500
cg05742721 2.17E-02 3.26E-01 0.805 80.543 0.779 77.945 0.027 2.717 0.039 3.855 37 11 58,350,606 ZFP91;ZFP91-CNTF Body;Body
cg26565719 2.17E-02 3.26E-01 0.819 81.865 0.829 82.922 0.032 3.193 0.024 2.434 37 15 83,298,692 CPEB1 Body
cg07315426 2.21E-02 3.28E-01 0.868 86.758 0.886 88.621 0.026 2.632 0.016 1.577 37 7 158,281,537 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body



cg04441333 2.21E-02 3.29E-01 0.698 69.819 0.715 71.530 0.042 4.194 0.043 4.338 37 7 157,513,189 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg02420724 2.23E-02 3.29E-01 0.734 73.370 0.754 75.449 0.041 4.137 0.034 3.421 37 2 190,044,983 COL5A2 TSS1500
cg07986199 2.23E-02 3.30E-01 0.655 65.511 0.727 72.694 0.079 7.927 0.074 7.428 37 12 2,743,038 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg20114394 2.26E-02 3.32E-01 0.753 75.327 0.767 76.699 0.031 3.147 0.030 2.973 37 3 120,170,441 FSTL1 TSS1500
cg16728539 2.27E-02 3.32E-01 0.801 80.097 0.835 83.521 0.033 3.318 0.032 3.176 37 12 2,451,169 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg19200285 2.28E-02 3.33E-01 0.464 46.384 0.515 51.500 0.076 7.591 0.089 8.875 37 12 2,800,755 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR
cg24636969 2.29E-02 3.33E-01 0.310 30.999 0.396 39.591 0.104 10.419 0.097 9.669 37 8 81,787,111 ZNF704 TSS200
cg10397322 2.30E-02 3.34E-01 0.121 12.092 0.138 13.753 0.015 1.526 0.024 2.410 37 3 23,244,051 UBE2E2 TSS1500
cg15315773 2.31E-02 3.35E-01 0.431 43.060 0.438 43.763 0.049 4.921 0.045 4.539 37 18 59,997,484 TNFRSF11A Body
cg05876425 2.32E-02 3.36E-01 0.745 74.546 0.778 77.753 0.039 3.889 0.040 3.984 37 7 157,474,921 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg13442689 2.33E-02 3.37E-01 0.604 60.401 0.630 63.019 0.041 4.138 0.055 5.521 37 7 157,867,812 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg10389371 2.34E-02 3.37E-01 0.666 66.593 0.718 71.781 0.076 7.609 0.064 6.388 37 15 85,965,059 AKAP13;AKAP13 5'UTR;5'UTR
cg06352807 2.34E-02 3.37E-01 0.586 58.582 0.620 62.036 0.052 5.185 0.045 4.470 37 7 157,648,699 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg00155063 2.34E-02 3.37E-01 0.143 14.279 0.156 15.634 0.030 2.983 0.029 2.932 37 1 12,227,825 TNFRSF1B Body
cg12046677 2.36E-02 3.38E-01 0.773 77.313 0.810 81.015 0.043 4.312 0.041 4.096 37 12 2,360,663 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg02519218 2.37E-02 3.38E-01 0.509 50.905 0.462 46.151 0.044 4.435 0.042 4.179 37 12 133,424,286 CHFR;CHFR;CHFR;CHFR;CHFR Body;Body;Body;Body;Body
cg26771582 2.37E-02 3.39E-01 0.230 22.956 0.184 18.385 0.055 5.459 0.045 4.525 37 16 87,415,899 FBXO31;FBXO31 Body;Body
cg06621425 2.37E-02 3.39E-01 0.682 68.237 0.708 70.849 0.017 1.723 0.040 3.977 37 7 157,982,589 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12406992 2.38E-02 3.39E-01 0.518 51.835 0.550 54.952 0.044 4.388 0.049 4.943 37 1 156,048,214 MEX3A Body
cg23390118 2.38E-02 3.39E-01 0.608 60.787 0.657 65.712 0.065 6.546 0.080 8.019 37 12 2,339,513 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg27448110 2.38E-02 3.39E-01 0.303 30.325 0.338 33.829 0.045 4.478 0.042 4.159 37 7 157,484,647 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg05166022 2.39E-02 3.40E-01 0.410 41.012 0.471 47.097 0.080 7.959 0.079 7.853 37 12 2,800,471 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR
cg13263323 2.41E-02 3.41E-01 0.594 59.431 0.516 51.645 0.114 11.445 0.090 8.981 37 15 86,062,960 AKAP13;AKAP13 Body;Body
cg14430141 2.42E-02 3.41E-01 0.154 15.406 0.161 16.131 0.025 2.452 0.026 2.640 37 1 175,568,377 TNR 5'UTR
cg13302994 2.42E-02 3.42E-01 0.554 55.361 0.576 57.554 0.053 5.260 0.048 4.832 37 2 210,714,233 UNC80;UNC80 Body;Body
cg09146903 2.44E-02 3.43E-01 0.163 16.290 0.180 17.983 0.021 2.088 0.020 1.951 37 7 94,023,869 COL1A2 TSS200
cg19685491 2.44E-02 3.43E-01 0.589 58.870 0.627 62.750 0.074 7.398 0.066 6.594 37 12 2,800,278 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg25399162 2.46E-02 3.44E-01 0.709 70.919 0.728 72.777 0.031 3.079 0.035 3.543 37 18 34,824,016 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 3'UTR;3'UTR;3'UTR;3'UTR
cg18894200 2.46E-02 3.44E-01 0.346 34.635 0.391 39.070 0.051 5.069 0.058 5.782 37 7 157,484,250 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg20334079 2.46E-02 3.44E-01 0.400 40.032 0.452 45.160 0.066 6.572 0.082 8.244 37 13 24,144,544 TNFRSF19 TSS200
cg06677781 2.49E-02 3.46E-01 0.076 7.562 0.083 8.287 0.008 0.842 0.010 0.964 37 11 58,346,199 ZFP91;LPXN;ZFP91-CNTF TSS1500;TSS1500;TSS1500
cg21413557 2.50E-02 3.47E-01 0.062 6.231 0.066 6.561 0.014 1.383 0.016 1.554 37 22 20,255,992 RTN4R TSS200
cg13878705 2.53E-02 3.48E-01 0.727 72.653 0.678 67.765 0.046 4.606 0.049 4.857 37 7 157,700,935 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg22287067 2.53E-02 3.49E-01 0.028 2.846 0.035 3.503 0.008 0.820 0.009 0.851 37 18 31,803,458 NOL4 TSS200
cg11871991 2.53E-02 3.49E-01 0.510 51.032 0.524 52.439 0.039 3.908 0.039 3.856 37 15 83,240,213 CPEB1;CPEB1;CPEB1;CPEB1 Body;1stExon;Body;Body
cg27099497 2.53E-02 3.49E-01 0.796 79.570 0.807 80.734 0.027 2.684 0.027 2.717 37 7 158,269,297 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg04006520 2.55E-02 3.50E-01 0.328 32.782 0.352 35.190 0.027 2.707 0.025 2.538 37 12 2,660,504 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg14462553 2.55E-02 3.50E-01 0.824 82.356 0.863 86.269 0.045 4.471 0.035 3.541 37 7 157,444,239 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg05729908 2.58E-02 3.51E-01 0.070 6.966 0.070 7.038 0.010 0.970 0.014 1.374 37 12 118,811,062 TAOK3 TSS1500
cg08580308 2.59E-02 3.52E-01 0.325 32.453 0.382 38.176 0.071 7.068 0.063 6.341 37 2 230,839,060 FBXO36 Body
cg15279308 2.60E-02 3.53E-01 0.517 51.727 0.598 59.836 0.112 11.238 0.100 9.977 37 12 2,800,500 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR
cg06819373 2.63E-02 3.55E-01 0.721 72.066 0.766 76.592 0.062 6.176 0.042 4.155 37 7 157,463,355 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg01063935 2.64E-02 3.55E-01 0.630 62.965 0.559 55.893 0.083 8.324 0.059 5.907 37 1 10,616,085 PEX14 Body
cg16525066 2.66E-02 3.56E-01 0.070 7.001 0.077 7.686 0.009 0.866 0.015 1.501 37 16 65,152,097 CDH11 5'UTR
cg10001715 2.67E-02 3.57E-01 0.726 72.645 0.677 67.707 0.051 5.122 0.054 5.399 37 16 78,345,421 WWOX Body
cg11380223 2.68E-02 3.57E-01 0.861 86.050 0.870 86.966 0.015 1.480 0.023 2.337 37 7 157,447,534 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg19334350 2.68E-02 3.57E-01 0.432 43.169 0.434 43.405 0.068 6.755 0.051 5.065 37 7 157,406,737 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg03361346 2.69E-02 3.58E-01 0.800 80.029 0.767 76.709 0.032 3.238 0.030 2.974 37 7 5,428,014 TNRC18 Body
cg06781608 2.69E-02 3.58E-01 0.400 39.976 0.405 40.488 0.047 4.654 0.052 5.151 37 7 157,361,040 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12144100 2.71E-02 3.58E-01 0.509 50.913 0.531 53.057 0.042 4.214 0.036 3.582 37 7 157,890,277 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg11340881 2.71E-02 3.59E-01 0.777 77.735 0.800 80.039 0.027 2.744 0.029 2.918 37 7 157,502,455 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body

ch.7.141697R 2.72E-02 3.59E-01 0.145 14.462 0.164 16.356 0.024 2.355 0.026 2.563 36 7 2,825,048 GNA12 Body
cg16397629 2.72E-02 3.59E-01 0.931 93.095 0.926 92.589 0.016 1.589 0.015 1.497 37 20 40,093,431 CHD6 Body
cg04923875 2.73E-02 3.59E-01 0.622 62.159 0.673 67.325 0.078 7.849 0.085 8.540 37 1 175,533,566 TNR 5'UTR
cg20876466 2.76E-02 3.61E-01 0.871 87.063 0.879 87.946 0.017 1.708 0.020 1.952 37 7 157,368,881 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg07796563 2.80E-02 3.64E-01 0.836 83.605 0.811 81.113 0.036 3.636 0.046 4.567 37 12 133,430,707 CHFR;CHFR;CHFR;CHFR;CHFR Body;Body;Body;Body;Body
cg00123652 2.81E-02 3.64E-01 0.793 79.291 0.783 78.313 0.023 2.311 0.028 2.768 37 7 5,427,647 TNRC18 Body
cg14610403 2.81E-02 3.65E-01 0.306 30.640 0.329 32.855 0.036 3.607 0.034 3.447 37 1 66,998,812 SGIP1 TSS1500
cg20770435 2.81E-02 3.65E-01 0.667 66.691 0.723 72.341 0.086 8.566 0.085 8.455 37 18 35,105,154 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg00283887 2.81E-02 3.65E-01 0.808 80.787 0.830 83.007 0.033 3.300 0.027 2.668 37 7 157,935,557 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg23634928 2.83E-02 3.65E-01 0.756 75.599 0.781 78.128 0.035 3.461 0.045 4.456 37 7 157,474,856 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg02369188 2.83E-02 3.65E-01 0.897 89.659 0.899 89.926 0.015 1.467 0.014 1.397 37 7 157,608,573 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg18164357 2.84E-02 3.66E-01 0.734 73.387 0.772 77.241 0.065 6.531 0.051 5.108 37 11 77,534,497 C11orf67 5'UTR
cg08463820 2.85E-02 3.66E-01 0.912 91.181 0.923 92.298 0.034 3.429 0.028 2.793 37 7 157,453,872 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12337622 2.88E-02 3.68E-01 0.961 96.064 0.968 96.847 0.006 0.599 0.005 0.524 37 7 158,050,413 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12350325 2.88E-02 3.68E-01 0.446 44.587 0.489 48.898 0.060 6.022 0.055 5.497 37 12 2,800,909 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR
cg25950769 2.89E-02 3.69E-01 0.809 80.879 0.829 82.866 0.026 2.598 0.029 2.926 37 15 85,945,991 AKAP13;AKAP13 5'UTR;5'UTR
cg08514594 2.89E-02 3.69E-01 0.763 76.309 0.784 78.404 0.024 2.382 0.028 2.833 37 7 157,874,020 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg22544571 2.92E-02 3.71E-01 0.532 53.234 0.448 44.778 0.080 7.981 0.069 6.913 37 10 61,468,158 SLC16A9 5'UTR
cg15208375 2.93E-02 3.71E-01 0.079 7.932 0.077 7.731 0.016 1.571 0.012 1.182 37 19 31,841,555 TSHZ3 TSS1500
cg16085649 2.93E-02 3.71E-01 0.510 50.980 0.553 55.261 0.053 5.279 0.064 6.421 37 15 86,186,011 AKAP13;AKAP13 Body;Body
cg16902746 2.95E-02 3.72E-01 0.366 36.611 0.407 40.681 0.049 4.939 0.049 4.906 37 19 5,338,881 PTPRS;PTPRS;PTPRS;PTPRS 5'UTR;5'UTR;5'UTR;5'UTR
cg12489727 2.95E-02 3.72E-01 0.870 87.043 0.877 87.668 0.015 1.471 0.024 2.420 37 17 76,101,391 TNRC6C;TNRC6C 3'UTR;3'UTR
cg14002960 2.98E-02 3.74E-01 0.084 8.448 0.071 7.113 0.015 1.541 0.009 0.889 37 18 31,739,423 NOL4 Body
cg19465011 2.99E-02 3.74E-01 0.918 91.847 0.906 90.568 0.016 1.580 0.017 1.712 37 7 157,519,179 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg00930246 3.00E-02 3.74E-01 0.634 63.369 0.539 53.863 0.118 11.759 0.101 10.092 37 4 52,781,165 DCUN1D4;DCUN1D4 3'UTR;3'UTR
cg15374582 3.01E-02 3.75E-01 0.790 78.959 0.813 81.256 0.029 2.924 0.031 3.105 37 7 158,250,524 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg10310310 3.01E-02 3.75E-01 0.584 58.368 0.504 50.433 0.083 8.327 0.081 8.095 37 7 157,367,150 PTPRN2;PTPRN2;MIR153-2;PTPRN2 Body;Body;TSS200;Body
cg14374754 3.03E-02 3.76E-01 0.139 13.900 0.144 14.380 0.013 1.319 0.017 1.747 37 9 96,714,295 BARX1 3'UTR
cg22337920 3.05E-02 3.77E-01 0.767 76.663 0.784 78.437 0.032 3.248 0.030 2.955 37 7 158,319,098 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg22395765 3.06E-02 3.77E-01 0.404 40.358 0.321 32.109 0.119 11.920 0.104 10.386 37 7 157,362,094 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg25906770 3.10E-02 3.79E-01 0.857 85.659 0.865 86.527 0.017 1.676 0.020 2.029 37 7 157,567,895 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg19341106 3.10E-02 3.79E-01 0.758 75.765 0.695 69.493 0.055 5.540 0.063 6.339 37 7 157,811,843 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg09576209 3.11E-02 3.79E-01 0.492 49.169 0.558 55.824 0.098 9.797 0.100 9.955 37 12 2,339,614 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg08418872 3.12E-02 3.80E-01 0.864 86.367 0.895 89.485 0.035 3.496 0.026 2.630 37 12 6,442,954 TNFRSF1A Body
cg02876293 3.15E-02 3.81E-01 0.587 58.674 0.613 61.334 0.058 5.820 0.057 5.694 37 7 157,456,001 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg04232325 3.16E-02 3.82E-01 0.084 8.393 0.077 7.700 0.014 1.389 0.013 1.291 37 1 223,537,363 SUSD4;SUSD4 5'UTR;5'UTR
cg00879840 3.17E-02 3.82E-01 0.596 59.565 0.521 52.116 0.077 7.721 0.073 7.290 37 16 78,323,024 WWOX Body
cg00848945 3.20E-02 3.84E-01 0.435 43.523 0.506 50.633 0.097 9.673 0.102 10.236 37 12 2,800,919 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR;3'UTR
cg00989220 3.21E-02 3.84E-01 0.863 86.316 0.870 87.011 0.015 1.525 0.016 1.629 37 12 6,439,069 TNFRSF1A Body
cg05088120 3.21E-02 3.84E-01 0.784 78.386 0.816 81.558 0.047 4.664 0.031 3.050 37 7 157,455,919 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg19619387 3.21E-02 3.84E-01 0.118 11.819 0.110 11.045 0.017 1.749 0.022 2.194 37 17 1,881,036 RTN4RL1 Body
cg26861487 3.22E-02 3.84E-01 0.833 83.331 0.837 83.738 0.018 1.832 0.024 2.439 37 7 157,549,878 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg09270225 3.22E-02 3.85E-01 0.094 9.412 0.099 9.896 0.019 1.852 0.019 1.902 37 1 34,632,658 C1orf94;C1orf94;CSMD2 1stExon;5'UTR;TSS1500
cg06863310 3.23E-02 3.85E-01 0.865 86.452 0.870 87.000 0.026 2.566 0.016 1.578 37 16 79,034,883 WWOX Body
cg23058673 3.24E-02 3.85E-01 0.483 48.290 0.416 41.571 0.088 8.773 0.069 6.946 37 7 5,422,234 TNRC18 Body
cg06734250 3.24E-02 3.86E-01 0.123 12.297 0.106 10.566 0.031 3.076 0.023 2.252 37 18 31,802,071 NOL4 Body
cg05951776 3.24E-02 3.86E-01 0.433 43.258 0.357 35.717 0.101 10.122 0.078 7.799 37 1 10,568,783 PEX14 Body
cg09700337 3.24E-02 3.86E-01 0.541 54.101 0.606 60.551 0.094 9.369 0.089 8.899 37 12 118,775,197 TAOK3 5'UTR
cg26691179 3.26E-02 3.87E-01 0.500 49.962 0.396 39.550 0.134 13.440 0.129 12.870 37 16 78,211,809 WWOX;WWOX Body;Body
cg02041981 3.27E-02 3.87E-01 0.904 90.409 0.909 90.904 0.011 1.134 0.016 1.550 37 7 157,695,878 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg24490542 3.28E-02 3.87E-01 0.090 9.015 0.099 9.940 0.017 1.724 0.016 1.556 37 1 34,628,784 CSMD2 Body
cg05673731 3.29E-02 3.88E-01 0.825 82.526 0.833 83.338 0.042 4.213 0.029 2.928 37 1 29,565,306 PTPRU;PTPRU;PTPRU Body;Body;Body
cg20150787 3.30E-02 3.88E-01 0.728 72.807 0.748 74.807 0.038 3.819 0.036 3.578 37 7 157,748,850 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg07689260 3.30E-02 3.88E-01 0.761 76.128 0.790 78.986 0.038 3.762 0.034 3.449 37 7 157,381,098 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg15322801 3.31E-02 3.89E-01 0.407 40.734 0.351 35.084 0.085 8.528 0.070 6.953 37 1 50,571,943 ELAVL4;ELAVL4;ELAVL4 Body;Body;TSS200
cg24507502 3.31E-02 3.89E-01 0.808 80.772 0.822 82.182 0.025 2.474 0.030 2.999 37 18 34,827,082 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 3'UTR;3'UTR;3'UTR;3'UTR
cg02896073 3.32E-02 3.89E-01 0.579 57.901 0.468 46.761 0.128 12.802 0.120 11.990 37 18 31,799,784 NOL4 Body
cg07783094 3.32E-02 3.89E-01 0.624 62.386 0.640 63.952 0.059 5.902 0.040 4.048 37 7 157,956,912 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg14286928 3.33E-02 3.90E-01 0.108 10.775 0.116 11.647 0.008 0.828 0.017 1.670 37 14 67,826,449 EIF2S1;ATP6V1D;ATP6V1D TSS1500;1stExon;5'UTR
cg12767196 3.34E-02 3.91E-01 0.848 84.841 0.849 84.942 0.018 1.831 0.021 2.087 37 1 175,525,986 TNR 5'UTR
cg27088726 3.37E-02 3.92E-01 0.132 13.214 0.147 14.713 0.022 2.233 0.025 2.465 37 16 83,171,155 CDH13 Body
cg00345522 3.37E-02 3.92E-01 0.288 28.776 0.330 33.039 0.051 5.081 0.043 4.276 37 2 51,260,399 NRXN1;NRXN1 TSS1500;TSS1500
cg24576995 3.37E-02 3.92E-01 0.722 72.171 0.758 75.762 0.071 7.058 0.034 3.352 37 7 157,854,008 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg19252333 3.40E-02 3.93E-01 0.666 66.573 0.693 69.308 0.037 3.705 0.042 4.188 37 1 29,583,372 PTPRU;PTPRU;PTPRU Body;Body;Body
cg18846554 3.40E-02 3.93E-01 0.026 2.556 0.026 2.566 0.005 0.514 0.004 0.448 37 14 55,738,783 FBXO34;FBXO34 5'UTR;TSS200
cg10211530 3.40E-02 3.93E-01 0.814 81.396 0.796 79.572 0.017 1.711 0.026 2.566 37 7 5,391,111 TNRC18 Body
cg04595505 3.40E-02 3.93E-01 0.535 53.469 0.612 61.187 0.104 10.413 0.099 9.885 37 2 50,572,944 NRXN1;NRXN1;NRXN1 Body;Body;Body
cg00532455 3.41E-02 3.94E-01 0.484 48.382 0.429 42.912 0.066 6.647 0.072 7.153 37 2 148,617,336 ACVR2A Body
cg01456571 3.42E-02 3.94E-01 0.046 4.625 0.051 5.114 0.011 1.077 0.009 0.924 37 8 23,021,325 TNFRSF10D 1stExon
cg17526573 3.43E-02 3.95E-01 0.082 8.151 0.069 6.888 0.020 1.966 0.016 1.567 37 2 50,574,708 NRXN1;NRXN1;NRXN1;NRXN1 Body;1stExon;5'UTR;Body
cg08017787 3.43E-02 3.95E-01 0.799 79.874 0.820 82.042 0.031 3.066 0.022 2.227 37 7 158,182,836 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg16861508 3.45E-02 3.95E-01 0.082 8.242 0.097 9.666 0.012 1.161 0.016 1.579 37 8 22,926,909 TNFRSF10B;TNFRSF10B;TNFRSF10B TSS1500;TSS1500;TSS1500
cg02355558 3.46E-02 3.96E-01 0.518 51.837 0.549 54.905 0.052 5.169 0.045 4.525 37 3 37,977,733 CTDSPL;CTDSPL Body;Body
cg25318189 3.47E-02 3.96E-01 0.535 53.471 0.571 57.061 0.050 4.987 0.043 4.323 37 7 2,800,436 GNA12 Body
cg15288845 3.48E-02 3.97E-01 0.889 88.919 0.876 87.630 0.018 1.761 0.020 2.045 37 3 23,448,023 UBE2E2 Body
cg16734845 3.50E-02 3.98E-01 0.582 58.208 0.511 51.070 0.070 7.042 0.072 7.190 37 15 44,781,962 CTDSPL2 Body
cg08673532 3.53E-02 3.99E-01 0.811 81.123 0.830 82.974 0.051 5.143 0.038 3.835 37 16 87,422,913 FBXO31 Body
cg27100547 3.54E-02 3.99E-01 0.877 87.657 0.863 86.260 0.012 1.208 0.023 2.270 37 16 3,779,271 CREBBP;CREBBP Body;Body
cg25513853 3.54E-02 3.99E-01 0.447 44.653 0.517 51.695 0.098 9.833 0.078 7.804 37 17 72,272,298 DNAI2 5'UTR
cg21440084 3.55E-02 4.00E-01 0.463 46.342 0.391 39.079 0.135 13.544 0.127 12.658 37 1 34,615,965 CSMD2 Body
cg01731811 3.56E-02 4.00E-01 0.763 76.270 0.772 77.178 0.047 4.693 0.033 3.293 37 7 157,890,171 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg03531247 3.56E-02 4.00E-01 0.486 48.641 0.553 55.279 0.085 8.464 0.075 7.539 37 2 50,573,485 NRXN1;NRXN1;NRXN1 Body;Body;Body
cg02366856 3.56E-02 4.00E-01 0.582 58.213 0.485 48.532 0.125 12.542 0.107 10.696 37 15 37,239,205 MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2Body;Body;Body;Body;Body;Body;Body
cg01415909 3.57E-02 4.00E-01 0.099 9.878 0.092 9.247 0.026 2.567 0.020 1.986 37 17 1,881,005 RTN4RL1 Body
cg00152838 3.57E-02 4.00E-01 0.195 19.450 0.167 16.715 0.031 3.105 0.035 3.451 37 16 24,741,724 TNRC6A Body
cg09452483 3.58E-02 4.01E-01 0.821 82.116 0.831 83.120 0.021 2.137 0.022 2.157 37 7 157,388,479 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg24990327 3.58E-02 4.01E-01 0.659 65.911 0.716 71.552 0.089 8.869 0.075 7.468 37 7 147,591,897 MIR548F3;CNTNAP2 TSS1500;Body
cg20797106 3.59E-02 4.01E-01 0.870 87.001 0.874 87.414 0.013 1.283 0.016 1.623 37 7 158,113,804 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body



cg02855558 3.61E-02 4.02E-01 0.805 80.476 0.832 83.204 0.042 4.226 0.025 2.450 37 7 158,107,723 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg02623400 3.64E-02 4.04E-01 0.104 10.447 0.080 8.039 0.021 2.139 0.021 2.139 37 1 50,513,749 ELAVL4;ELAVL4 1stExon;5'UTR
cg00016814 3.64E-02 4.04E-01 0.827 82.710 0.789 78.938 0.043 4.346 0.063 6.300 37 7 145,875,026 CNTNAP2 Body
cg01359748 3.66E-02 4.04E-01 0.823 82.278 0.846 84.581 0.030 2.991 0.024 2.426 37 7 157,474,965 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg24273728 3.70E-02 4.06E-01 0.668 66.830 0.632 63.188 0.028 2.768 0.051 5.110 37 3 105,221,308 ALCAM Body
cg08339915 3.71E-02 4.06E-01 0.826 82.626 0.828 82.803 0.028 2.817 0.024 2.390 37 7 157,394,582 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg01699430 3.71E-02 4.06E-01 0.600 60.001 0.619 61.895 0.050 5.016 0.047 4.698 37 12 111,484,977 CUX2 Body
cg07696310 3.71E-02 4.07E-01 0.041 4.135 0.048 4.801 0.011 1.104 0.008 0.836 37 16 87,426,160 MAP1LC3B;FBXO31 Body;TSS1500
cg09041207 3.73E-02 4.07E-01 0.052 5.213 0.058 5.771 0.011 1.063 0.012 1.199 37 16 87,417,818 FBXO31;FBXO31 TSS1500;Body
cg22620803 3.76E-02 4.09E-01 0.810 80.955 0.831 83.097 0.024 2.432 0.024 2.406 37 7 157,786,505 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12790758 3.76E-02 4.09E-01 0.676 67.610 0.588 58.815 0.096 9.633 0.085 8.517 37 15 37,369,914 MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2Body;Body;Body;Body;Body;Body;Body
cg10021276 3.77E-02 4.10E-01 0.756 75.552 0.785 78.499 0.049 4.888 0.043 4.324 37 7 157,493,965 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12058544 3.78E-02 4.10E-01 0.569 56.946 0.612 61.174 0.058 5.820 0.059 5.931 37 1 29,598,283 PTPRU;PTPRU;PTPRU Body;Body;Body
cg17627898 3.79E-02 4.10E-01 0.829 82.862 0.838 83.767 0.020 1.989 0.034 3.362 37 12 118,782,453 TAOK3 5'UTR
cg12609140 3.83E-02 4.12E-01 0.586 58.551 0.596 59.648 0.051 5.108 0.063 6.349 37 7 157,867,612 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg15151052 3.84E-02 4.12E-01 0.713 71.261 0.736 73.552 0.041 4.099 0.033 3.313 37 1 29,617,359 PTPRU;PTPRU;PTPRU Body;Body;Body
cg10668781 3.84E-02 4.12E-01 0.772 77.158 0.790 79.047 0.032 3.208 0.039 3.895 37 12 2,307,325 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg22597794 3.84E-02 4.12E-01 0.499 49.921 0.444 44.436 0.051 5.100 0.047 4.664 37 2 55,232,193 RTN4;RTN4;RTN4;RTN4;RTN4 Body;Body;Body;Body;Body
cg21447550 3.85E-02 4.12E-01 0.073 7.270 0.078 7.753 0.012 1.211 0.014 1.395 37 1 223,538,623 SUSD4;SUSD4 TSS1500;TSS1500
cg05164449 3.85E-02 4.13E-01 0.417 41.656 0.326 32.600 0.117 11.697 0.084 8.446 37 7 157,561,593 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg08081323 3.88E-02 4.14E-01 0.590 58.989 0.541 54.146 0.052 5.226 0.049 4.943 37 11 57,232,407 RTN4RL2 Body
cg16694011 3.88E-02 4.14E-01 0.076 7.599 0.081 8.067 0.007 0.694 0.013 1.293 37 7 148,036,708 CNTNAP2 Body
cg15035217 3.88E-02 4.14E-01 0.756 75.556 0.771 77.094 0.030 3.036 0.032 3.157 37 7 158,235,051 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg17698886 3.90E-02 4.15E-01 0.308 30.818 0.264 26.388 0.049 4.898 0.045 4.518 37 19 5,341,265 PTPRS;PTPRS;PTPRS;PTPRS TSS1500;TSS1500;TSS1500;TSS1500
cg05874166 3.90E-02 4.15E-01 0.801 80.128 0.804 80.435 0.013 1.332 0.020 1.999 37 7 157,695,357 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg26888153 3.91E-02 4.15E-01 0.510 50.950 0.433 43.252 0.107 10.681 0.101 10.120 37 1 50,571,845 ELAVL4;ELAVL4;ELAVL4 Body;Body;TSS200
cg01536803 3.90E-02 4.15E-01 0.742 74.226 0.764 76.393 0.034 3.448 0.032 3.184 37 7 157,968,578 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg26816432 3.94E-02 4.16E-01 0.476 47.593 0.386 38.607 0.131 13.121 0.109 10.914 37 7 158,165,951 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg02866870 3.94E-02 4.17E-01 0.046 4.622 0.049 4.911 0.005 0.532 0.006 0.554 37 3 105,085,614 ALCAM TSS200
cg27550325 3.95E-02 4.17E-01 0.719 71.869 0.724 72.446 0.045 4.464 0.038 3.760 37 7 157,915,584 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg18242139 3.96E-02 4.17E-01 0.658 65.778 0.588 58.811 0.082 8.166 0.071 7.133 37 1 50,574,837 ELAVL4;ELAVL4;ELAVL4;ELAVL4;ELAVL4;ELAVL4;ELAVL41stExon;5'UTR;Body;1stExon;Body;Body;5'UTR
cg04996300 4.01E-02 4.19E-01 0.635 63.456 0.640 63.997 0.043 4.329 0.026 2.611 37 7 157,368,976 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg09450352 4.02E-02 4.20E-01 0.841 84.055 0.850 84.963 0.017 1.749 0.021 2.133 37 7 157,495,481 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg16207991 4.02E-02 4.20E-01 0.419 41.889 0.492 49.194 0.108 10.765 0.097 9.716 37 6 12,752,149 PHACTR1 Body
cg10218605 4.03E-02 4.20E-01 0.166 16.599 0.140 14.001 0.033 3.258 0.031 3.121 37 7 158,379,132 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg09916651 4.04E-02 4.20E-01 0.277 27.743 0.305 30.462 0.040 3.990 0.041 4.071 37 12 111,620,313 CUX2 Body
cg26639747 4.05E-02 4.21E-01 0.924 92.357 0.939 93.942 0.020 1.969 0.014 1.422 37 7 157,590,318 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12027254 4.06E-02 4.21E-01 0.617 61.711 0.567 56.743 0.052 5.197 0.071 7.148 37 17 76,055,290 TNRC6C;TNRC6C Body;Body
cg07208691 4.08E-02 4.22E-01 0.462 46.183 0.501 50.072 0.049 4.935 0.047 4.733 37 12 111,620,199 CUX2 Body
cg27201297 4.10E-02 4.23E-01 0.080 7.968 0.082 8.212 0.018 1.843 0.018 1.753 37 3 37,902,413 CTDSPL;CTDSPL TSS1500;TSS1500
cg05334416 4.11E-02 4.24E-01 0.498 49.784 0.405 40.510 0.121 12.117 0.109 10.944 37 15 37,338,491 MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2Body;Body;Body;Body;Body;Body;Body
cg15408722 4.12E-02 4.24E-01 0.858 85.753 0.886 88.647 0.057 5.673 0.045 4.509 37 7 157,866,922 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg09610766 4.13E-02 4.24E-01 0.585 58.533 0.539 53.856 0.063 6.306 0.046 4.639 37 3 105,166,570 ALCAM Body
cg26665209 4.15E-02 4.25E-01 0.960 96.016 0.958 95.812 0.006 0.640 0.007 0.745 37 12 133,419,763 CHFR;CHFR;CHFR;CHFR;CHFR Body;Body;Body;Body;Body
cg14419187 4.15E-02 4.25E-01 0.175 17.541 0.170 16.986 0.057 5.651 0.034 3.388 37 2 210,637,094 UNC80;UNC80 Body;Body
cg18558969 4.17E-02 4.26E-01 0.742 74.232 0.766 76.575 0.069 6.875 0.089 8.901 37 18 35,063,285 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg05949171 4.19E-02 4.27E-01 0.133 13.293 0.144 14.358 0.017 1.684 0.022 2.174 37 16 82,660,596 CDH13;CDH13 1stExon;5'UTR
cg15012939 4.20E-02 4.27E-01 0.834 83.362 0.847 84.651 0.024 2.429 0.018 1.764 37 7 158,278,869 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg09416903 4.20E-02 4.27E-01 0.796 79.617 0.801 80.078 0.051 5.121 0.032 3.174 37 1 223,494,435 SUSD4;SUSD4 Body;Body
cg22681495 4.23E-02 4.29E-01 0.568 56.849 0.615 61.467 0.071 7.145 0.066 6.649 37 15 86,058,755 AKAP13;AKAP13 Body;Body
cg21149967 4.23E-02 4.29E-01 0.703 70.259 0.671 67.071 0.027 2.719 0.026 2.640 37 12 58,224,502 CTDSP2 Body
cg11183535 4.24E-02 4.29E-01 0.883 88.288 0.889 88.896 0.020 1.955 0.016 1.640 37 7 157,654,985 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg14922895 4.25E-02 4.29E-01 0.057 5.695 0.056 5.631 0.010 0.995 0.010 1.047 37 22 40,440,742 TNRC6B TSS200
cg14030258 4.26E-02 4.30E-01 0.710 71.024 0.757 75.712 0.057 5.689 0.057 5.663 37 1 29,591,301 PTPRU;PTPRU;PTPRU Body;Body;Body
cg26079666 4.28E-02 4.30E-01 0.478 47.819 0.503 50.338 0.037 3.747 0.033 3.342 37 18 35,067,009 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg18293555 4.32E-02 4.32E-01 0.885 88.461 0.875 87.532 0.021 2.075 0.018 1.816 37 22 20,229,988 RTN4R Body
cg13538299 4.32E-02 4.32E-01 0.699 69.927 0.724 72.438 0.056 5.556 0.036 3.630 37 7 157,466,994 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg05649108 4.33E-02 4.32E-01 0.481 48.143 0.550 55.029 0.116 11.620 0.099 9.939 37 18 34,854,722 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg23489038 4.34E-02 4.33E-01 0.214 21.438 0.241 24.083 0.038 3.815 0.051 5.053 37 12 111,619,190 CUX2 Body
cg07529754 4.35E-02 4.33E-01 0.196 19.639 0.226 22.625 0.055 5.453 0.051 5.140 37 2 50,575,098 NRXN1;NRXN1;NRXN1 Body;Body;TSS1500
cg24567591 4.38E-02 4.34E-01 0.215 21.503 0.221 22.109 0.021 2.118 0.018 1.837 37 16 3,931,229 CREBBP;CREBBP TSS1500;TSS1500
cg00765127 4.40E-02 4.35E-01 0.759 75.870 0.730 72.995 0.051 5.066 0.035 3.546 37 8 22,959,168 TNFRSF10C TSS1500
cg21579197 4.41E-02 4.35E-01 0.665 66.519 0.581 58.064 0.093 9.291 0.083 8.346 37 15 37,350,102 MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2;MEIS2Body;Body;Body;Body;Body;Body;Body
cg02699090 4.42E-02 4.36E-01 0.879 87.888 0.881 88.091 0.023 2.309 0.043 4.269 37 7 157,593,864 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg05135176 4.43E-02 4.36E-01 0.788 78.818 0.805 80.463 0.032 3.179 0.028 2.766 37 7 157,620,849 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg07877559 4.44E-02 4.36E-01 0.130 12.960 0.138 13.813 0.020 2.031 0.026 2.584 37 5 11,903,299 CTNND2 Body
cg12364136 4.44E-02 4.36E-01 0.765 76.477 0.784 78.445 0.038 3.797 0.037 3.653 37 7 158,331,217 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg20380649 4.45E-02 4.37E-01 0.114 11.442 0.126 12.583 0.010 1.046 0.017 1.683 37 5 10,988,333 CTNND2 Body
cg13074795 4.46E-02 4.37E-01 0.533 53.273 0.433 43.259 0.140 13.970 0.124 12.359 37 12 53,996,158 ATF7;ATF7;ATF7 5'UTR;TSS1500;5'UTR
cg03784375 4.46E-02 4.37E-01 0.887 88.721 0.892 89.207 0.009 0.909 0.015 1.470 37 7 157,570,978 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg16884099 4.47E-02 4.37E-01 0.882 88.176 0.886 88.609 0.015 1.462 0.020 2.023 37 7 157,849,794 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg15700587 4.47E-02 4.37E-01 0.745 74.480 0.771 77.092 0.049 4.923 0.032 3.224 37 7 147,065,665 MIR548I4;CNTNAP2 Body;Body
cg24685239 4.47E-02 4.37E-01 0.538 53.829 0.562 56.163 0.059 5.917 0.069 6.853 37 3 105,159,482 ALCAM Body
cg21488876 4.48E-02 4.38E-01 0.629 62.884 0.717 71.653 0.109 10.942 0.100 9.964 37 19 5,250,376 PTPRS;PTPRS;PTPRS;PTPRS Body;Body;Body;Body
cg21160944 4.51E-02 4.39E-01 0.923 92.326 0.934 93.395 0.012 1.190 0.011 1.102 37 7 157,584,549 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg26967842 4.51E-02 4.39E-01 0.569 56.868 0.591 59.089 0.041 4.068 0.028 2.792 37 7 157,369,158 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg24861859 4.54E-02 4.40E-01 0.519 51.872 0.537 53.717 0.039 3.943 0.053 5.252 37 1 175,474,533 TNR 5'UTR
cg10777461 4.55E-02 4.41E-01 0.611 61.135 0.642 64.227 0.064 6.375 0.053 5.273 37 1 10,590,481 PEX14 Body
cg11950360 4.56E-02 4.41E-01 0.323 32.293 0.267 26.705 0.080 8.041 0.056 5.625 37 18 34,834,690 BRUNOL4;BRUNOL4;BRUNOL4;BRUNOL4 Body;Body;Body;Body
cg22242926 4.57E-02 4.41E-01 0.938 93.801 0.945 94.502 0.013 1.321 0.010 1.002 37 17 73,627,717 RECQL5 Body
cg13323391 4.60E-02 4.42E-01 0.970 96.980 0.969 96.885 0.005 0.509 0.007 0.661 37 7 157,579,745 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg11356247 4.60E-02 4.42E-01 0.969 96.889 0.973 97.327 0.005 0.522 0.006 0.591 37 7 157,744,347 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg00469083 4.61E-02 4.43E-01 0.568 56.753 0.478 47.754 0.135 13.501 0.112 11.172 37 16 78,601,838 WWOX Body
cg07976976 4.62E-02 4.43E-01 0.761 76.084 0.771 77.150 0.032 3.190 0.030 3.026 37 16 65,057,720 CDH11 5'UTR
cg01534527 4.63E-02 4.43E-01 0.608 60.836 0.628 62.827 0.059 5.912 0.052 5.229 37 3 38,003,247 CTDSPL;CTDSPL Body;Body
cg08325842 4.63E-02 4.44E-01 0.431 43.108 0.349 34.946 0.108 10.803 0.077 7.672 37 11 58,361,664 ZFP91;ZFP91-CNTF Body;Body
cg09397542 4.67E-02 4.45E-01 0.158 15.831 0.170 17.040 0.025 2.524 0.028 2.807 37 6 12,718,370 PHACTR1 5'UTR
cg26942275 4.67E-02 4.45E-01 0.218 21.794 0.241 24.052 0.028 2.818 0.032 3.191 37 7 94,023,825 COL1A2 TSS200
cg16688681 4.68E-02 4.45E-01 0.899 89.932 0.899 89.942 0.014 1.439 0.020 2.019 37 7 2,874,522 GNA12 Body
cg20809036 4.73E-02 4.47E-01 0.795 79.474 0.812 81.224 0.024 2.434 0.022 2.228 37 7 157,531,864 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg02741158 4.77E-02 4.49E-01 0.054 5.414 0.058 5.836 0.008 0.752 0.007 0.713 37 16 65,155,639 CDH11 5'UTR
cg21203781 4.78E-02 4.49E-01 0.857 85.726 0.863 86.318 0.018 1.751 0.019 1.900 37 2 51,254,132 NRXN1;NRXN1 Body;Body
cg17178777 4.82E-02 4.50E-01 0.860 86.020 0.866 86.596 0.028 2.810 0.037 3.733 37 15 85,949,116 AKAP13;AKAP13 5'UTR;5'UTR
cg19458485 4.85E-02 4.51E-01 0.070 7.008 0.082 8.249 0.012 1.249 0.019 1.854 37 6 12,957,800 PHACTR1 Body
cg26947721 4.87E-02 4.52E-01 0.465 46.470 0.510 50.958 0.046 4.623 0.053 5.349 37 19 5,338,446 PTPRS;PTPRS;PTPRS;PTPRS 5'UTR;5'UTR;5'UTR;5'UTR
cg21793437 4.87E-02 4.52E-01 0.797 79.748 0.821 82.125 0.048 4.834 0.041 4.130 37 12 2,734,591 CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1C;CACNA1CBody;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body;Body
cg22623223 4.88E-02 4.52E-01 0.340 33.966 0.395 39.508 0.078 7.803 0.091 9.132 37 7 157,484,045 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg01407244 4.88E-02 4.52E-01 0.326 32.612 0.328 32.838 0.056 5.612 0.059 5.929 37 8 22,961,007 TNFRSF10C Body
cg08514236 4.89E-02 4.53E-01 0.805 80.503 0.820 81.960 0.031 3.110 0.027 2.693 37 7 157,570,947 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg01718785 4.91E-02 4.53E-01 0.832 83.248 0.840 84.017 0.026 2.605 0.026 2.625 37 7 157,916,279 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg25644224 4.91E-02 4.54E-01 0.550 55.018 0.568 56.821 0.023 2.337 0.036 3.603 37 7 158,195,876 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg12834378 4.97E-02 4.56E-01 0.713 71.329 0.697 69.748 0.029 2.896 0.035 3.488 37 7 158,067,345 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
cg08695855 4.99E-02 4.57E-01 0.302 30.222 0.320 31.982 0.040 4.000 0.039 3.918 37 7 94,023,743 COL1A2 TSS200
cg00013809 4.99E-02 4.57E-01 0.889 88.868 0.901 90.109 0.018 1.844 0.019 1.898 37 7 158,249,711 PTPRN2;PTPRN2;PTPRN2 Body;Body;Body
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Descri pt i on

chr 1 5, 084, 044 + CpG 0. 0319 0. 1007 0. 652 65. 217 0. 346 34. 615 0. 336 33. 646 6. 729 0. 183 18. 257 3. 651 - 0. 306 - 30. 602 G T S Shor e I nt r on 1/ 4 At p6v1h ENSM USG 00000033793 chr 1: 5083109- 5095728 ENSM UST00000194676 1. 785 2. 770 0. 242 0. 259 1. 551 0. 0003 0. 0469 ATPase,  H+ t r anspor t ing,  lysosom al V1 subunit  H [ Sour ce: M G I  Sym bol; Acc: M G I : 1914864]

chr 1 13, 292, 020 + CpG 0. 0041 0. 3401 0. 167 16. 667 0. 667 66. 667 0. 197 19. 661 3. 932 0. 383 38. 324 7. 665 0. 500 50. 000 CT O pen Sea I nt r on 1/ 21 Ncoa2 ENSM USG 00000005886 chr 1: 13139158- 13374083 ENSM UST00000068304 7. 166 5. 061 0. 542 0. 653 - 1. 416 0. 0006 0. 0564 nuclear  r ecept or  coact ivat or  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1276533]

chr 1 13, 309, 279 + CpG 0. 0277 0. 1103 0. 436 43. 590 0. 703 70. 270 0. 269 26. 869 5. 374 0. 192 19. 207 3. 841 0. 267 26. 681 CA O pen Sea I nt r on 1/ 21 Ncoa2 ENSM USG 00000005886 chr 1: 13139158- 13374083 ENSM UST00000068304 7. 166 5. 061 0. 542 0. 653 - 1. 416 0. 0006 0. 0564 nuclear  r ecept or  coact ivat or  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1276533]

chr 1 13, 360, 569 + CpG 0. 0382 0. 1717 0. 520 52. 000 0. 723 72. 340 0. 066 6. 552 1. 310 0. 148 14. 805 2. 961 0. 203 20. 340 - - O pen Sea I nt r on 1/ 21 Ncoa2 ENSM USG 00000005886 chr 1: 13139158- 13374083 ENSM UST00000068304 7. 166 5. 061 0. 542 0. 653 - 1. 416 0. 0006 0. 0564 nuclear  r ecept or  coact ivat or  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1276533]

chr 1 17, 605, 298 + CpG 0. 0233 0. 3714 0. 217 21. 739 0. 516 51. 613 0. 119 11. 926 2. 385 0. 191 19. 076 3. 815 0. 299 29. 874 t a O pen Sea I nt r on 2/ 5 Pi15 ENSM USG 00000067780 chr 1: 17601900- 17630939 ENSM UST00000088476 1. 111 3. 007 0. 186 0. 675 2. 708 0. 0023 0. 0769 pept idase inhibit or  15 [ Sour ce: M G I  Sym bol; Acc: M G I : 1934659]

chr 1 36, 914, 095 + CpG 0. 0298 0. 0090 0. 600 60. 000 0. 308 30. 769 0. 167 16. 667 3. 333 0. 231 23. 099 4. 620 - 0. 292 - 29. 231 - - O pen Sea I nt r on 1/ 40 Tm em 131 ENSM USG 00000026116 chr 1: 36792190- 36939527 ENSM UST00000027290 12. 406 9. 377 0. 343 0. 743 - 1. 323 0. 0002 0. 0443 t r ansm em br ane pr ot ein 131 [ Sour ce: M G I  Sym bol; Acc: M G I : 1927110]

chr 1 37, 299, 512 + CpG 0. 0051 0. 0113 0. 765 76. 471 0. 475 47. 500 0. 132 13. 210 2. 642 0. 130 12. 996 2. 599 - 0. 290 - 28. 971 CA N Shor e TSS 1500 I npp4a ENSM USG 00000026113 chr 1: 37299890- 37410736 ENSM UST00000027287 22. 121 13. 630 1. 615 3. 138 - 1. 623 0. 0017 0. 0713 inosit ol polyphosphat e- 4- phosphat ase,  t ype I  [ Sour ce: M G I  Sym bol; Acc: M G I : 1931123]

chr 1 37, 848, 031 + CpG 0. 0088 0. 0088 0. 717 71. 717 0. 862 86. 207 0. 135 13. 529 2. 706 0. 091 9. 091 1. 818 0. 145 14. 490 CT O pen Sea I nt r on 3/ 7 Tsga10 ENSM USG 00000060771 chr 1: 37832402- 37864836 ENSM UST00000123082 4. 165 2. 151 0. 257 0. 641 - 1. 936 0. 0010 0. 0631 t est is specif ic 10 [ Sour ce: M G I  Sym bol; Acc: M G I : 2685063]

chr 1 37, 861, 452 + CpG 0. 0190 0. 1718 0. 655 65. 517 0. 353 35. 294 0. 201 20. 105 4. 021 0. 240 24. 004 4. 801 - 0. 302 - 30. 223 t g N Shelf I nt r on 1/ 7 Tsga10 ENSM USG 00000060771 chr 1: 37832402- 37864836 ENSM UST00000123082 4. 165 2. 151 0. 257 0. 641 - 1. 936 0. 0010 0. 0631 t est is specif ic 10 [ Sour ce: M G I  Sym bol; Acc: M G I : 2685063]

chr 1 43, 777, 811 + CpG 0. 0394 0. 4156 0. 889 88. 889 0. 772 77. 174 0. 065 6. 451 1. 290 0. 089 8. 881 1. 776 - 0. 117 - 11. 715 - - O pen Sea I nt r on 7/ 14 Uxs1 ENSM USG 00000057363 chr 1: 43749511- 43827741 ENSM UST00000076997 4. 594 6. 733 0. 526 0. 727 1. 465 0. 0010 0. 0625 UDP- glucur onat e decar boxylase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1915133]

chr 1 43, 777, 933 + CpG 0. 0311 0. 2078 0. 682 68. 217 0. 794 79. 375 0. 053 5. 255 1. 051 0. 028 2. 827 0. 565 0. 112 11. 158 - - O pen Sea I nt r on 7/ 14 Uxs1 ENSM USG 00000057363 chr 1: 43749511- 43827741 ENSM UST00000076997 4. 594 6. 733 0. 526 0. 727 1. 465 0. 0010 0. 0625 UDP- glucur onat e decar boxylase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1915133]

chr 1 43, 778, 726 + CpG 0. 0019 0. 7174 0. 626 62. 581 0. 793 79. 310 0. 059 5. 852 1. 170 0. 062 6. 170 1. 234 0. 167 16. 730 - - O pen Sea I nt r on 7/ 14 Uxs1 ENSM USG 00000057363 chr 1: 43749511- 43827741 ENSM UST00000076997 4. 594 6. 733 0. 526 0. 727 1. 465 0. 0010 0. 0625 UDP- glucur onat e decar boxylase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1915133]

chr 1 58, 592, 442 + CpG 0. 0210 0. 3859 0. 897 89. 744 0. 667 66. 667 0. 083 8. 341 1. 668 0. 193 19. 320 3. 864 - 0. 231 - 23. 077 - - O pen Sea I nt r on 2/ 2 Nduf b3 ENSM USG 00000026032 chr 1: 58586383- 58595964 ENSM UST00000027193 46. 962 64. 251 2. 623 5. 004 1. 368 0. 0005 0. 0503 NADH dehydr ogenase ( ubiquinone)  1 bet a subcom plex 3 [ Sour ce: M G I  Sym bol; Acc: M G I : 1913745]

chr 1 66, 469, 166 + CpG 0. 0462 0. 9690 0. 704 70. 370 0. 423 42. 308 0. 387 38. 735 7. 747 0. 166 16. 583 3. 317 - 0. 281 - 28. 063 CG  near by S Shor e I nt r on 1/ 63 Unc80 ENSM USG 00000055567 chr 1: 66468446- 66699866 ENSM UST00000212557 10. 321 6. 844 0. 729 1. 372 - 1. 508 0. 0023 0. 0769 unc- 80,  NALCN act ivat or  [ Sour ce: M G I  Sym bol; Acc: M G I : 2652882]

chr 1 66, 684, 002 + CpG 0. 0079 0. 0724 0. 629 62. 857 0. 855 85. 484 0. 212 21. 187 4. 237 0. 104 10. 415 2. 083 0. 226 22. 627 - - O pen Sea I nt r on 2/ 5 Unc80 ENSM USG 00000055567 chr 1: 66679698- 66696663 ENSM UST00000152844 7. 249 4. 036 0. 820 1. 483 - 1. 796 0. 0050 0. 0954 unc- 80,  NALCN act ivat or  [ Sour ce: M G I  Sym bol; Acc: M G I : 2652882]

chr 1 66, 684, 002 + CpG 0. 0079 0. 0724 0. 629 62. 857 0. 855 85. 484 0. 212 21. 187 4. 237 0. 104 10. 415 2. 083 0. 226 22. 627 - - O pen Sea I nt r on 59/ 63 Unc80 ENSM USG 00000055567 chr 1: 66468446- 66699866 ENSM UST00000212557 10. 321 6. 844 0. 729 1. 372 - 1. 508 0. 0023 0. 0769 unc- 80,  NALCN act ivat or  [ Sour ce: M G I  Sym bol; Acc: M G I : 2652882]

chr 1 66, 697, 763 + CpG 0. 0251 0. 1123 0. 440 44. 000 0. 762 76. 190 0. 252 25. 200 5. 040 0. 158 15. 802 3. 160 0. 322 32. 190 TT N Shelf Downst r eam Unc80 ENSM USG 00000055567 chr 1: 66679698- 66696663 ENSM UST00000152844 7. 249 4. 036 0. 820 1. 483 - 1. 796 0. 0050 0. 0954 unc- 80,  NALCN act ivat or  [ Sour ce: M G I  Sym bol; Acc: M G I : 2652882]

chr 1 66, 697, 763 + CpG 0. 0251 0. 1123 0. 440 44. 000 0. 762 76. 190 0. 252 25. 200 5. 040 0. 158 15. 802 3. 160 0. 322 32. 190 TT N Shelf Check m anually Unc80 ENSM USG 00000055567 chr 1: 66468446- 66699866 ENSM UST00000212557 10. 321 6. 844 0. 729 1. 372 - 1. 508 0. 0023 0. 0769 unc- 80,  NALCN act ivat or  [ Sour ce: M G I  Sym bol; Acc: M G I : 2652882]

chr 1 78, 458, 040 + CpG 0. 0277 0. 0883 0. 610 60. 976 0. 833 83. 333 0. 280 27. 992 5. 598 0. 151 15. 143 3. 029 0. 224 22. 358 AA O pen Sea I nt r on 14/ 17 Far sb ENSM USG 00000026245 chr 1: 78417974- 78488859 ENSM UST00000170217 1. 551 3. 013 0. 607 0. 609 1. 943 0. 0052 0. 0972 phenylalanyl- t RNA synt het ase,  bet a subunit  [ Sour ce: M G I  Sym bol; Acc: M G I : 1346035]

chr 1 82, 376, 006 + CpG 0. 0042 0. 0317 0. 406 40. 625 0. 765 76. 471 0. 246 24. 611 4. 922 0. 140 14. 019 2. 804 0. 358 35. 846 AT O pen Sea I nt r on 5/ 6 Rhbdd1 ENSM USG 00000026142 chr 1: 82316451- 82445366 ENSM UST00000027322 12. 015 9. 712 0. 774 1. 068 - 1. 237 0. 0054 0. 0980 r hom boid dom ain cont aining 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1924117]

chr 1 85, 071, 167 + CpG 0. 0336 0. 3084 0. 607 60. 714 0. 789 78. 947 0. 278 27. 838 5. 568 0. 121 12. 111 2. 422 0. 182 18. 233 - - O pen Sea I nt r on 4/ 7 G m 18342 ENSM USG 00000101279 chr 1: 85067393- 85080236 ENSM UST00000186987 2. 657 1. 914 0. 218 0. 333 - 1. 388 0. 0043 0. 0910 pr edict ed gene,  18342 [ Sour ce: M G I  Sym bol; Acc: M G I : 5010527]

chr 1 85, 079, 968 + CpG 0. 0081 0. 0149 0. 563 56. 303 0. 372 37. 234 0. 146 14. 567 2. 913 0. 124 12. 376 2. 475 - 0. 191 - 19. 068 TG O pen Sea I nt r on 1/ 7 G m 18342 ENSM USG 00000101279 chr 1: 85067393- 85080236 ENSM UST00000186987 2. 657 1. 914 0. 218 0. 333 - 1. 388 0. 0043 0. 0910 pr edict ed gene,  18342 [ Sour ce: M G I  Sym bol; Acc: M G I : 5010527]

chr 1 130, 712, 446 + CpG 0. 0304 0. 1617 0. 274 27. 419 0. 514 51. 429 0. 166 16. 571 3. 314 0. 200 20. 026 4. 005 0. 240 24. 009 TA N Shelf I nt r on 2/ 15 Pf kf b2 ENSM USG 00000026409 chr 1: 130689182- 130715814 ENSM UST00000185233 6. 671 4. 344 0. 890 1. 037 - 1. 536 0. 0054 0. 0980 6- phosphof r uct o- 2- kinase/ f r uct ose- 2, 6- biphosphat ase 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 107815]

chr 1 152, 842, 228 + CpG 0. 0497 0. 0133 0. 393 39. 286 0. 739 73. 913 0. 323 32. 319 6. 464 0. 252 25. 177 5. 035 0. 346 34. 627 CT O pen Sea I nt r on 17/ 21 Sm g7 ENSM USG 00000042772 chr 1: 152836994- 152902622 ENSM UST00000073441 9. 982 8. 238 0. 403 0. 816 - 1. 212 0. 0055 0. 0985 Sm g- 7 hom olog,  nonsense m ediat ed m RNA decay f act or  ( C.  elegans)  [ Sour ce: M G I  Sym bol; Acc: M G I : 2682334]

chr 1 152, 851, 675 + CpG 0. 0114 0. 0114 0. 806 80. 556 0. 528 52. 778 0. 113 11. 266 2. 253 0. 134 13. 447 2. 689 - 0. 278 - 27. 778 - - O pen Sea I nt r on 12/ 21 Sm g7 ENSM USG 00000042772 chr 1: 152836994- 152902622 ENSM UST00000073441 9. 982 8. 238 0. 403 0. 816 - 1. 212 0. 0055 0. 0985 Sm g- 7 hom olog,  nonsense m ediat ed m RNA decay f act or  ( C.  elegans)  [ Sour ce: M G I  Sym bol; Acc: M G I : 2682334]

chr 1 155, 180, 322 + CpG 0. 0266 0. 1944 0. 909 90. 909 0. 703 70. 270 0. 075 7. 537 1. 507 0. 125 12. 536 2. 507 - 0. 206 - 20. 639 CG O pen Sea I nt r on 3/ 7 St x6 ENSM USG 00000026470 chr 1: 155158714- 155205659 ENSM UST00000027743 10. 236 8. 143 0. 459 0. 583 - 1. 257 0. 0003 0. 0473 synt axin 6 [ Sour ce: M G I  Sym bol; Acc: M G I : 1926235]

chr 1 169, 525, 558 + CpG 0. 0289 0. 1060 0. 172 17. 241 0. 533 53. 333 0. 175 17. 524 3. 505 0. 341 34. 077 6. 815 0. 361 36. 092 TA O pen Sea I nt r on 2/ 14 Nuf 2 ENSM USG 00000026683 chr 1: 169498310- 169531428 ENSM UST00000028000 0. 674 1. 448 0. 265 0. 176 2. 148 0. 0010 0. 0626 NUF2,  NDC80 kinet ochor e com plex com ponent  [ Sour ce: M G I  Sym bol; Acc: M G I : 1914227]

chr 1 175, 120, 257 + CpG 0. 0465 0. 1495 0. 830 82. 979 0. 653 65. 306 0. 118 11. 782 2. 356 0. 093 9. 321 1. 864 - 0. 177 - 17. 673 TG O pen Sea I nt r on 9/ 16 Rgs7 ENSM USG 00000026527 chr 1: 175059216- 175492390 ENSM UST00000192227 5. 246 3. 454 0. 577 0. 585 - 1. 519 0. 0012 0. 0654 r egulat or  of  G  pr ot ein signaling 7 [ Sour ce: M G I  Sym bol; Acc: M G I : 1346089]

chr 1 175, 146, 578 + CpG 0. 0221 0. 0149 0. 523 52. 273 0. 788 78. 788 0. 148 14. 774 2. 955 0. 157 15. 736 3. 147 0. 265 26. 515 G C O pen Sea I nt r on 6/ 16 Rgs7 ENSM USG 00000026527 chr 1: 175059216- 175492390 ENSM UST00000192227 5. 246 3. 454 0. 577 0. 585 - 1. 519 0. 0012 0. 0654 r egulat or  of  G  pr ot ein signaling 7 [ Sour ce: M G I  Sym bol; Acc: M G I : 1346089]

chr 1 175, 196, 681 + CpG 0. 0377 0. 2075 0. 865 86. 538 0. 695 69. 492 0. 123 12. 287 2. 457 0. 106 10. 643 2. 129 - 0. 170 - 17. 047 - - O pen Sea I nt r on 3/ 16 Rgs7 ENSM USG 00000026527 chr 1: 175059216- 175492390 ENSM UST00000192227 5. 246 3. 454 0. 577 0. 585 - 1. 519 0. 0012 0. 0654 r egulat or  of  G  pr ot ein signaling 7 [ Sour ce: M G I  Sym bol; Acc: M G I : 1346089]

chr 1 180, 344, 676 + CpG 0. 0219 0. 0219 0. 652 65. 152 0. 436 43. 636 0. 318 31. 841 6. 368 0. 111 11. 066 2. 213 - 0. 215 - 21. 515 CA O pen Sea I nt r on 2/ 7 I t pkb ENSM USG 00000038855 chr 1: 180330484- 180424802 ENSM UST00000070181 37. 180 23. 181 2. 429 4. 866 - 1. 604 0. 0013 0. 0659 inosit ol 1, 4, 5- t r isphosphat e 3- kinase B [ Sour ce: M G I  Sym bol; Acc: M G I : 109235]

chr 1 181, 902, 612 + CpG 0. 0285 0. 2151 0. 877 87. 671 0. 731 73. 134 0. 085 8. 542 1. 708 0. 053 5. 255 1. 051 - 0. 145 - 14. 537 TG O pen Sea Downst r eam Enah ENSM USG 00000022995 chr 1: 181904399- 182019990 ENSM UST00000111024 8. 427 4. 795 0. 910 1. 091 - 1. 757 0. 0005 0. 0515 ENAH act in r egulat or  [ Sour ce: M G I  Sym bol; Acc: M G I : 108360]

chr 10 7, 912, 801 + CpG 0. 0273 0. 1427 0. 212 21. 212 0. 481 48. 148 0. 130 13. 047 2. 609 0. 168 16. 802 3. 360 0. 269 26. 936 Check m anually O pen Sea I nt r on 3/ 6 Tab2 ENSM USG 00000015755 chr 10: 7905652- 7956230 ENSM UST00000146444 20. 332 18. 302 0. 889 0. 396 - 1. 111 0. 0043 0. 0908 TG F- bet a act ivat ed kinase 1/ M AP3K7 binding pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1915902]

chr 10 7, 912, 810 + CpG 0. 0115 0. 1427 0. 344 34. 375 0. 679 67. 857 0. 171 17. 124 3. 425 0. 247 24. 721 4. 944 0. 335 33. 482 CT O pen Sea I nt r on 3/ 6 Tab2 ENSM USG 00000015755 chr 10: 7905652- 7956230 ENSM UST00000146444 20. 332 18. 302 0. 889 0. 396 - 1. 111 0. 0043 0. 0908 TG F- bet a act ivat ed kinase 1/ M AP3K7 binding pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1915902]

chr 10 13, 131, 630 + CpG 0. 0477 0. 1517 0. 549 54. 930 0. 729 72. 881 0. 286 28. 583 5. 717 0. 158 15. 819 3. 164 0. 180 17. 952 - - O pen Sea 3'UTR Plagl1 ENSM USG 00000019817 chr 10: 13090787- 13131694 ENSM UST00000121646 4. 236 2. 902 0. 521 0. 250 - 1. 459 0. 0024 0. 0771 pleiom or phic adenom a gene- like 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1100874]

chr 10 30, 754, 240 + CpG 0. 0248 0. 2084 0. 385 38. 462 0. 692 69. 231 0. 208 20. 818 4. 164 0. 214 21. 419 4. 284 0. 308 30. 769 CA O pen Sea I nt r on 2/ 15 Ncoa7 ENSM USG 00000039697 chr 10: 30645583- 30803107 ENSM UST00000068567 9. 009 5. 715 1. 149 0. 762 - 1. 576 0. 0011 0. 0638 nuclear  r ecept or  coact ivat or  7 [ Sour ce: M G I  Sym bol; Acc: M G I : 2444847]

chr 10 30, 783, 340 + CpG 0. 0013 0. 0030 0. 233 23. 333 0. 722 72. 222 0. 156 15. 640 3. 128 0. 230 22. 957 4. 591 0. 489 48. 889 - - O pen Sea I nt r on 1/ 15 Ncoa7 ENSM USG 00000039697 chr 10: 30645583- 30803107 ENSM UST00000068567 9. 009 5. 715 1. 149 0. 762 - 1. 576 0. 0011 0. 0638 nuclear  r ecept or  coact ivat or  7 [ Sour ce: M G I  Sym bol; Acc: M G I : 2444847]

chr 10 30, 799, 086 + CpG 0. 0375 0. 0500 0. 386 38. 596 0. 582 58. 182 0. 221 22. 122 4. 424 0. 081 8. 061 1. 612 0. 196 19. 585 t t N Shelf I nt r on 1/ 15 Ncoa7 ENSM USG 00000039697 chr 10: 30645583- 30803107 ENSM UST00000068567 9. 009 5. 715 1. 149 0. 762 - 1. 576 0. 0011 0. 0638 nuclear  r ecept or  coact ivat or  7 [ Sour ce: M G I  Sym bol; Acc: M G I : 2444847]

chr 10 31, 575, 538 + CpG 0. 0441 0. 0871 0. 810 80. 952 0. 552 55. 172 0. 117 11. 749 2. 350 0. 394 39. 401 7. 880 - 0. 258 - 25. 780 G A O pen Sea I nt r on 1/ 5 Rnf 217 ENSM USG 00000063760 chr 10: 31493192- 31609184 ENSM UST00000081989 5. 384 3. 585 0. 495 0. 609 - 1. 502 0. 0010 0. 0629 r ing f inger  pr ot ein 217 [ Sour ce: M G I  Sym bol; Acc: M G I : 3610311]

chr 10 35, 707, 413 + CpG 0. 0192 0. 0192 0. 706 70. 588 0. 406 40. 625 0. 160 16. 047 3. 209 0. 250 24. 972 4. 994 - 0. 300 - 29. 963 - - O pen Sea TSS 1500 Am d2 ENSM USG 00000063953 chr 10: 35708674- 35711892 ENSM UST00000080898 6. 918 6. 130 0. 213 0. 322 - 1. 129 0. 0027 0. 0787 S- adenosylm et hionine decar boxylase 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1333111]

chr 10 39, 095, 444 + CpG 0. 0353 0. 0801 0. 429 42. 857 0. 694 69. 444 0. 381 38. 090 7. 618 0. 124 12. 378 2. 476 0. 266 26. 587 - - O pen Sea I nt r on 32/ 37 Lam a4 ENSM USG 00000019846 chr 10: 38965514- 39110188 ENSM UST00000019992 6. 144 7. 579 0. 602 0. 459 1. 234 0. 0033 0. 0844 lam inin,  alpha 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 109321]

chr 10 53, 998, 585 + CpG 0. 0398 0. 0722 0. 365 36. 508 0. 554 55. 357 0. 080 7. 965 1. 593 0. 132 13. 241 2. 648 0. 188 18. 849 TG O pen Sea I nt r on 5/ 12 M an1a ENSM USG 00000003746 chr 10: 53904784- 54075796 ENSM UST00000003843 38. 362 29. 846 1. 825 1. 802 - 1. 285 0. 0001 0. 0346 m annosidase 1,  alpha [ Sour ce: M G I  Sym bol; Acc: M G I : 104677]

chr 10 54, 011, 401 + CpG 0. 0042 0. 0042 0. 872 87. 179 0. 653 65. 278 0. 111 11. 063 2. 213 0. 140 13. 997 2. 799 - 0. 219 - 21. 902 - - O pen Sea I nt r on 5/ 12 M an1a ENSM USG 00000003746 chr 10: 53904784- 54075796 ENSM UST00000003843 38. 362 29. 846 1. 825 1. 802 - 1. 285 0. 0001 0. 0346 m annosidase 1,  alpha [ Sour ce: M G I  Sym bol; Acc: M G I : 104677]

chr 10 54, 014, 785 + CpG 0. 0076 0. 0121 0. 811 81. 081 0. 465 46. 512 0. 182 18. 198 3. 640 0. 288 28. 826 5. 765 - 0. 346 - 34. 569 TG O pen Sea I nt r on 4/ 12 M an1a ENSM USG 00000003746 chr 10: 53904784- 54075796 ENSM UST00000003843 38. 362 29. 846 1. 825 1. 802 - 1. 285 0. 0001 0. 0346 m annosidase 1,  alpha [ Sour ce: M G I  Sym bol; Acc: M G I : 104677]

chr 10 69, 944, 945 + CpG 0. 0214 0. 1119 0. 839 83. 871 0. 579 57. 895 0. 192 19. 228 3. 846 0. 138 13. 766 2. 753 - 0. 260 - 25. 976 - - O pen Sea I nt r on 6/ 22 Ank3 ENSM USG 00000069601 chr 10: 69898130- 70023921 ENSM UST00000182972 2. 228 0. 786 0. 412 0. 531 - 2. 834 0. 0016 0. 0701 ankyr in 3,  epit helial [ Sour ce: M G I  Sym bol; Acc: M G I : 88026]

chr 10 78, 322, 585 + CpG 0. 0486 0. 0774 0. 167 16. 667 0. 423 42. 308 0. 119 11. 898 2. 380 0. 285 28. 533 5. 707 0. 256 25. 641 - - O pen Sea I nt r on 2/ 9 Agpat 3 ENSM USG 00000001211 chr 10: 78271562- 78351700 ENSM UST00000166360 15. 444 7. 439 1. 003 1. 484 - 2. 076 0. 0000 0. 0307 1- acylglycer ol- 3- phosphat e O - acylt r ansf er ase 3 [ Sour ce: M G I  Sym bol; Acc: M G I : 1336186]

chr 10 98, 972, 998 + CpG 0. 0091 0. 0040 0. 130 13. 043 0. 500 50. 000 0. 205 20. 467 4. 093 0. 357 35. 680 7. 136 0. 370 36. 957 TT O pen Sea I nt r on 2/ 8 At p2b1 ENSM USG 00000019943 chr 10: 98915471- 98996930 ENSM UST00000219624 0. 781 6. 543 1. 187 1. 758 8. 378 0. 0005 0. 0515 ATPase,  Ca++ t r anspor t ing,  plasm a m em br ane 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 104653]

chr 10 99, 145, 050 + CpG 0. 0405 0. 3342 0. 629 62. 857 0. 853 85. 294 0. 151 15. 062 3. 012 0. 196 19. 559 3. 912 0. 224 22. 437 - - O pen Sea I nt r on 5/ 10 Poc1b ENSM USG 00000019952 chr 10: 99107102- 99198074 ENSM UST00000159990 9. 333 6. 638 0. 895 1. 037 - 1. 406 0. 0024 0. 0773 PO C1 cent r iolar  pr ot ein B [ Sour ce: M G I  Sym bol; Acc: M G I : 1918511]

chr 10 99, 175, 990 + CpG 0. 0256 0. 0126 0. 683 68. 254 0. 863 86. 275 0. 186 18. 608 3. 722 0. 111 11. 128 2. 226 0. 180 18. 021 TA O pen Sea I nt r on 9/ 10 Poc1b ENSM USG 00000019952 chr 10: 99107102- 99198074 ENSM UST00000159990 9. 333 6. 638 0. 895 1. 037 - 1. 406 0. 0024 0. 0773 PO C1 cent r iolar  pr ot ein B [ Sour ce: M G I  Sym bol; Acc: M G I : 1918511]

chr 10 108, 254, 617 + CpG 0. 0302 0. 3039 0. 765 76. 543 0. 605 60. 526 0. 143 14. 260 2. 852 0. 161 16. 093 3. 219 - 0. 160 - 16. 017 - - O pen Sea Downst r eam Ppp1r 12a ENSM USG 00000019907 chr 10: 108249616- 108253476 ENSM UST00000218773 1. 510 0. 680 0. 327 0. 340 - 2. 222 0. 0043 0. 0908 pr ot ein phosphat ase 1,  r egulat or y ( inhibit or )  subunit  12A [ Sour ce: M G I  Sym bol; Acc: M G I : 1309528]

chr 10 117, 831, 288 + CpG 0. 0247 0. 0015 0. 848 84. 848 0. 533 53. 333 0. 125 12. 550 2. 510 0. 386 38. 580 7. 716 - 0. 315 - 31. 515 CT O pen Sea I nt r on 1/ 7 Rap1b ENSM USG 00000052681 chr 10: 117813870- 117846035 ENSM UST00000064667 89. 988 121. 464 5. 334 12. 451 1. 350 0. 0027 0. 0799 RAS r elat ed pr ot ein 1b [ Sour ce: M G I  Sym bol; Acc: M G I : 894315]

chr 10 117, 831, 309 + CpG 0. 0056 0. 0015 0. 806 80. 556 0. 484 48. 387 0. 086 8. 582 1. 716 0. 253 25. 276 5. 055 - 0. 322 - 32. 168 CG O pen Sea I nt r on 1/ 7 Rap1b ENSM USG 00000052681 chr 10: 117813870- 117846035 ENSM UST00000064667 89. 988 121. 464 5. 334 12. 451 1. 350 0. 0027 0. 0799 RAS r elat ed pr ot ein 1b [ Sour ce: M G I  Sym bol; Acc: M G I : 894315]

chr 10 117, 838, 339 + CpG 0. 0055 0. 1163 0. 157 15. 686 0. 421 42. 105 0. 191 19. 130 3. 826 0. 149 14. 918 2. 984 0. 264 26. 419 - - O pen Sea I nt r on 1/ 7 Rap1b ENSM USG 00000052681 chr 10: 117813870- 117846035 ENSM UST00000064667 89. 988 121. 464 5. 334 12. 451 1. 350 0. 0027 0. 0799 RAS r elat ed pr ot ein 1b [ Sour ce: M G I  Sym bol; Acc: M G I : 894315]

chr 10 118, 143, 088 + CpG 0. 0419 0. 3094 0. 186 18. 605 0. 415 41. 463 0. 379 37. 933 7. 587 0. 152 15. 207 3. 041 0. 229 22. 859 t g S Shor e I nt r on 2/ 13 M dm 1 ENSM USG 00000020212 chr 10: 118141944- 118168163 ENSM UST00000169817 9. 433 5. 091 0. 855 1. 539 - 1. 853 0. 0013 0. 0659 t r ansf or m ed m ouse 3T3 cell double m inut e 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 96951]

chr 11 5, 248, 011 + CpG 0. 0121 0. 0390 0. 927 92. 683 0. 711 71. 053 0. 062 6. 200 1. 240 0. 157 15. 750 3. 150 - 0. 216 - 21. 630 TG O pen Sea I nt r on 1/ 8 Kr em en1 ENSM USG 00000020393 chr 11: 5191551- 5261558 ENSM UST00000020662 7. 224 5. 213 0. 389 0. 398 - 1. 386 0. 0000 0. 0346 kr ingle cont aining t r ansm em br ane pr ot ein 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1933988]

chr 11 11, 883, 831 + CpG 0. 0084 0. 0599 0. 348 34. 783 0. 731 73. 077 0. 298 29. 814 5. 963 0. 152 15. 157 3. 031 0. 383 38. 294 - - O pen Sea I nt r on 1/ 6 Ddc ENSM USG 00000020182 chr 11: 11861840- 11890401 ENSM UST00000146359 3. 564 1. 632 0. 612 0. 382 - 2. 184 0. 0006 0. 0565 dopa decar boxylase [ Sour ce: M G I  Sym bol; Acc: M G I : 94876]

chr 11 29, 696, 048 + CpG 0. 0133 0. 0133 0. 333 33. 333 0. 600 60. 000 0. 109 10. 897 2. 179 0. 116 11. 582 2. 316 0. 267 26. 667 t g S Shelf I nt r on 2/ 7 Rt n4 ENSM USG 00000020458 chr 11: 29692947- 29742111 ENSM UST00000170731 27. 002 16. 057 3. 245 1. 694 - 1. 682 0. 0005 0. 0535 r et iculon 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 1915835]

chr 11 29, 717, 003 + CpG 0. 0313 0. 0177 0. 394 39. 394 0. 704 70. 370 0. 325 32. 532 6. 506 0. 234 23. 365 4. 673 0. 310 30. 976 - - O pen Sea I nt r on 2/ 7 Rt n4 ENSM USG 00000020458 chr 11: 29692947- 29742111 ENSM UST00000170731 27. 002 16. 057 3. 245 1. 694 - 1. 682 0. 0005 0. 0535 r et iculon 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 1915835]

chr 11 29, 723, 371 + CpG 0. 0235 0. 0235 0. 362 36. 170 0. 638 63. 830 0. 223 22. 332 4. 466 0. 164 16. 426 3. 285 0. 277 27. 660 CG  near by O pen Sea I nt r on 2/ 7 Rt n4 ENSM USG 00000020458 chr 11: 29692947- 29742111 ENSM UST00000170731 27. 002 16. 057 3. 245 1. 694 - 1. 682 0. 0005 0. 0535 r et iculon 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 1915835]

chr 11 33, 274, 855 + CpG 0. 0488 0. 2782 0. 900 90. 000 0. 692 69. 231 0. 076 7. 633 1. 527 0. 358 35. 790 7. 158 - 0. 208 - 20. 769 cc O pen Sea I nt r on 22/ 27 Ranbp17 ENSM USG 00000040594 chr 11: 33211794- 33513746 ENSM UST00000102815 1. 017 0. 750 0. 039 0. 083 - 1. 355 0. 0008 0. 0604 RAN binding pr ot ein 17 [ Sour ce: M G I  Sym bol; Acc: M G I : 1929706]

chr 11 35, 337, 380 + CpG 0. 0306 0. 1632 0. 868 86. 765 0. 656 65. 625 0. 116 11. 550 2. 310 0. 159 15. 927 3. 185 - 0. 211 - 21. 140 c- O pen Sea I nt r on 4/ 35 Slit 3 ENSM USG 00000056427 chr 11: 35121223- 35708507 ENSM UST00000069837 1. 459 2. 946 0. 214 0. 649 2. 019 0. 0050 0. 0954 slit  guidance ligand 3 [ Sour ce: M G I  Sym bol; Acc: M G I : 1315202]

chr 11 35, 682, 479 + CpG 0. 0343 0. 3119 0. 471 47. 059 0. 760 76. 000 0. 185 18. 496 3. 699 0. 236 23. 561 4. 712 0. 289 28. 941 - - O pen Sea I nt r on 29/ 35 Slit 3 ENSM USG 00000056427 chr 11: 35121223- 35708507 ENSM UST00000069837 1. 459 2. 946 0. 214 0. 649 2. 019 0. 0050 0. 0954 slit  guidance ligand 3 [ Sour ce: M G I  Sym bol; Acc: M G I : 1315202]

chr 11 36, 107, 329 + CpG 0. 0401 0. 0061 0. 809 80. 935 0. 709 70. 893 0. 120 12. 020 2. 404 0. 077 7. 738 1. 548 - 0. 100 - 10. 042 - - O pen Sea I nt r on 14/ 30 Tenm 2 ENSM USG 00000049336 chr 11: 36006655- 37235882 ENSM UST00000102801 2. 966 1. 750 0. 232 0. 525 - 1. 695 0. 0040 0. 0899 t eneur in t r ansm em br ane pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1345184]

chr 11 36, 653, 033 + CpG 0. 0422 0. 0203 0. 889 88. 889 0. 729 72. 941 0. 087 8. 682 1. 736 0. 154 15. 436 3. 087 - 0. 159 - 15. 948 TA O pen Sea I nt r on 4/ 30 Tenm 2 ENSM USG 00000049336 chr 11: 36006655- 37235882 ENSM UST00000102801 2. 966 1. 750 0. 232 0. 525 - 1. 695 0. 0040 0. 0899 t eneur in t r ansm em br ane pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1345184]

chr 11 36, 653, 160 + CpG 0. 0177 0. 0005 0. 863 86. 290 0. 746 74. 627 0. 084 8. 406 1. 681 0. 097 9. 671 1. 934 - 0. 117 - 11. 663 TG O pen Sea I nt r on 4/ 30 Tenm 2 ENSM USG 00000049336 chr 11: 36006655- 37235882 ENSM UST00000102801 2. 966 1. 750 0. 232 0. 525 - 1. 695 0. 0040 0. 0899 t eneur in t r ansm em br ane pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1345184]

chr 11 36, 819, 835 + CpG 0. 0075 0. 0033 0. 344 34. 375 0. 737 73. 684 0. 251 25. 117 5. 023 0. 216 21. 583 4. 317 0. 393 39. 309 CG  near by O pen Sea I nt r on 4/ 30 Tenm 2 ENSM USG 00000049336 chr 11: 36006655- 37235882 ENSM UST00000102801 2. 966 1. 750 0. 232 0. 525 - 1. 695 0. 0040 0. 0899 t eneur in t r ansm em br ane pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1345184]

chr 11 36, 978, 519 + CpG 0. 0233 0. 0664 0. 839 83. 871 0. 667 66. 667 0. 092 9. 225 1. 845 0. 309 30. 949 6. 190 - 0. 172 - 17. 204 - - O pen Sea I nt r on 2/ 30 Tenm 2 ENSM USG 00000049336 chr 11: 36006655- 37235882 ENSM UST00000102801 2. 966 1. 750 0. 232 0. 525 - 1. 695 0. 0040 0. 0899 t eneur in t r ansm em br ane pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1345184]

chr 11 37, 115, 063 + CpG 0. 0264 0. 1489 0. 586 58. 621 0. 864 86. 364 0. 211 21. 120 4. 224 0. 149 14. 879 2. 976 0. 277 27. 743 CG  near by O pen Sea I nt r on 2/ 30 Tenm 2 ENSM USG 00000049336 chr 11: 36006655- 37235882 ENSM UST00000102801 2. 966 1. 750 0. 232 0. 525 - 1. 695 0. 0040 0. 0899 t eneur in t r ansm em br ane pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1345184]

chr 11 37, 149, 952 + CpG 0. 0265 0. 1406 0. 640 64. 000 0. 882 88. 235 0. 131 13. 122 2. 624 0. 120 11. 952 2. 390 0. 242 24. 235 CA O pen Sea I nt r on 1/ 30 Tenm 2 ENSM USG 00000049336 chr 11: 36006655- 37235882 ENSM UST00000102801 2. 966 1. 750 0. 232 0. 525 - 1. 695 0. 0040 0. 0899 t eneur in t r ansm em br ane pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1345184]

chr 11 37, 161, 797 + CpG 0. 0401 0. 1439 0. 638 63. 830 0. 826 82. 609 0. 303 30. 290 6. 058 0. 159 15. 949 3. 190 0. 188 18. 779 - - O pen Sea I nt r on 1/ 30 Tenm 2 ENSM USG 00000049336 chr 11: 36006655- 37235882 ENSM UST00000102801 2. 966 1. 750 0. 232 0. 525 - 1. 695 0. 0040 0. 0899 t eneur in t r ansm em br ane pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1345184]

chr 11 37, 211, 180 + CpG 0. 0301 0. 0177 0. 650 65. 000 0. 318 31. 818 0. 314 31. 357 6. 271 0. 213 21. 331 4. 266 - 0. 332 - 33. 182 CG  near by O pen Sea I nt r on 1/ 30 Tenm 2 ENSM USG 00000049336 chr 11: 36006655- 37235882 ENSM UST00000102801 2. 966 1. 750 0. 232 0. 525 - 1. 695 0. 0040 0. 0899 t eneur in t r ansm em br ane pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1345184]

chr 11 61, 055, 214 + CpG 0. 0419 0. 0568 0. 886 88. 608 0. 756 75. 641 0. 180 17. 971 3. 594 0. 111 11. 083 2. 217 - 0. 130 - 12. 967 - - O pen Sea I nt r on 1/ 1 Kcnj12 ENSM USG 00000042529 chr 11: 61022563- 61071131 ENSM UST00000089184 5. 175 1. 355 0. 916 0. 813 - 3. 820 0. 0001 0. 0371 pot assium  inwar dly- r ect if ying channel,  subf am ily J,  m em ber  12 [ Sour ce: M G I  Sym bol; Acc: M G I : 108495]

chr 11 62, 321, 491 + CpG 0. 0262 0. 0225 0. 212 21. 212 0. 500 50. 000 0. 154 15. 366 3. 073 0. 329 32. 863 6. 573 0. 288 28. 788 Check m anually O pen Sea I nt r on 24/ 27 Ncor 1 ENSM USG 00000018501 chr 11: 62316689- 62378517 ENSM UST00000155712 10. 445 7. 320 0. 808 1. 433 - 1. 427 0. 0048 0. 0941 nuclear  r ecept or  co- r epr essor  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1349717]

chr 11 62, 360, 274 + CpG 0. 0260 0. 0260 0. 885 88. 462 0. 633 63. 333 0. 205 20. 454 4. 091 0. 158 15. 829 3. 166 - 0. 251 - 25. 128 G A O pen Sea I nt r on 5/ 27 Ncor 1 ENSM USG 00000018501 chr 11: 62316689- 62378517 ENSM UST00000155712 10. 445 7. 320 0. 808 1. 433 - 1. 427 0. 0048 0. 0941 nuclear  r ecept or  co- r epr essor  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1349717]

chr 11 65, 865, 734 + CpG 0. 0085 0. 1746 0. 304 30. 435 0. 714 71. 429 0. 224 22. 361 4. 472 0. 252 25. 201 5. 040 0. 410 40. 994 TG O pen Sea I nt r on 24/ 30 Dnah9 ENSM USG 00000056752 chr 11: 65831402- 66005195 ENSM UST00000152386 3. 342 5. 840 0. 489 1. 070 1. 748 0. 0038 0. 0883 dynein,  axonem al,  heavy chain 9 [ Sour ce: M G I  Sym bol; Acc: M G I : 1289279]

chr 11 69, 300, 620 + CpG 0. 0450 0. 6267 0. 522 52. 222 0. 659 65. 854 0. 079 7. 899 1. 580 0. 110 11. 041 2. 208 0. 136 13. 631 - - O pen Sea I nt r on 17/ 18 Cnt r ob ENSM USG 00000032782 chr 11: 69299486- 69323775 ENSM UST00000092973 6. 471 3. 722 0. 485 1. 077 - 1. 739 0. 0025 0. 0777 cent r obin,  cent r osom al BRCA2 int er act ing pr ot ein [ Sour ce: M G I  Sym bol; Acc: M G I : 2443290]

 Suppl ement ary Tabl e S12:  O ver lay of  dif f er ent ially expr essed t r anscr ipt  adjust ed p- value wit h Benj.  Hochber g  cor r ect ion and dif f er ent ially m et hylat ed CpG  sit es in islet s of  DP com apr ed t o DR wit hout  t aking in consider at ion of  hum an conser vat ion ( see Figur e 6)  .



chr 11 74, 411, 729 + CpG 0. 0421 0. 0674 0. 839 83. 871 0. 542 54. 167 0. 211 21. 063 4. 213 0. 382 38. 231 7. 646 - 0. 297 - 29. 704 - - O pen Sea I nt r on 14/ 24 Rap1gap2 ENSM USG 00000038807 chr 11: 74383355- 74590186 ENSM UST00000102521 29. 891 15. 848 5. 333 6. 231 - 1. 886 0. 0053 0. 0973 RAP1 G TPase act ivat ing pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 3028623]

chr 11 74, 426, 690 + CpG 0. 0402 0. 7264 0. 384 38. 356 0. 662 66. 216 0. 337 33. 731 6. 746 0. 173 17. 309 3. 462 0. 279 27. 860 - - O pen Sea I nt r on 8/ 24 Rap1gap2 ENSM USG 00000038807 chr 11: 74383355- 74590186 ENSM UST00000102521 29. 891 15. 848 5. 333 6. 231 - 1. 886 0. 0053 0. 0973 RAP1 G TPase act ivat ing pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 3028623]

chr 11 74, 430, 146 + CpG 0. 0341 0. 3985 0. 227 22. 727 0. 563 56. 250 0. 349 34. 928 6. 986 0. 234 23. 418 4. 684 0. 335 33. 523 - - O pen Sea I nt r on 8/ 24 Rap1gap2 ENSM USG 00000038807 chr 11: 74383355- 74590186 ENSM UST00000102521 29. 891 15. 848 5. 333 6. 231 - 1. 886 0. 0053 0. 0973 RAP1 G TPase act ivat ing pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 3028623]

chr 11 74, 472, 723 + CpG 0. 0096 0. 0080 0. 235 23. 529 0. 591 59. 091 0. 200 19. 982 3. 996 0. 285 28. 519 5. 704 0. 356 35. 561 Check m anually O pen Sea I nt r on 3/ 24 Rap1gap2 ENSM USG 00000038807 chr 11: 74383355- 74590186 ENSM UST00000102521 29. 891 15. 848 5. 333 6. 231 - 1. 886 0. 0053 0. 0973 RAP1 G TPase act ivat ing pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 3028623]

chr 11 74, 870, 626 + CpG 0. 0491 0. 0014 0. 875 87. 500 0. 652 65. 217 0. 422 42. 190 8. 438 0. 368 36. 844 7. 369 - 0. 223 - 22. 283 - - O pen Sea I nt r on 2/ 23 Sgsm 2 ENSM USG 00000038351 chr 11: 74849265- 74897060 ENSM UST00000081799 4. 309 2. 826 0. 528 0. 654 - 1. 525 0. 0047 0. 0931 sm all G  pr ot ein signaling m odulat or  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 2144695]

chr 11 79, 574, 695 + CpG 0. 0306 0. 1070 0. 426 42. 553 0. 646 64. 583 0. 145 14. 533 2. 907 0. 057 5. 725 1. 145 0. 220 22. 030 - A O pen Sea I nt r on 57/ 57 Nf 1 ENSM USG 00000020716 chr 11: 79339824- 79581612 ENSM UST00000071325 4. 590 3. 829 0. 243 0. 303 - 1. 199 0. 0026 0. 0783 neur of ibr om in 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 97306]

chr 11 79, 574, 695 + CpG 0. 0306 0. 1070 0. 426 42. 553 0. 646 64. 583 0. 145 14. 533 2. 907 0. 057 5. 725 1. 145 0. 220 22. 030 - A O pen Sea I nt r on 17/ 17 Nf 1 ENSM USG 00000020716 chr 11: 79546307- 79580048 ENSM UST00000137997 2. 210 1. 641 0. 119 0. 264 - 1. 347 0. 0055 0. 0986 neur of ibr om in 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 97306]

chr 11 94, 045, 550 + CpG 0. 0011 0. 0011 0. 182 18. 182 0. 550 55. 000 0. 375 37. 502 7. 500 0. 182 18. 203 3. 641 0. 368 36. 818 TC O pen Sea I nt r on 1/ 25 Spag9 ENSM USG 00000020859 chr 11: 94044267- 94126085 ENSM UST00000103168 4. 427 2. 054 0. 340 0. 509 - 2. 155 0. 0001 0. 0346 sper m  associat ed ant igen 9 [ Sour ce: M G I  Sym bol; Acc: M G I : 1918084]

chr 11 96, 503, 140 + CpG 0. 0450 0. 3952 0. 871 87. 097 0. 636 63. 636 0. 095 9. 521 1. 904 0. 362 36. 179 7. 236 - 0. 235 - 23. 460 ca O pen Sea I nt r on 2/ 11 Skap1 ENSM USG 00000057058 chr 11: 96464626- 96758941 ENSM UST00000071510 34. 335 17. 870 2. 750 3. 771 - 1. 921 0. 0001 0. 0346 sr c f am ily associat ed phosphopr ot ein 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1925723]

chr 11 97, 230, 834 + CpG 0. 0240 0. 0291 0. 500 50. 000 0. 824 82. 353 0. 307 30. 693 6. 139 0. 211 21. 139 4. 228 0. 324 32. 353 - - O pen Sea I nt r on 13/ 22 Npepps ENSM USG 00000001441 chr 11: 97205843- 97280638 ENSM UST00000001480 26. 435 20. 446 1. 400 2. 711 - 1. 293 0. 0046 0. 0930 am inopept idase pur om ycin sensit ive [ Sour ce: M G I  Sym bol; Acc: M G I : 1101358]

chr 11 97, 275, 319 + CpG 0. 0401 0. 0144 0. 472 47. 222 0. 646 64. 615 0. 244 24. 366 4. 873 0. 078 7. 762 1. 552 0. 174 17. 393 CG  near by O pen Sea I nt r on 1/ 22 Npepps ENSM USG 00000001441 chr 11: 97205843- 97280638 ENSM UST00000001480 26. 435 20. 446 1. 400 2. 711 - 1. 293 0. 0046 0. 0930 am inopept idase pur om ycin sensit ive [ Sour ce: M G I  Sym bol; Acc: M G I : 1101358]

chr 11 99, 006, 860 + CpG 0. 0329 0. 0003 0. 208 20. 833 0. 500 50. 000 0. 175 17. 536 3. 507 0. 320 32. 031 6. 406 0. 292 29. 167 CA O pen Sea I nt r on 19/ 35 Top2a ENSM USG 00000020914 chr 11: 98992942- 99024189 ENSM UST00000068031 1. 062 3. 220 0. 333 0. 505 3. 031 0. 0001 0. 0349 t opoisom er ase ( DNA)  I I  alpha [ Sour ce: M G I  Sym bol; Acc: M G I : 98790]

chr 11 105, 591, 142 + CpG 0. 0057 0. 0024 0. 262 26. 154 0. 517 51. 667 0. 117 11. 708 2. 342 0. 120 11. 969 2. 394 0. 255 25. 513 CA S Shor e I nt r on 1/ 25 Tanc2 ENSM USG 00000053580 chr 11: 105589990- 105929304 ENSM UST00000100330 4. 973 3. 620 0. 361 0. 642 - 1. 374 0. 0057 0. 0995 t et r at r icopept ide r epeat ,  ankyr in r epeat  and coiled- coil cont aining 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 2444121]

chr 11 105, 700, 106 + CpG 0. 0292 0. 0369 0. 444 44. 361 0. 609 60. 909 0. 289 28. 946 5. 789 0. 078 7. 756 1. 551 0. 165 16. 548 - - O pen Sea I nt r on 3/ 25 Tanc2 ENSM USG 00000053580 chr 11: 105589990- 105929304 ENSM UST00000100330 4. 973 3. 620 0. 361 0. 642 - 1. 374 0. 0057 0. 0995 t et r at r icopept ide r epeat ,  ankyr in r epeat  and coiled- coil cont aining 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 2444121]

chr 11 105, 721, 871 + CpG 0. 0258 0. 0056 0. 330 32. 973 0. 513 51. 309 0. 114 11. 437 2. 287 0. 172 17. 210 3. 442 0. 183 18. 336 t c O pen Sea I nt r on 4/ 25 Tanc2 ENSM USG 00000053580 chr 11: 105589990- 105929304 ENSM UST00000100330 4. 973 3. 620 0. 361 0. 642 - 1. 374 0. 0057 0. 0995 t et r at r icopept ide r epeat ,  ankyr in r epeat  and coiled- coil cont aining 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 2444121]

chr 11 105, 815, 389 + CpG 0. 0100 0. 0100 0. 500 50. 000 0. 846 84. 615 0. 195 19. 486 3. 897 0. 211 21. 095 4. 219 0. 346 34. 615 - - O pen Sea I nt r on 8/ 25 Tanc2 ENSM USG 00000053580 chr 11: 105589990- 105929304 ENSM UST00000100330 4. 973 3. 620 0. 361 0. 642 - 1. 374 0. 0057 0. 0995 t et r at r icopept ide r epeat ,  ankyr in r epeat  and coiled- coil cont aining 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 2444121]

chr 11 116, 369, 652 + CpG 0. 0438 0. 4207 0. 759 75. 862 0. 583 58. 333 0. 347 34. 714 6. 943 0. 208 20. 840 4. 168 - 0. 175 - 17. 529 - - O pen Sea I nt r on 2/ 18 Rnf 157 ENSM USG 00000052949 chr 11: 116336352- 116413004 ENSM UST00000100202 4. 425 2. 153 0. 504 0. 718 - 2. 055 0. 0006 0. 0564 r ing f inger  pr ot ein 157 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442484]

chr 11 117, 848, 160 + CpG 0. 0425 0. 1029 0. 640 64. 000 0. 367 36. 667 0. 262 26. 247 5. 249 0. 276 27. 624 5. 525 - 0. 273 - 27. 333 - - N Shor e TSS 1500 Bir c5 ENSM USG 00000017716 chr 11: 117849250- 117855732 ENSM UST00000081387 0. 516 2. 447 0. 246 0. 800 4. 744 0. 0042 0. 0902 baculovir al I AP r epeat - cont aining 5 [ Sour ce: M G I  Sym bol; Acc: M G I : 1203517]

chr 12 3, 434, 320 + CpG 0. 0148 0. 0486 0. 200 20. 000 0. 577 57. 692 0. 132 13. 235 2. 647 0. 264 26. 375 5. 275 0. 377 37. 692 - - O pen Sea I nt r on 1/ 11 Asxl2 ENSM USG 00000037486 chr 12: 3426856- 3506847 ENSM UST00000111215 6. 304 4. 580 0. 779 0. 277 - 1. 376 0. 0055 0. 0986 addit ional sex com bs like 2,  t r anscr ipt ional r egulat or  [ Sour ce: M G I  Sym bol; Acc: M G I : 1922552]

chr 12 21, 398, 220 + CpG 0. 0364 0. 6693 0. 559 55. 882 0. 786 78. 571 0. 319 31. 862 6. 372 0. 138 13. 809 2. 762 0. 227 22. 689 CA O pen Sea I nt r on 3/ 6 Ywhaq ENSM USG 00000076432 chr 12: 21390331- 21417588 ENSM UST00000155480 2. 201 4. 381 0. 636 0. 857 1. 991 0. 0023 0. 0755 t yr osine 3- m onooxygenase/ t r ypt ophan 5- m onooxygenase act ivat ion pr ot ein t het a [ Sour ce: M G I  Sym bol; Acc: M G I : 891963]

chr 12 21, 405, 221 + CpG 0. 0346 0. 3998 0. 563 56. 250 0. 233 23. 333 0. 293 29. 286 5. 857 0. 118 11. 799 2. 360 - 0. 329 - 32. 917 TG O pen Sea I nt r on 2/ 6 Ywhaq ENSM USG 00000076432 chr 12: 21390331- 21417588 ENSM UST00000155480 2. 201 4. 381 0. 636 0. 857 1. 991 0. 0023 0. 0755 t yr osine 3- m onooxygenase/ t r ypt ophan 5- m onooxygenase act ivat ion pr ot ein t het a [ Sour ce: M G I  Sym bol; Acc: M G I : 891963]

chr 12 21, 411, 653 + CpG 0. 0243 0. 0017 0. 162 16. 216 0. 500 50. 000 0. 401 40. 064 8. 013 0. 288 28. 774 5. 755 0. 338 33. 784 - - O pen Sea I nt r on 2/ 6 Ywhaq ENSM USG 00000076432 chr 12: 21390331- 21417588 ENSM UST00000155480 2. 201 4. 381 0. 636 0. 857 1. 991 0. 0023 0. 0755 t yr osine 3- m onooxygenase/ t r ypt ophan 5- m onooxygenase act ivat ion pr ot ein t het a [ Sour ce: M G I  Sym bol; Acc: M G I : 891963]

chr 12 50, 357, 852 + CpG 0. 0449 0. 0449 0. 860 85. 981 0. 750 75. 000 0. 071 7. 060 1. 412 0. 057 5. 742 1. 148 - 0. 110 - 10. 981 CT O pen Sea I nt r on 17/ 18 Pr kd1 ENSM USG 00000002688 chr 12: 50341230- 50649098 ENSM UST00000002765 14. 213 8. 630 0. 810 2. 337 - 1. 647 0. 0041 0. 0899 pr ot ein kinase D1 [ Sour ce: M G I  Sym bol; Acc: M G I : 99879]

chr 12 50, 447, 869 + CpG 0. 0478 0. 5190 0. 207 20. 690 0. 444 44. 444 0. 369 36. 932 7. 386 0. 271 27. 090 5. 418 0. 238 23. 755 TT O pen Sea I nt r on 2/ 18 Pr kd1 ENSM USG 00000002688 chr 12: 50341230- 50649098 ENSM UST00000002765 14. 213 8. 630 0. 810 2. 337 - 1. 647 0. 0041 0. 0899 pr ot ein kinase D1 [ Sour ce: M G I  Sym bol; Acc: M G I : 99879]

chr 12 50, 527, 431 + CpG 0. 0174 0. 0552 0. 800 80. 000 0. 458 45. 833 0. 212 21. 189 4. 238 0. 285 28. 503 5. 701 - 0. 342 - 34. 167 ca O pen Sea I nt r on 1/ 18 Pr kd1 ENSM USG 00000002688 chr 12: 50341230- 50649098 ENSM UST00000002765 14. 213 8. 630 0. 810 2. 337 - 1. 647 0. 0041 0. 0899 pr ot ein kinase D1 [ Sour ce: M G I  Sym bol; Acc: M G I : 99879]

chr 12 50, 563, 578 + CpG 0. 0499 0. 1921 0. 871 87. 097 0. 667 66. 667 0. 138 13. 833 2. 767 0. 138 13. 819 2. 764 - 0. 204 - 20. 430 CA O pen Sea I nt r on 1/ 18 Pr kd1 ENSM USG 00000002688 chr 12: 50341230- 50649098 ENSM UST00000002765 14. 213 8. 630 0. 810 2. 337 - 1. 647 0. 0041 0. 0899 pr ot ein kinase D1 [ Sour ce: M G I  Sym bol; Acc: M G I : 99879]

chr 12 76, 542, 589 + CpG 0. 0203 0. 9758 0. 769 76. 923 0. 524 52. 381 0. 138 13. 756 2. 751 0. 237 23. 674 4. 735 - 0. 245 - 24. 542 - - O pen Sea I nt r on 1/ 18 Plekhg3 ENSM USG 00000052609 chr 12: 76533379- 76579042 ENSM UST00000075249 8. 064 5. 640 0. 922 0. 446 - 1. 430 0. 0021 0. 0735 pleckst r in hom ology dom ain cont aining,  f am ily G  ( wit h RhoG ef  dom ain)  m em ber  3 [ Sour ce: M G I  Sym bol; Acc: M G I : 2388284]

chr 12 113, 021, 534 + CpG 0. 0099 0. 0579 0. 695 69. 512 0. 860 86. 047 0. 162 16. 150 3. 230 0. 029 2. 896 0. 579 0. 165 16. 534 - - O pen Sea I nt r on 1/ 23 Pacs2 ENSM USG 00000021143 chr 12: 113014507- 113074401 ENSM UST00000084891 9. 315 7. 180 0. 828 0. 710 - 1. 297 0. 0025 0. 0775 phosphof ur in acidic clust er  sor t ing pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1924399]

chr 13 4, 612, 824 + CpG 0. 0061 0. 0061 0. 529 52. 941 0. 830 83. 019 0. 231 23. 136 4. 627 0. 196 19. 627 3. 925 0. 301 30. 078 G G O pen Sea TSS 1500 Rpl29- ps2 ENSM USG 00000094772 chr 13: 4614179- 4614662 ENSM UST00000086508 0. 943 1. 418 0. 203 0. 103 1. 504 0. 0036 0. 0869 r ibosom al pr ot ein L29,  pseudogene 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 3648624]

chr 13 9, 539, 839 + CpG 0. 0393 0. 0390 0. 571 57. 143 0. 760 76. 000 0. 213 21. 279 4. 256 0. 151 15. 051 3. 010 0. 189 18. 857 - - O pen Sea I nt r on 5/ 36 Dip2c ENSM USG 00000048264 chr 13: 9276527- 9668928 ENSM UST00000174552 5. 181 4. 025 0. 419 0. 489 - 1. 287 0. 0041 0. 0899 disco int er act ing pr ot ein 2 hom olog C [ Sour ce: M G I  Sym bol; Acc: M G I : 1920179]

chr 13 14, 058, 692 + CpG 0. 0313 0. 1101 0. 577 57. 692 0. 852 85. 185 0. 449 44. 945 8. 989 0. 149 14. 907 2. 981 0. 275 27. 493 TC O pen Sea I nt r on 1/ 3 G gps1 ENSM USG 00000021302 chr 13: 14052448- 14063401 ENSM UST00000170957 8. 114 7. 165 0. 409 0. 387 - 1. 132 0. 0055 0. 0986 ger anylger anyl diphosphat e synt hase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1341724]

chr 13 23, 981, 781 + CpG 0. 0296 0. 0176 0. 357 35. 714 0. 700 70. 000 0. 375 37. 474 7. 495 0. 201 20. 061 4. 012 0. 343 34. 286 CA O pen Sea I nt r on 2/ 10 Scgn ENSM USG 00000021337 chr 13: 23953455- 23991214 ENSM UST00000021770 134. 670 103. 851 12. 727 11. 966 - 1. 297 0. 0043 0. 0908 secr et agogin,  EF- hand calcium  binding pr ot ein [ Sour ce: M G I  Sym bol; Acc: M G I : 2384873]

chr 13 23, 988, 767 + CpG 0. 0029 0. 0049 0. 236 23. 596 0. 480 47. 959 0. 123 12. 275 2. 455 0. 102 10. 158 2. 032 0. 244 24. 364 ag O pen Sea I nt r on 2/ 10 Scgn ENSM USG 00000021337 chr 13: 23953455- 23991214 ENSM UST00000021770 134. 670 103. 851 12. 727 11. 966 - 1. 297 0. 0043 0. 0908 secr et agogin,  EF- hand calcium  binding pr ot ein [ Sour ce: M G I  Sym bol; Acc: M G I : 2384873]

chr 13 42, 710, 400 + CpG 0. 0111 0. 3274 0. 556 55. 556 0. 275 27. 500 0. 223 22. 342 4. 468 0. 333 33. 314 6. 663 - 0. 281 - 28. 056 CT O pen Sea I nt r on 1/ 12 Phact r 1 ENSM USG 00000054728 chr 13: 42709580- 43138526 ENSM UST00000148891 46. 110 23. 916 2. 229 7. 526 - 1. 928 0. 0018 0. 0724 phosphat ase and act in r egulat or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2659021]

chr 13 42, 715, 748 + CpG 0. 0311 0. 1630 0. 821 82. 051 0. 541 54. 098 0. 377 37. 732 7. 546 0. 262 26. 175 5. 235 - 0. 280 - 27. 953 CG  near by O pen Sea I nt r on 1/ 12 Phact r 1 ENSM USG 00000054728 chr 13: 42709580- 43138526 ENSM UST00000148891 46. 110 23. 916 2. 229 7. 526 - 1. 928 0. 0018 0. 0724 phosphat ase and act in r egulat or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2659021]

chr 13 42, 792, 408 + CpG 0. 0269 0. 2979 0. 489 48. 936 0. 267 26. 667 0. 254 25. 380 5. 076 0. 133 13. 266 2. 653 - 0. 223 - 22. 270 Check m anually O pen Sea I nt r on 1/ 12 Phact r 1 ENSM USG 00000054728 chr 13: 42709580- 43138526 ENSM UST00000148891 46. 110 23. 916 2. 229 7. 526 - 1. 928 0. 0018 0. 0724 phosphat ase and act in r egulat or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2659021]

chr 13 42, 813, 092 + CpG 0. 0499 0. 4531 0. 759 75. 862 0. 500 50. 000 0. 155 15. 455 3. 091 0. 265 26. 517 5. 303 - 0. 259 - 25. 862 - - O pen Sea I nt r on 1/ 12 Phact r 1 ENSM USG 00000054728 chr 13: 42709580- 43138526 ENSM UST00000148891 46. 110 23. 916 2. 229 7. 526 - 1. 928 0. 0018 0. 0724 phosphat ase and act in r egulat or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2659021]

chr 13 42, 816, 197 + CpG 0. 0116 0. 0116 0. 823 82. 266 0. 713 71. 296 0. 092 9. 213 1. 843 0. 108 10. 781 2. 156 - 0. 110 - 10. 970 TT O pen Sea I nt r on 1/ 12 Phact r 1 ENSM USG 00000054728 chr 13: 42709580- 43138526 ENSM UST00000148891 46. 110 23. 916 2. 229 7. 526 - 1. 928 0. 0018 0. 0724 phosphat ase and act in r egulat or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2659021]

chr 13 43, 002, 913 + CpG 0. 0320 0. 2144 0. 869 86. 923 0. 764 76. 389 0. 180 17. 975 3. 595 0. 115 11. 472 2. 294 - 0. 105 - 10. 534 - - O pen Sea I nt r on 2/ 12 Phact r 1 ENSM USG 00000054728 chr 13: 42709580- 43138526 ENSM UST00000148891 46. 110 23. 916 2. 229 7. 526 - 1. 928 0. 0018 0. 0724 phosphat ase and act in r egulat or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2659021]

chr 13 43, 014, 391 + CpG 0. 0366 0. 1622 0. 288 28. 846 0. 512 51. 163 0. 128 12. 795 2. 559 0. 279 27. 919 5. 584 0. 223 22. 317 - - O pen Sea I nt r on 2/ 12 Phact r 1 ENSM USG 00000054728 chr 13: 42709580- 43138526 ENSM UST00000148891 46. 110 23. 916 2. 229 7. 526 - 1. 928 0. 0018 0. 0724 phosphat ase and act in r egulat or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2659021]

chr 13 43, 014, 408 + CpG 0. 0052 0. 1622 0. 533 53. 333 0. 829 82. 927 0. 140 13. 968 2. 794 0. 106 10. 597 2. 119 0. 296 29. 593 - - O pen Sea I nt r on 2/ 12 Phact r 1 ENSM USG 00000054728 chr 13: 42709580- 43138526 ENSM UST00000148891 46. 110 23. 916 2. 229 7. 526 - 1. 928 0. 0018 0. 0724 phosphat ase and act in r egulat or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2659021]

chr 13 45, 886, 400 + CpG 0. 0462 0. 0462 0. 577 57. 692 0. 280 28. 000 0. 326 32. 602 6. 520 0. 243 24. 281 4. 856 - 0. 297 - 29. 692 - - O pen Sea I nt r on 2/ 7 At xn1 ENSM USG 00000046876 chr 13: 45549757- 45964991 ENSM UST00000091628 2. 769 1. 880 0. 372 0. 282 - 1. 473 0. 0033 0. 0843 at axin 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 104783]

chr 13 54, 374, 793 + CpG 0. 0170 0. 0060 0. 188 18. 750 0. 508 50. 820 0. 375 37. 485 7. 497 0. 212 21. 219 4. 244 0. 321 32. 070 ac S Shor e I nt r on 1/ 3 Cplx2 ENSM USG 00000025867 chr 13: 54371348- 54383917 ENSM UST00000026985 117. 162 74. 107 7. 359 14. 094 - 1. 581 0. 0009 0. 0620 com plexin 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 104726]

chr 13 57, 442, 540 + CpG 0. 0254 0. 1526 0. 826 82. 609 0. 536 53. 571 0. 121 12. 082 2. 416 0. 135 13. 520 2. 704 - 0. 290 - 29. 037 AG O pen Sea I nt r on 8/ 11 Spock1 ENSM USG 00000056222 chr 13: 57426093- 57908275 ENSM UST00000185502 24. 891 16. 886 1. 700 3. 493 - 1. 474 0. 0040 0. 0897 spar c/ ost eonect in,  cwcv and kazal- like dom ains pr ot eoglycan 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 105371]

chr 13 57, 677, 475 + CpG 0. 0174 0. 0177 0. 872 87. 179 0. 652 65. 217 0. 089 8. 891 1. 778 0. 097 9. 745 1. 949 - 0. 220 - 21. 962 TG O pen Sea I nt r on 4/ 11 Spock1 ENSM USG 00000056222 chr 13: 57426093- 57908275 ENSM UST00000185502 24. 891 16. 886 1. 700 3. 493 - 1. 474 0. 0040 0. 0897 spar c/ ost eonect in,  cwcv and kazal- like dom ains pr ot eoglycan 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 105371]

chr 13 91, 467, 458 + CpG 0. 0198 0. 0198 0. 608 60. 784 0. 821 82. 143 0. 292 29. 184 5. 837 0. 236 23. 576 4. 715 0. 214 21. 359 - - O pen Sea I nt r on 1/ 15 Ssbp2 ENSM USG 00000003992 chr 13: 91461090- 91701236 ENSM UST00000042122 8. 279 6. 100 0. 825 0. 805 - 1. 357 0. 0029 0. 0812 single- st r anded DNA binding pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914220]

chr 13 91, 635, 697 + CpG 0. 0385 0. 1148 0. 644 64. 407 0. 439 43. 860 0. 260 25. 981 5. 196 0. 159 15. 875 3. 175 - 0. 205 - 20. 547 CG  near by O pen Sea I nt r on 4/ 15 Ssbp2 ENSM USG 00000003992 chr 13: 91461090- 91701236 ENSM UST00000042122 8. 279 6. 100 0. 825 0. 805 - 1. 357 0. 0029 0. 0812 single- st r anded DNA binding pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914220]

chr 13 91, 683, 459 + CpG 0. 0209 0. 1040 0. 171 17. 143 0. 441 44. 118 0. 179 17. 911 3. 582 0. 130 13. 038 2. 608 0. 270 26. 975 TA O pen Sea I nt r on 9/ 15 Ssbp2 ENSM USG 00000003992 chr 13: 91461090- 91701236 ENSM UST00000042122 8. 279 6. 100 0. 825 0. 805 - 1. 357 0. 0029 0. 0812 single- st r anded DNA binding pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914220]

chr 13 96, 566, 667 + CpG 0. 0350 0. 0685 0. 522 52. 174 0. 808 80. 769 0. 290 28. 968 5. 794 0. 209 20. 917 4. 183 0. 286 28. 595 TG O pen Sea I nt r on 2/ 16 Col4a3bp ENSM USG 00000021669 chr 13: 96542734- 96640167 ENSM UST00000109444 14. 255 11. 445 0. 770 1. 122 - 1. 245 0. 0024 0. 0770 collagen,  t ype I V,  alpha 3 ( G oodpast ur e ant igen)  binding pr ot ein [ Sour ce: M G I  Sym bol; Acc: M G I : 1915268]

chr 13 100, 787, 747 + CpG 0. 0263 0. 0522 0. 423 42. 268 0. 603 60. 331 0. 180 17. 968 3. 594 0. 127 12. 699 2. 540 0. 181 18. 063 - - S Shor e TSS 1500 Ccnb1 ENSM USG 00000041431 chr 13: 100778649- 100786570 ENSM UST00000072119 0. 466 1. 339 0. 220 0. 211 2. 870 0. 0002 0. 0426 cyclin B1 [ Sour ce: M G I  Sym bol; Acc: M G I : 88302]

chr 13 113, 870, 467 + CpG 0. 0378 0. 6583 0. 649 64. 865 0. 415 41. 463 0. 182 18. 161 3. 632 0. 304 30. 368 6. 074 - 0. 234 - 23. 401 - - O pen Sea I nt r on 1/ 4 Ar l15 ENSM USG 00000042348 chr 13: 113794504- 114157461 ENSM UST00000091201 6. 900 5. 554 0. 432 0. 182 - 1. 242 0. 0010 0. 0630 ADP- r ibosylat ion f act or - like 15 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442308]

chr 13 113, 942, 740 + CpG 0. 0128 0. 0305 0. 471 47. 059 0. 763 76. 316 0. 279 27. 945 5. 589 0. 395 39. 453 7. 891 0. 293 29. 257 TT O pen Sea I nt r on 3/ 4 Ar l15 ENSM USG 00000042348 chr 13: 113794504- 114157461 ENSM UST00000091201 6. 900 5. 554 0. 432 0. 182 - 1. 242 0. 0010 0. 0630 ADP- r ibosylat ion f act or - like 15 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442308]

chr 13 115, 032, 332 + CpG 0. 0449 0. 1105 0. 568 56. 757 0. 368 36. 842 0. 145 14. 479 2. 896 0. 221 22. 070 4. 414 - 0. 199 - 19. 915 - - O pen Sea I nt r on 3/ 28 I t ga1 ENSM USG 00000042284 chr 13: 114958078- 115101964 ENSM UST00000061673 2. 822 4. 028 0. 227 0. 544 1. 428 0. 0050 0. 0957 int egr in alpha 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 96599]

chr 13 115, 042, 038 + CpG 0. 0153 0. 0153 0. 671 67. 059 0. 850 85. 000 0. 025 2. 481 0. 496 0. 153 15. 302 3. 060 0. 179 17. 941 - - O pen Sea I nt r on 2/ 28 I t ga1 ENSM USG 00000042284 chr 13: 114958078- 115101964 ENSM UST00000061673 2. 822 4. 028 0. 227 0. 544 1. 428 0. 0050 0. 0957 int egr in alpha 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 96599]

chr 14 16, 240, 064 + CpG 0. 0167 0. 0119 0. 919 91. 892 0. 782 78. 205 0. 052 5. 192 1. 038 0. 139 13. 909 2. 782 - 0. 137 - 13. 687 Check m anually N Shelf 3'UTR O xsm ENSM USG 00000021786 chr 14: 16238655- 16249808 ENSM UST00000022311 2. 410 1. 682 0. 258 0. 238 - 1. 433 0. 0017 0. 0712 3- oxoacyl- ACP synt hase,  m it ochondr ial [ Sour ce: M G I  Sym bol; Acc: M G I : 1918397]

chr 14 16, 251, 744 + CpG 0. 0054 0. 0354 0. 658 65. 789 0. 308 30. 769 0. 175 17. 451 3. 490 0. 229 22. 937 4. 587 - 0. 350 - 35. 020 - - S Shelf I nt r on 1/ 11 Ngly1 ENSM USG 00000021785 chr 14: 16249279- 16311926 ENSM UST00000022310 12. 825 18. 437 0. 394 2. 384 1. 438 0. 0057 0. 0995 N- glycanase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1913276]

chr 14 16, 251, 744 + CpG 0. 0054 0. 0354 0. 658 65. 789 0. 308 30. 769 0. 175 17. 451 3. 490 0. 229 22. 937 4. 587 - 0. 350 - 35. 020 - - S Shelf TSS 2000 O xsm ENSM USG 00000021786 chr 14: 16238655- 16249808 ENSM UST00000022311 2. 410 1. 682 0. 258 0. 238 - 1. 433 0. 0017 0. 0712 3- oxoacyl- ACP synt hase,  m it ochondr ial [ Sour ce: M G I  Sym bol; Acc: M G I : 1918397]

chr 14 27, 893, 853 + CpG 0. 0128 0. 0525 0. 762 76. 190 0. 348 34. 783 0. 273 27. 259 5. 452 0. 300 29. 988 5. 998 - 0. 414 - 41. 408 - - O pen Sea I nt r on 4/ 15 Er c2 ENSM USG 00000040640 chr 14: 27622441- 28478537 ENSM UST00000090302 2. 448 1. 192 0. 361 0. 524 - 2. 055 0. 0030 0. 0818 ELKS/ RAB6- int er act ing/ CAST f am ily m em ber  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1098749]

chr 14 27, 912, 532 + CpG 0. 0261 0. 0456 0. 840 84. 000 0. 533 53. 333 0. 404 40. 406 8. 081 0. 311 31. 063 6. 213 - 0. 307 - 30. 667 Check m anually O pen Sea I nt r on 5/ 15 Er c2 ENSM USG 00000040640 chr 14: 27622441- 28478537 ENSM UST00000090302 2. 448 1. 192 0. 361 0. 524 - 2. 055 0. 0030 0. 0818 ELKS/ RAB6- int er act ing/ CAST f am ily m em ber  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1098749]

chr 14 27, 962, 107 + CpG 0. 0295 0. 0060 0. 381 38. 095 0. 714 71. 429 0. 268 26. 774 5. 355 0. 208 20. 763 4. 153 0. 333 33. 333 CA O pen Sea I nt r on 6/ 15 Er c2 ENSM USG 00000040640 chr 14: 27622441- 28478537 ENSM UST00000090302 2. 448 1. 192 0. 361 0. 524 - 2. 055 0. 0030 0. 0818 ELKS/ RAB6- int er act ing/ CAST f am ily m em ber  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1098749]

chr 14 28, 125, 315 + CpG 0. 0338 0. 1092 0. 697 69. 697 0. 429 42. 857 0. 137 13. 739 2. 748 0. 144 14. 436 2. 887 - 0. 268 - 26. 840 ca O pen Sea I nt r on 12/ 15 Er c2 ENSM USG 00000040640 chr 14: 27622441- 28478537 ENSM UST00000090302 2. 448 1. 192 0. 361 0. 524 - 2. 055 0. 0030 0. 0818 ELKS/ RAB6- int er act ing/ CAST f am ily m em ber  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1098749]

chr 14 28, 478, 833 + CpG 0. 0342 0. 0342 0. 808 80. 808 0. 679 67. 925 0. 080 8. 022 1. 604 0. 049 4. 862 0. 972 - 0. 129 - 12. 884 CC O pen Sea Downst r eam Er c2 ENSM USG 00000040640 chr 14: 27622441- 28478537 ENSM UST00000090302 2. 448 1. 192 0. 361 0. 524 - 2. 055 0. 0030 0. 0818 ELKS/ RAB6- int er act ing/ CAST f am ily m em ber  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1098749]

chr 14 31, 218, 499 + CpG 0. 0448 0. 1274 0. 423 42. 308 0. 674 67. 442 0. 217 21. 711 4. 342 0. 215 21. 477 4. 295 0. 251 25. 134 - - O pen Sea I nt r on 1/ 15 Sem a3g ENSM USG 00000021904 chr 14: 31217859- 31230350 ENSM UST00000090180 4. 768 7. 417 0. 227 0. 781 1. 556 0. 0010 0. 0629 sem a dom ain,  im m unoglobulin dom ain ( I g) ,  shor t  basic dom ain,  secr et ed,  ( sem aphor in)  3G  [ Sour ce: M G I  Sym bol; Acc: M G I : 3041242]

chr 14 32, 193, 634 + CpG 0. 0064 0. 2004 0. 515 51. 515 0. 880 88. 000 0. 290 29. 021 5. 804 0. 083 8. 316 1. 663 0. 365 36. 485 CT O pen Sea I nt r on 3/ 6 Tim m 23 ENSM USG 00000013701 chr 14: 32180161- 32201898 ENSM UST00000013845 42. 241 51. 387 2. 609 4. 144 1. 217 0. 0045 0. 0917 t r anslocase of  inner  m it ochondr ial m em br ane 23 [ Sour ce: M G I  Sym bol; Acc: M G I : 1858317]

chr 14 57, 300, 275 + CpG 0. 0230 0. 0286 0. 786 78. 571 0. 480 48. 000 0. 186 18. 573 3. 715 0. 157 15. 703 3. 141 - 0. 306 - 30. 571 - - O pen Sea I nt r on 5/ 7 Cr yl1 ENSM USG 00000021947 chr 14: 57275033- 57398483 ENSM UST00000022517 15. 884 10. 390 2. 214 2. 057 - 1. 529 0. 0036 0. 0875 cr yst allin,  lam bda 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1915881]

chr 14 59, 918, 615 + CpG 0. 0229 0. 6633 0. 873 87. 302 0. 712 71. 212 0. 120 12. 042 2. 408 0. 325 32. 460 6. 492 - 0. 161 - 16. 089 - - O pen Sea I nt r on 24/ 35 At p8a2 ENSM USG 00000021983 chr 14: 59647530- 60086834 ENSM UST00000080368 2. 117 1. 111 0. 306 0. 419 - 1. 906 0. 0031 0. 0825 ATPase,  am inophospholipid t r anspor t er - like,  class I ,  t ype 8A,  m em ber  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1354710]

chr 14 59, 980, 280 + CpG 0. 0104 0. 2704 0. 880 88. 000 0. 571 57. 143 0. 085 8. 539 1. 708 0. 126 12. 605 2. 521 - 0. 309 - 30. 857 - - O pen Sea I nt r on 23/ 35 At p8a2 ENSM USG 00000021983 chr 14: 59647530- 60086834 ENSM UST00000080368 2. 117 1. 111 0. 306 0. 419 - 1. 906 0. 0031 0. 0825 ATPase,  am inophospholipid t r anspor t er - like,  class I ,  t ype 8A,  m em ber  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1354710]

chr 14 64, 831, 318 + CpG 0. 0280 0. 5373 0. 580 58. 000 0. 782 78. 182 0. 292 29. 225 5. 845 0. 105 10. 515 2. 103 0. 202 20. 182 t - O pen Sea I nt r on 6/ 10 Hm box1 ENSM USG 00000021972 chr 14: 64811599- 64949850 ENSM UST00000022544 7. 903 6. 941 0. 374 0. 391 - 1. 139 0. 0041 0. 0899 hom eobox cont aining 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2445066]

chr 14 64, 944, 459 + CpG 0. 0321 0. 3166 0. 158 15. 789 0. 362 36. 170 0. 085 8. 537 1. 707 0. 137 13. 739 2. 748 0. 204 20. 381 CA O pen Sea I nt r on 1/ 10 Hm box1 ENSM USG 00000021972 chr 14: 64811599- 64949850 ENSM UST00000022544 7. 903 6. 941 0. 374 0. 391 - 1. 139 0. 0041 0. 0899 hom eobox cont aining 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2445066]

chr 14 76, 424, 323 + CpG 0. 0304 0. 2010 0. 837 83. 721 0. 618 61. 765 0. 110 10. 954 2. 191 0. 236 23. 569 4. 714 - 0. 220 - 21. 956 Check m anually O pen Sea I nt r on 1/ 2 Tsc22d1 ENSM USG 00000022010 chr 14: 76415586- 76507762 ENSM UST00000048371 13. 261 6. 990 1. 360 2. 473 - 1. 897 0. 0023 0. 0757 TSC22 dom ain f am ily,  m em ber  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 109127]

chr 14 76, 451, 416 + CpG 0. 0214 0. 2197 0. 314 31. 429 0. 588 58. 824 0. 204 20. 390 4. 078 0. 207 20. 674 4. 135 0. 274 27. 395 - - O pen Sea I nt r on 1/ 2 Tsc22d1 ENSM USG 00000022010 chr 14: 76415586- 76507762 ENSM UST00000048371 13. 261 6. 990 1. 360 2. 473 - 1. 897 0. 0023 0. 0757 TSC22 dom ain f am ily,  m em ber  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 109127]

chr 14 97, 843, 574 + CpG 0. 0464 0. 2083 0. 873 87. 273 0. 697 69. 697 0. 066 6. 566 1. 313 0. 115 11. 503 2. 301 - 0. 176 - 17. 576 - - O pen Sea I nt r on 6/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 97, 868, 296 + CpG 0. 0318 0. 0001 0. 171 17. 143 0. 414 41. 379 0. 094 9. 351 1. 870 0. 288 28. 783 5. 757 0. 242 24. 236 CG O pen Sea I nt r on 6/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 97, 868, 353 + CpG 0. 0392 0. 0003 0. 182 18. 182 0. 478 47. 826 0. 221 22. 083 4. 417 0. 272 27. 244 5. 449 0. 296 29. 644 CG O pen Sea I nt r on 6/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 97, 957, 246 + CpG 0. 0037 0. 0010 0. 900 90. 000 0. 588 58. 824 0. 084 8. 447 1. 689 0. 119 11. 896 2. 379 - 0. 312 - 31. 176 CG  near by O pen Sea I nt r on 3/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 98, 040, 690 + CpG 0. 0113 0. 0113 0. 309 30. 851 0. 506 50. 588 0. 141 14. 123 2. 825 0. 123 12. 350 2. 470 0. 197 19. 737 CG  near by O pen Sea I nt r on 1/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 98, 070, 501 + CpG 0. 0193 0. 0193 0. 455 45. 455 0. 694 69. 388 0. 058 5. 786 1. 157 0. 151 15. 055 3. 011 0. 239 23. 933 CG O pen Sea I nt r on 1/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 98, 080, 006 + CpG 0. 0163 0. 0163 0. 375 37. 500 0. 686 68. 571 0. 240 23. 996 4. 799 0. 212 21. 235 4. 247 0. 311 31. 071 TG O pen Sea I nt r on 1/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 98, 108, 577 + CpG 0. 0453 0. 1229 0. 469 46. 875 0. 711 71. 053 0. 251 25. 066 5. 013 0. 236 23. 644 4. 729 0. 242 24. 178 TG O pen Sea I nt r on 1/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 98, 108, 598 + CpG 0. 0306 0. 0884 0. 205 20. 513 0. 450 45. 000 0. 158 15. 793 3. 159 0. 190 18. 956 3. 791 0. 245 24. 487 CA O pen Sea I nt r on 1/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 98, 108, 896 + CpG 0. 0288 0. 0002 0. 135 13. 462 0. 382 38. 235 0. 097 9. 745 1. 949 0. 205 20. 542 4. 108 0. 248 24. 774 CG O pen Sea I nt r on 1/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]



chr 14 98, 111, 488 + CpG 0. 0250 0. 0966 0. 357 35. 714 0. 680 68. 000 0. 145 14. 518 2. 904 0. 236 23. 553 4. 711 0. 323 32. 286 CT O pen Sea I nt r on 1/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 98, 140, 275 + CpG 0. 0106 0. 0008 0. 266 26. 563 0. 519 51. 852 0. 178 17. 803 3. 561 0. 192 19. 219 3. 844 0. 253 25. 289 - - O pen Sea I nt r on 1/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 98, 140, 285 + CpG 0. 0161 0. 0008 0. 250 25. 000 0. 458 45. 763 0. 167 16. 733 3. 347 0. 126 12. 594 2. 519 0. 208 20. 763 AA O pen Sea I nt r on 1/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 98, 140, 323 + CpG 0. 0498 0. 0008 0. 265 26. 471 0. 420 41. 975 0. 181 18. 109 3. 622 0. 134 13. 368 2. 674 0. 155 15. 505 G A O pen Sea I nt r on 1/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 98, 140, 992 + CpG 0. 0387 0. 0387 0. 700 70. 000 0. 917 91. 667 0. 365 36. 515 7. 303 0. 065 6. 500 1. 300 0. 217 21. 667 - - O pen Sea I nt r on 1/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 98, 164, 035 + CpG 0. 0128 0. 0647 0. 903 90. 323 0. 766 76. 636 0. 044 4. 430 0. 886 0. 082 8. 192 1. 638 - 0. 137 - 13. 687 TG O pen Sea I nt r on 1/ 10 Dach1 ENSM USG 00000055639 chr 14: 97786852- 98169543 ENSM UST00000069334 9. 824 5. 797 1. 319 1. 484 - 1. 695 0. 0020 0. 0724 dachshund f am ily t r anscr ipt ion f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277991]

chr 14 120, 476, 898 + CpG 0. 0388 0. 0388 0. 238 23. 810 0. 550 55. 000 0. 186 18. 566 3. 713 0. 315 31. 513 6. 303 0. 312 31. 190 CA N Shor e TSS 2000 Rap2a ENSM USG 00000051615 chr 14: 120478460- 120507194 ENSM UST00000062117 3. 361 5. 668 0. 425 0. 518 1. 686 0. 0001 0. 0346 RAS r elat ed pr ot ein 2a [ Sour ce: M G I  Sym bol; Acc: M G I : 97855]

chr 15 11, 990, 008 + CpG 0. 0209 0. 0202 0. 807 80. 734 0. 915 91. 509 0. 147 14. 730 2. 946 0. 041 4. 084 0. 817 0. 108 10. 775 - - O pen Sea I nt r on 3/ 3 Sub1 ENSM USG 00000022205 chr 15: 11986133- 11996012 ENSM UST00000129533 29. 148 46. 734 3. 276 4. 151 1. 603 0. 0001 0. 0349 SUB1 hom olog ( S.  cer evisiae)  [ Sour ce: M G I  Sym bol; Acc: M G I : 104811]

chr 15 52, 299, 841 + CpG 0. 0022 0. 1115 0. 281 28. 070 0. 602 60. 215 0. 162 16. 182 3. 236 0. 106 10. 618 2. 124 0. 321 32. 145 - - O pen Sea I nt r on 1/ 7 Slc30a8 ENSM USG 00000022315 chr 15: 52295552- 52335798 ENSM UST00000037240 332. 121 173. 342 16. 816 60. 278 - 1. 916 0. 0031 0. 0824 solut e car r ier  f am ily 30 ( zinc t r anspor t er ) ,  m em ber  8 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442682]

chr 15 52, 300, 441 + CpG 0. 0110 0. 0282 0. 394 39. 416 0. 588 58. 824 0. 276 27. 634 5. 527 0. 172 17. 212 3. 442 0. 194 19. 407 - - O pen Sea I nt r on 1/ 7 Slc30a8 ENSM USG 00000022315 chr 15: 52295552- 52335798 ENSM UST00000037240 332. 121 173. 342 16. 816 60. 278 - 1. 916 0. 0031 0. 0824 solut e car r ier  f am ily 30 ( zinc t r anspor t er ) ,  m em ber  8 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442682]

chr 15 52, 314, 792 + CpG 0. 0070 0. 0745 0. 630 63. 043 0. 884 88. 372 0. 165 16. 483 3. 297 0. 131 13. 135 2. 627 0. 253 25. 329 - - O pen Sea I nt r on 2/ 7 Slc30a8 ENSM USG 00000022315 chr 15: 52295552- 52335798 ENSM UST00000037240 332. 121 173. 342 16. 816 60. 278 - 1. 916 0. 0031 0. 0824 solut e car r ier  f am ily 30 ( zinc t r anspor t er ) ,  m em ber  8 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442682]

chr 15 52, 324, 968 + CpG 0. 0123 0. 1145 0. 656 65. 625 0. 857 85. 714 0. 187 18. 689 3. 738 0. 131 13. 135 2. 627 0. 201 20. 089 - - O pen Sea I nt r on 4/ 7 Slc30a8 ENSM USG 00000022315 chr 15: 52295552- 52335798 ENSM UST00000037240 332. 121 173. 342 16. 816 60. 278 - 1. 916 0. 0031 0. 0824 solut e car r ier  f am ily 30 ( zinc t r anspor t er ) ,  m em ber  8 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442682]

chr 15 57, 820, 392 + CpG 0. 0437 0. 3015 0. 619 61. 905 0. 857 85. 714 0. 190 18. 999 3. 800 0. 078 7. 829 1. 566 0. 238 23. 810 - - O pen Sea I nt r on 2/ 3 Zhx2 ENSM USG 00000071757 chr 15: 57694664- 57839832 ENSM UST00000096430 7. 148 5. 186 0. 608 0. 715 - 1. 378 0. 0017 0. 0713 zinc f inger s and hom eoboxes 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 2683087]

chr 15 65, 788, 157 + CpG 0. 0380 0. 2937 0. 667 66. 667 0. 854 85. 417 0. 195 19. 472 3. 894 0. 071 7. 130 1. 426 0. 188 18. 750 CA S Shor e I nt r on 1/ 22 Ef r 3a ENSM USG 00000015002 chr 15: 65787039- 65873816 ENSM UST00000015146 19. 421 15. 099 0. 867 1. 168 - 1. 286 0. 0002 0. 0443 EFR3 hom olog A [ Sour ce: M G I  Sym bol; Acc: M G I : 1923990]

chr 15 96, 293, 629 + CpG 0. 0090 0. 3731 0. 438 43. 750 0. 793 79. 310 0. 175 17. 515 3. 503 0. 152 15. 162 3. 032 0. 356 35. 560 CA O pen Sea I nt r on 3/ 20 Ar id2 ENSM USG 00000033237 chr 15: 96287572- 96404992 ENSM UST00000096250 8. 084 6. 995 0. 501 0. 283 - 1. 156 0. 0049 0. 0945 AT r ich int er act ive dom ain 2 ( ARI D,  RFX- like)  [ Sour ce: M G I  Sym bol; Acc: M G I : 1924294]

chr 15 96, 313, 654 + CpG 0. 0478 0. 0478 0. 424 42. 424 0. 658 65. 789 0. 157 15. 708 3. 142 0. 166 16. 594 3. 319 0. 234 23. 365 - - O pen Sea I nt r on 3/ 20 Ar id2 ENSM USG 00000033237 chr 15: 96287572- 96404992 ENSM UST00000096250 8. 084 6. 995 0. 501 0. 283 - 1. 156 0. 0049 0. 0945 AT r ich int er act ive dom ain 2 ( ARI D,  RFX- like)  [ Sour ce: M G I  Sym bol; Acc: M G I : 1924294]

chr 15 96, 457, 382 + CpG 0. 0342 0. 0098 0. 184 18. 421 0. 412 41. 176 0. 224 22. 361 4. 472 0. 197 19. 659 3. 932 0. 228 22. 755 ac N Shelf I nt r on 1/ 14 Scaf 11 ENSM USG 00000033228 chr 15: 96411697- 96460843 ENSM UST00000047835 17. 396 13. 637 0. 750 1. 533 - 1. 276 0. 0029 0. 0812 SR- r elat ed CTD- associat ed f act or  11 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919443]

chr 15 96, 457, 437 + CpG 0. 0283 0. 0098 0. 314 31. 373 0. 559 55. 932 0. 321 32. 088 6. 418 0. 140 13. 969 2. 794 0. 246 24. 560 ct N Shelf I nt r on 1/ 14 Scaf 11 ENSM USG 00000033228 chr 15: 96411697- 96460843 ENSM UST00000047835 17. 396 13. 637 0. 750 1. 533 - 1. 276 0. 0029 0. 0812 SR- r elat ed CTD- associat ed f act or  11 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919443]

chr 15 96, 459, 257 + CpG 0. 0178 0. 1096 0. 378 37. 805 0. 568 56. 790 0. 065 6. 455 1. 291 0. 117 11. 663 2. 333 0. 190 18. 985 CA N Shor e I nt r on 1/ 14 Scaf 11 ENSM USG 00000033228 chr 15: 96411697- 96460843 ENSM UST00000047835 17. 396 13. 637 0. 750 1. 533 - 1. 276 0. 0029 0. 0812 SR- r elat ed CTD- associat ed f act or  11 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919443]

chr 16 4, 083, 550 + CpG 0. 0307 0. 0285 0. 716 71. 642 0. 868 86. 765 0. 154 15. 436 3. 087 0. 086 8. 648 1. 730 0. 151 15. 123 CG O pen Sea Downst r eam Cr ebbp ENSM USG 00000022521 chr 16: 4083700- 4213413 ENSM UST00000205765 1. 847 1. 022 0. 259 0. 339 - 1. 807 0. 0030 0. 0818 CREB binding pr ot ein [ Sour ce: M G I  Sym bol; Acc: M G I : 1098280]

chr 16 4, 118, 914 + CpG 0. 0474 0. 0113 0. 830 83. 019 0. 650 65. 000 0. 393 39. 259 7. 852 0. 176 17. 609 3. 522 - 0. 180 - 18. 019 Check m anually O pen Sea I nt r on 12/ 29 Cr ebbp ENSM USG 00000022521 chr 16: 4083700- 4213413 ENSM UST00000205765 1. 847 1. 022 0. 259 0. 339 - 1. 807 0. 0030 0. 0818 CREB binding pr ot ein [ Sour ce: M G I  Sym bol; Acc: M G I : 1098280]

chr 16 4, 895, 478 + CpG 0. 0414 0. 0011 0. 480 48. 000 0. 143 14. 286 0. 359 35. 891 7. 178 0. 167 16. 701 3. 340 - 0. 337 - 33. 714 - - O pen Sea I nt r on 1/ 16 M gr n1 ENSM USG 00000022517 chr 16: 4886099- 4938296 ENSM UST00000070658 25. 619 20. 027 1. 051 2. 098 - 1. 279 0. 0019 0. 0724 m ahogunin,  r ing f inger  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2447670]

chr 16 4, 908, 051 + CpG 0. 0151 0. 2107 0. 797 79. 661 0. 589 58. 929 0. 094 9. 389 1. 878 0. 069 6. 909 1. 382 - 0. 207 - 20. 732 - G O pen Sea I nt r on 2/ 16 M gr n1 ENSM USG 00000022517 chr 16: 4886099- 4938296 ENSM UST00000070658 25. 619 20. 027 1. 051 2. 098 - 1. 279 0. 0019 0. 0724 m ahogunin,  r ing f inger  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2447670]

chr 16 10, 713, 465 + CpG 0. 0272 0. 0174 0. 754 75. 439 0. 559 55. 932 0. 147 14. 662 2. 932 0. 093 9. 279 1. 856 - 0. 195 - 19. 506 CA O pen Sea I nt r on 21/ 22 Clec16a ENSM USG 00000068663 chr 16: 10545363- 10744878 ENSM UST00000155633 4. 988 4. 043 0. 259 0. 303 - 1. 234 0. 0008 0. 0604 C- t ype lect in dom ain f am ily 16,  m em ber  A [ Sour ce: M G I  Sym bol; Acc: M G I : 1921624]

chr 16 23, 249, 879 + CpG 0. 0106 0. 0242 0. 581 58. 108 0. 800 80. 000 0. 296 29. 607 5. 921 0. 113 11. 283 2. 257 0. 219 21. 892 - - O pen Sea I nt r on 1/ 7 St 6gal1 ENSM USG 00000022885 chr 16: 23226020- 23360350 ENSM UST00000178797 15. 723 12. 783 1. 010 1. 129 - 1. 230 0. 0026 0. 0777 bet a galact oside alpha 2, 6 sialylt r ansf er ase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 108470]

chr 16 23, 338, 169 + CpG 0. 0220 0. 0260 0. 556 55. 556 0. 811 81. 081 0. 292 29. 203 5. 841 0. 175 17. 460 3. 492 0. 255 25. 526 - - O pen Sea I nt r on 5/ 7 St 6gal1 ENSM USG 00000022885 chr 16: 23226020- 23360350 ENSM UST00000178797 15. 723 12. 783 1. 010 1. 129 - 1. 230 0. 0026 0. 0777 bet a galact oside alpha 2, 6 sialylt r ansf er ase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 108470]

chr 16 32, 456, 537 + CpG 0. 0097 0. 0097 0. 680 68. 000 0. 887 88. 679 0. 123 12. 338 2. 468 0. 093 9. 350 1. 870 0. 207 20. 679 - - O pen Sea I nt r on 3/ 8 Pcyt 1a ENSM USG 00000005615 chr 16: 32430923- 32475070 ENSM UST00000079791 14. 419 11. 215 0. 420 0. 580 - 1. 286 0. 0000 0. 0307 phosphat e cyt idylylt r ansf er ase 1,  choline,  alpha isof or m  [ Sour ce: M G I  Sym bol; Acc: M G I : 88557]

chr 16 33, 277, 093 + CpG 0. 0106 0. 3818 0. 897 89. 744 0. 633 63. 333 0. 054 5. 438 1. 088 0. 289 28. 884 5. 777 - 0. 264 - 26. 410 TA O pen Sea I nt r on 6/ 13 Snx4 ENSM USG 00000022808 chr 16: 33251455- 33299562 ENSM UST00000023502 22. 541 27. 560 1. 420 1. 839 1. 223 0. 0016 0. 0695 sor t ing nexin 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 1916400]

chr 16 35, 242, 646 + CpG 0. 0100 0. 0100 0. 719 71. 910 0. 522 52. 174 0. 146 14. 629 2. 926 0. 185 18. 492 3. 698 - 0. 197 - 19. 736 Check m anually O pen Sea I nt r on 1/ 20 Adcy5 ENSM USG 00000022840 chr 16: 35154876- 35305737 ENSM UST00000114913 0. 933 1. 221 0. 115 0. 124 1. 309 0. 0051 0. 0965 adenylat e cyclase 5 [ Sour ce: M G I  Sym bol; Acc: M G I : 99673]

chr 16 44, 132, 156 + CpG 0. 0347 0. 0475 0. 135 13. 514 0. 378 37. 838 0. 401 40. 093 8. 019 0. 176 17. 582 3. 516 0. 243 24. 324 - - O pen Sea I nt r on 1/ 14 At p6v1a ENSM USG 00000052459 chr 16: 44085401- 44139305 ENSM UST00000114666 30. 392 24. 551 0. 809 2. 483 - 1. 238 0. 0045 0. 0916 ATPase,  H+ t r anspor t ing,  lysosom al V1 subunit  A [ Sour ce: M G I  Sym bol; Acc: M G I : 1201780]

chr 16 73, 927, 201 + CpG 0. 0201 0. 0201 0. 680 68. 041 0. 836 83. 562 0. 097 9. 663 1. 933 0. 091 9. 070 1. 814 0. 155 15. 520 CT O pen Sea I nt r on 21/ 25 Robo2 ENSM USG 00000052516 chr 16: 73894354- 74411292 ENSM UST00000117200 16. 487 7. 782 0. 999 2. 490 - 2. 119 0. 0006 0. 0564 r oundabout  guidance r ecept or  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1890110]

chr 16 73, 927, 201 + CpG 0. 0201 0. 0201 0. 680 68. 041 0. 836 83. 562 0. 097 9. 663 1. 933 0. 091 9. 070 1. 814 0. 155 15. 520 CT O pen Sea I nt r on 22/ 27 Robo2 ENSM USG 00000052516 chr 16: 73892305- 74410989 ENSM UST00000117785 3. 544 1. 683 0. 457 0. 557 - 2. 106 0. 0005 0. 0509 r oundabout  guidance r ecept or  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1890110]

chr 16 73, 927, 201 + CpG 0. 0201 0. 0201 0. 680 68. 041 0. 836 83. 562 0. 097 9. 663 1. 933 0. 091 9. 070 1. 814 0. 155 15. 520 CT O pen Sea I nt r on 2/ 2 Robo2 ENSM USG 00000052516 chr 16: 73920460- 73933076 ENSM UST00000138852 5. 841 2. 998 1. 288 1. 048 - 1. 948 0. 0054 0. 0980 r oundabout  guidance r ecept or  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1890110]

chr 16 74, 179, 936 + CpG 0. 0447 0. 4520 0. 704 70. 370 0. 286 28. 571 0. 357 35. 668 7. 134 0. 284 28. 441 5. 688 - 0. 418 - 41. 799 TA O pen Sea I nt r on 2/ 25 Robo2 ENSM USG 00000052516 chr 16: 73894354- 74411292 ENSM UST00000117200 16. 487 7. 782 0. 999 2. 490 - 2. 119 0. 0006 0. 0564 r oundabout  guidance r ecept or  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1890110]

chr 16 74, 179, 936 + CpG 0. 0447 0. 4520 0. 704 70. 370 0. 286 28. 571 0. 357 35. 668 7. 134 0. 284 28. 441 5. 688 - 0. 418 - 41. 799 TA O pen Sea I nt r on 2/ 27 Robo2 ENSM USG 00000052516 chr 16: 73892305- 74410989 ENSM UST00000117785 3. 544 1. 683 0. 457 0. 557 - 2. 106 0. 0005 0. 0509 r oundabout  guidance r ecept or  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1890110]

chr 16 84, 828, 773 + CpG 0. 0408 0. 0408 0. 295 29. 545 0. 512 51. 220 0. 182 18. 199 3. 640 0. 137 13. 672 2. 734 0. 217 21. 674 AG O pen Sea I nt r on 3/ 4 At p5j ENSM USG 00000022890 chr 16: 84827870- 84835625 ENSM UST00000023608 84. 635 109. 433 4. 653 7. 305 1. 293 0. 0004 0. 0493 ATP synt hase,  H+ t r anspor t ing,  m it ochondr ial F0 com plex,  subunit  F [ Sour ce: M G I  Sym bol; Acc: M G I : 107777]

chr 17 3, 160, 820 + CpG 0. 0341 0. 1826 0. 712 71. 212 0. 550 55. 000 0. 121 12. 069 2. 414 0. 112 11. 239 2. 248 - 0. 162 - 16. 212 - - O pen Sea I nt r on 4/ 19 Scaf 8 ENSM USG 00000046201 chr 17: 3114971- 3198855 ENSM UST00000076734 12. 860 10. 376 0. 621 0. 493 - 1. 239 0. 0001 0. 0396 SR- r elat ed CTD- associat ed f act or  8 [ Sour ce: M G I  Sym bol; Acc: M G I : 1925212]

chr 17 3, 170, 548 + CpG 0. 0228 0. 3717 0. 313 31. 250 0. 594 59. 375 0. 190 19. 029 3. 806 0. 226 22. 621 4. 524 0. 281 28. 125 CG O pen Sea I nt r on 8/ 19 Scaf 8 ENSM USG 00000046201 chr 17: 3114971- 3198855 ENSM UST00000076734 12. 860 10. 376 0. 621 0. 493 - 1. 239 0. 0001 0. 0396 SR- r elat ed CTD- associat ed f act or  8 [ Sour ce: M G I  Sym bol; Acc: M G I : 1925212]

chr 17 8, 385, 097 + CpG 0. 0184 0. 1566 0. 739 73. 913 0. 385 38. 462 0. 347 34. 673 6. 935 0. 253 25. 264 5. 053 - 0. 355 - 35. 452 - - O pen Sea I nt r on 1/ 10 T2 ENSM USG 00000058159 chr 17: 8372395- 8422728 ENSM UST00000163578 2. 276 0. 608 0. 380 0. 361 - 3. 743 0. 0001 0. 0349 br achyur y 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 104658]

chr 17 10, 520, 049 + CpG 0. 0319 0. 1372 0. 362 36. 170 0. 635 63. 462 0. 234 23. 351 4. 670 0. 242 24. 153 4. 831 0. 273 27. 291 CA O pen Sea I nt r on 4/ 4 Pacr g ENSM USG 00000037196 chr 17: 10403011- 10840311 ENSM UST00000041463 6. 999 8. 818 0. 827 0. 638 1. 260 0. 0052 0. 0966 PARK2 co- r egulat ed [ Sour ce: M G I  Sym bol; Acc: M G I : 1916560]

chr 17 10, 590, 187 + CpG 0. 0103 0. 9547 0. 806 80. 645 0. 586 58. 621 0. 149 14. 908 2. 982 0. 107 10. 748 2. 150 - 0. 220 - 22. 024 Check m anually O pen Sea I nt r on 3/ 4 Pacr g ENSM USG 00000037196 chr 17: 10403011- 10840311 ENSM UST00000041463 6. 999 8. 818 0. 827 0. 638 1. 260 0. 0052 0. 0966 PARK2 co- r egulat ed [ Sour ce: M G I  Sym bol; Acc: M G I : 1916560]

chr 17 10, 605, 707 + CpG 0. 0386 0. 2092 0. 889 88. 889 0. 667 66. 667 0. 206 20. 638 4. 128 0. 159 15. 941 3. 188 - 0. 222 - 22. 222 Check m anually O pen Sea I nt r on 2/ 4 Pacr g ENSM USG 00000037196 chr 17: 10403011- 10840311 ENSM UST00000041463 6. 999 8. 818 0. 827 0. 638 1. 260 0. 0052 0. 0966 PARK2 co- r egulat ed [ Sour ce: M G I  Sym bol; Acc: M G I : 1916560]

chr 17 10, 606, 170 + CpG 0. 0108 0. 0108 0. 667 66. 667 0. 351 35. 135 0. 101 10. 104 2. 021 0. 218 21. 839 4. 368 - 0. 315 - 31. 532 - G O pen Sea I nt r on 2/ 4 Pacr g ENSM USG 00000037196 chr 17: 10403011- 10840311 ENSM UST00000041463 6. 999 8. 818 0. 827 0. 638 1. 260 0. 0052 0. 0966 PARK2 co- r egulat ed [ Sour ce: M G I  Sym bol; Acc: M G I : 1916560]

chr 17 26, 114, 471 + CpG 0. 0453 0. 1928 0. 182 18. 182 0. 421 42. 105 0. 392 39. 221 7. 844 0. 217 21. 728 4. 346 0. 239 23. 923 - - S Shor e I nt r on 1/ 12 Tm em 8 ENSM USG 00000024180 chr 17: 26113315- 26123254 ENSM UST00000025010 28. 390 18. 040 1. 577 3. 523 - 1. 574 0. 0013 0. 0659 t r ansm em br ane pr ot ein 8 ( f ive m em br ane- spanning dom ains)  [ Sour ce: M G I  Sym bol; Acc: M G I : 1926283]

chr 17 29, 693, 148 + CpG 0. 0211 0. 1658 0. 900 90. 000 0. 636 63. 636 0. 106 10. 595 2. 119 0. 305 30. 514 6. 103 - 0. 264 - 26. 364 - - O pen Sea I nt r on 4/ 13 Cm t r 1 ENSM USG 00000024019 chr 17: 29687055- 29703359 ENSM UST00000138939 6. 589 5. 202 0. 622 0. 503 - 1. 267 0. 0051 0. 0962 cap m et hylt r ansf er ase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1921407]

chr 17 32, 128, 237 + CpG 0. 0309 0. 0422 0. 625 62. 500 0. 865 86. 486 0. 314 31. 411 6. 282 0. 137 13. 704 2. 741 0. 240 23. 986 - - O pen Sea I nt r on 31/ 32 Not ch3 ENSM USG 00000038146 chr 17: 32120819- 32166880 ENSM UST00000087723 9. 154 12. 362 0. 618 1. 411 1. 350 0. 0044 0. 0911 not ch 3 [ Sour ce: M G I  Sym bol; Acc: M G I : 99460]

chr 17 32, 156, 968 + CpG 0. 0163 0. 1985 0. 386 38. 596 0. 615 61. 538 0. 168 16. 777 3. 355 0. 060 5. 996 1. 199 0. 229 22. 942 - - O pen Sea I nt r on 6/ 32 Not ch3 ENSM USG 00000038146 chr 17: 32120819- 32166880 ENSM UST00000087723 9. 154 12. 362 0. 618 1. 411 1. 350 0. 0044 0. 0911 not ch 3 [ Sour ce: M G I  Sym bol; Acc: M G I : 99460]

chr 17 32, 388, 025 + CpG 0. 0401 0. 2061 0. 107 10. 714 0. 381 38. 095 0. 149 14. 907 2. 981 0. 295 29. 499 5. 900 0. 274 27. 381 CC N Shor e I nt r on 1/ 8 Wiz ENSM USG 00000024050 chr 17: 32354056- 32388885 ENSM UST00000087703 3. 321 2. 480 0. 279 0. 310 - 1. 339 0. 0020 0. 0727 widely- int er spaced zinc f inger  m ot if s [ Sour ce: M G I  Sym bol; Acc: M G I : 1332638]

chr 17 43, 830, 831 + CpG 0. 0385 0. 2660 0. 194 19. 355 0. 426 42. 553 0. 393 39. 318 7. 864 0. 239 23. 869 4. 774 0. 232 23. 198 TG O pen Sea I nt r on 1/ 4 Rcan2 ENSM USG 00000039601 chr 17: 43801850- 44039516 ENSM UST00000044895 21. 112 14. 727 1. 814 2. 321 - 1. 434 0. 0015 0. 0685 r egulat or  of  calcineur in 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1858219]

chr 17 44, 255, 007 + CpG 0. 0346 0. 7543 0. 417 41. 667 0. 720 72. 000 0. 322 32. 180 6. 436 0. 167 16. 660 3. 332 0. 303 30. 333 CA O pen Sea I nt r on 4/ 5 Clic5 ENSM USG 00000023959 chr 17: 44188571- 44280168 ENSM UST00000024755 8. 705 6. 488 0. 319 0. 925 - 1. 342 0. 0040 0. 0898 chlor ide int r acellular  channel 5 [ Sour ce: M G I  Sym bol; Acc: M G I : 1917912]

chr 17 50, 758, 562 + CpG 0. 0487 0. 0727 0. 857 85. 714 0. 607 60. 714 0. 149 14. 879 2. 976 0. 097 9. 731 1. 946 - 0. 250 - 25. 000 TG O pen Sea I nt r on 18/ 21 Tbc1d5 ENSM USG 00000023923 chr 17: 50733126- 51179349 ENSM UST00000024717 5. 974 4. 458 0. 506 0. 362 - 1. 340 0. 0009 0. 0619 TBC1 dom ain f am ily,  m em ber  5 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919488]

chr 17 50, 893, 744 + CpG 0. 0383 0. 0130 0. 475 47. 500 0. 739 73. 913 0. 239 23. 881 4. 776 0. 349 34. 932 6. 986 0. 264 26. 413 - - O pen Sea I nt r on 13/ 21 Tbc1d5 ENSM USG 00000023923 chr 17: 50733126- 51179349 ENSM UST00000024717 5. 974 4. 458 0. 506 0. 362 - 1. 340 0. 0009 0. 0619 TBC1 dom ain f am ily,  m em ber  5 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919488]

chr 17 51, 013, 526 + CpG 0. 0393 0. 0390 0. 268 26. 829 0. 488 48. 780 0. 127 12. 731 2. 546 0. 168 16. 782 3. 356 0. 220 21. 951 TT O pen Sea I nt r on 3/ 21 Tbc1d5 ENSM USG 00000023923 chr 17: 50733126- 51179349 ENSM UST00000024717 5. 974 4. 458 0. 506 0. 362 - 1. 340 0. 0009 0. 0619 TBC1 dom ain f am ily,  m em ber  5 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919488]

chr 17 51, 045, 721 + CpG 0. 0189 0. 0189 0. 415 41. 463 0. 688 68. 750 0. 274 27. 373 5. 475 0. 211 21. 063 4. 213 0. 273 27. 287 AT O pen Sea I nt r on 2/ 21 Tbc1d5 ENSM USG 00000023923 chr 17: 50733126- 51179349 ENSM UST00000024717 5. 974 4. 458 0. 506 0. 362 - 1. 340 0. 0009 0. 0619 TBC1 dom ain f am ily,  m em ber  5 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919488]

chr 17 51, 052, 064 + CpG 0. 0376 0. 3436 0. 375 37. 500 0. 640 64. 000 0. 370 36. 989 7. 398 0. 075 7. 525 1. 505 0. 265 26. 500 - G O pen Sea I nt r on 2/ 21 Tbc1d5 ENSM USG 00000023923 chr 17: 50733126- 51179349 ENSM UST00000024717 5. 974 4. 458 0. 506 0. 362 - 1. 340 0. 0009 0. 0619 TBC1 dom ain f am ily,  m em ber  5 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919488]

chr 17 51, 111, 842 + CpG 0. 0297 0. 5323 0. 323 32. 258 0. 607 60. 714 0. 264 26. 418 5. 284 0. 306 30. 556 6. 111 0. 285 28. 456 TC O pen Sea I nt r on 2/ 21 Tbc1d5 ENSM USG 00000023923 chr 17: 50733126- 51179349 ENSM UST00000024717 5. 974 4. 458 0. 506 0. 362 - 1. 340 0. 0009 0. 0619 TBC1 dom ain f am ily,  m em ber  5 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919488]

chr 17 51, 142, 772 + CpG 0. 0274 0. 0847 0. 625 62. 500 0. 838 83. 784 0. 184 18. 445 3. 689 0. 121 12. 054 2. 411 0. 213 21. 284 AA O pen Sea I nt r on 2/ 21 Tbc1d5 ENSM USG 00000023923 chr 17: 50733126- 51179349 ENSM UST00000024717 5. 974 4. 458 0. 506 0. 362 - 1. 340 0. 0009 0. 0619 TBC1 dom ain f am ily,  m em ber  5 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919488]

chr 17 51, 165, 213 + CpG 0. 0378 0. 0378 0. 766 76. 563 0. 870 86. 957 0. 121 12. 059 2. 412 0. 046 4. 638 0. 928 0. 104 10. 394 - - O pen Sea I nt r on 1/ 21 Tbc1d5 ENSM USG 00000023923 chr 17: 50733126- 51179349 ENSM UST00000024717 5. 974 4. 458 0. 506 0. 362 - 1. 340 0. 0009 0. 0619 TBC1 dom ain f am ily,  m em ber  5 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919488]

chr 17 51, 167, 839 + CpG 0. 0191 0. 1111 0. 167 16. 667 0. 519 51. 852 0. 189 18. 908 3. 782 0. 315 31. 504 6. 301 0. 352 35. 185 - - O pen Sea I nt r on 1/ 21 Tbc1d5 ENSM USG 00000023923 chr 17: 50733126- 51179349 ENSM UST00000024717 5. 974 4. 458 0. 506 0. 362 - 1. 340 0. 0009 0. 0619 TBC1 dom ain f am ily,  m em ber  5 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919488]

chr 17 56, 358, 237 + CpG 0. 0032 0. 0073 0. 358 35. 754 0. 567 56. 684 0. 112 11. 248 2. 250 0. 068 6. 783 1. 357 0. 209 20. 930 - - O pen Sea I nt r on 5/ 22 Kdm 4b ENSM USG 00000024201 chr 17: 56326073- 56402864 ENSM UST00000025036 6. 566 4. 634 0. 485 0. 888 - 1. 417 0. 0049 0. 0949 lysine ( K) - specif ic dem et hylase 4B [ Sour ce: M G I  Sym bol; Acc: M G I : 2442355]

chr 17 86, 583, 414 + CpG 0. 0314 0. 1362 0. 919 91. 892 0. 708 70. 833 0. 062 6. 200 1. 240 0. 207 20. 750 4. 150 - 0. 211 - 21. 059 - - O pen Sea I nt r on 11/ 14 Pr kce ENSM USG 00000045038 chr 17: 86167784- 86657919 ENSM UST00000097275 11. 587 9. 161 0. 616 1. 134 - 1. 265 0. 0053 0. 0978 pr ot ein kinase C,  epsilon [ Sour ce: M G I  Sym bol; Acc: M G I : 97599]

chr 17 86, 587, 502 + CpG 0. 0114 0. 0002 0. 818 81. 818 0. 582 58. 182 0. 141 14. 149 2. 830 0. 147 14. 671 2. 934 - 0. 236 - 23. 636 TA O pen Sea I nt r on 11/ 14 Pr kce ENSM USG 00000045038 chr 17: 86167784- 86657919 ENSM UST00000097275 11. 587 9. 161 0. 616 1. 134 - 1. 265 0. 0053 0. 0978 pr ot ein kinase C,  epsilon [ Sour ce: M G I  Sym bol; Acc: M G I : 97599]

chr 17 86, 616, 444 + CpG 0. 0294 0. 0087 0. 161 16. 129 0. 462 46. 154 0. 217 21. 683 4. 337 0. 236 23. 629 4. 726 0. 300 30. 025 ag O pen Sea I nt r on 11/ 14 Pr kce ENSM USG 00000045038 chr 17: 86167784- 86657919 ENSM UST00000097275 11. 587 9. 161 0. 616 1. 134 - 1. 265 0. 0053 0. 0978 pr ot ein kinase C,  epsilon [ Sour ce: M G I  Sym bol; Acc: M G I : 97599]

chr 17 86, 977, 477 + CpG 0. 0025 0. 0122 0. 766 76. 596 0. 438 43. 750 0. 136 13. 611 2. 722 0. 178 17. 796 3. 559 - 0. 328 - 32. 846 Check m anually O pen Sea I nt r on 3/ 4 Rhoq ENSM USG 00000024143 chr 17: 86963291- 86995098 ENSM UST00000139344 1. 161 0. 234 0. 370 0. 322 - 4. 965 0. 0030 0. 0819 r as hom olog f am ily m em ber  Q  [ Sour ce: M G I  Sym bol; Acc: M G I : 1931553]

chr 17 86, 993, 346 + CpG 0. 0450 0. 0450 0. 571 57. 143 0. 846 84. 615 0. 284 28. 405 5. 681 0. 217 21. 654 4. 331 0. 275 27. 473 - - O pen Sea I nt r on 3/ 4 Rhoq ENSM USG 00000024143 chr 17: 86963291- 86995098 ENSM UST00000139344 1. 161 0. 234 0. 370 0. 322 - 4. 965 0. 0030 0. 0819 r as hom olog f am ily m em ber  Q  [ Sour ce: M G I  Sym bol; Acc: M G I : 1931553]

chr 17 88, 058, 780 + CpG 0. 0391 0. 0391 0. 889 88. 889 0. 694 69. 444 0. 117 11. 697 2. 339 0. 188 18. 775 3. 755 - 0. 194 - 19. 444 - - O pen Sea I nt r on 1/ 22 Fbxo11 ENSM USG 00000005371 chr 17: 87990858- 88065028 ENSM UST00000130379 10. 696 7. 413 1. 145 1. 376 - 1. 443 0. 0037 0. 0876 F- box pr ot ein 11 [ Sour ce: M G I  Sym bol; Acc: M G I : 2147134]

chr 18 22, 984, 780 + CpG 0. 0042 0. 0117 0. 618 61. 818 0. 343 34. 328 0. 291 29. 077 5. 815 0. 085 8. 549 1. 710 - 0. 275 - 27. 490 TA O pen Sea I nt r on 1/ 4 Nol4 ENSM USG 00000041923 chr 18: 22912685- 23038939 ENSM UST00000165323 0. 240 2. 244 0. 536 0. 839 9. 347 0. 0030 0. 0819 nucleolar  pr ot ein 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 2441684]

chr 18 23, 026, 396 + CpG 0. 0228 0. 0023 0. 611 61. 111 0. 343 34. 286 0. 233 23. 277 4. 655 0. 147 14. 651 2. 930 - 0. 268 - 26. 825 CG  near by O pen Sea I nt r on 1/ 4 Nol4 ENSM USG 00000041923 chr 18: 22912685- 23038939 ENSM UST00000165323 0. 240 2. 244 0. 536 0. 839 9. 347 0. 0030 0. 0819 nucleolar  pr ot ein 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 2441684]

chr 18 34, 265, 111 + CpG 0. 0482 0. 1975 0. 900 90. 000 0. 706 70. 588 0. 079 7. 929 1. 586 0. 147 14. 697 2. 939 - 0. 194 - 19. 412 - - O pen Sea I nt r on 2/ 15 Apc ENSM USG 00000005871 chr 18: 34220983- 34322189 ENSM UST00000115781 5. 524 4. 852 0. 169 0. 259 - 1. 138 0. 0019 0. 0724 adenom at osis polyposis coli [ Sour ce: M G I  Sym bol; Acc: M G I : 88039]

chr 18 36, 644, 287 + CpG 0. 0472 0. 5856 0. 556 55. 556 0. 789 78. 947 0. 141 14. 063 2. 813 0. 146 14. 565 2. 913 0. 234 23. 392 CT O pen Sea TSS 200 Ankhd1 ENSM USG 00000024483 chr 18: 36644297- 36658913 ENSM UST00000037072 6. 775 3. 471 0. 916 0. 662 - 1. 952 0. 0003 0. 0473 ankyr in r epeat  and KH dom ain cont aining 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1921733]

chr 18 46, 599, 004 + CpG 0. 0339 0. 2221 0. 560 56. 000 0. 250 25. 000 0. 248 24. 815 4. 963 0. 153 15. 348 3. 070 - 0. 310 - 31. 000 - - S Shor e I nt r on 2/ 3 Eif 1a ENSM USG 00000057561 chr 18: 46597707- 46609171 ENSM UST00000168382 8. 779 13. 441 1. 230 1. 969 1. 531 0. 0032 0. 0832 eukar yot ic t r anslat ion init iat ion f act or  1A [ Sour ce: M G I  Sym bol; Acc: M G I : 95298]

chr 18 56, 494, 419 + CpG 0. 0271 0. 2160 0. 744 74. 359 0. 889 88. 889 0. 139 13. 874 2. 775 0. 056 5. 623 1. 125 0. 145 14. 530 - - O pen Sea I nt r on 12/ 13 G r am d3 ENSM USG 00000001700 chr 18: 56432131- 56503792 ENSM UST00000070166 56. 853 40. 435 7. 400 4. 606 - 1. 406 0. 0044 0. 0911 G RAM  dom ain cont aining 3 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914815]

chr 18 80, 254, 096 + CpG 0. 0227 0. 0227 0. 829 82. 857 0. 590 58. 974 0. 089 8. 911 1. 782 0. 211 21. 074 4. 215 - 0. 239 - 23. 883 - - N Shor e TSS 1500 Pqlc1 ENSM USG 00000034006 chr 18: 80255244- 80292725 ENSM UST00000123750 3. 044 5. 737 0. 700 0. 486 1. 885 0. 0002 0. 0410 PQ  loop r epeat  cont aining 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914193]

chr 18 84, 074, 156 + CpG 0. 0320 0. 0568 0. 800 80. 000 0. 500 50. 000 0. 197 19. 664 3. 933 0. 288 28. 792 5. 758 - 0. 300 - 30. 000 TG O pen Sea I nt r on 1/ 1 Tshz1 ENSM USG 00000046982 chr 18: 84012081- 84086390 ENSM UST00000175783 15. 091 4. 632 1. 073 2. 385 - 3. 258 0. 0002 0. 0406 t eashir t  zinc f inger  f am ily m em ber  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1346031]

chr 19 3, 868, 978 + CpG 0. 0215 0. 2072 0. 833 83. 333 0. 591 59. 091 0. 178 17. 768 3. 554 0. 229 22. 905 4. 581 - 0. 242 - 24. 242 TT O pen Sea I nt r on 2/ 11 Chka ENSM USG 00000024843 chr 19: 3852075- 3894364 ENSM UST00000025760 24. 689 17. 169 2. 292 2. 390 - 1. 438 0. 0010 0. 0625 choline kinase alpha [ Sour ce: M G I  Sym bol; Acc: M G I : 107760]

chr 19 4, 789, 482 + CpG 0. 0347 0. 0014 0. 391 39. 130 0. 708 70. 833 0. 253 25. 276 5. 055 0. 275 27. 541 5. 508 0. 317 31. 703 - - O pen Sea I nt r on 2/ 2 Rbm 4 ENSM USG 00000094936 chr 19: 4787936- 4793880 ENSM UST00000164376 0. 365 1. 475 0. 513 0. 321 4. 041 0. 0050 0. 0954 RNA binding m ot if  pr ot ein 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 1100865]

chr 19 5, 256, 988 + CpG 0. 0023 0. 0004 0. 599 59. 908 0. 414 41. 353 0. 277 27. 681 5. 536 0. 087 8. 704 1. 741 - 0. 186 - 18. 554 - - O pen Sea I nt r on 1/ 23 Pacs1 ENSM USG 00000024855 chr 19: 5133687- 5273119 ENSM UST00000025786 10. 249 7. 714 0. 692 0. 369 - 1. 329 0. 0003 0. 0473 phosphof ur in acidic clust er  sor t ing pr ot ein 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277113]

chr 19 23, 782, 397 + CpG 0. 0034 0. 0014 0. 615 61. 538 0. 273 27. 273 0. 100 9. 965 1. 993 0. 192 19. 203 3. 841 - 0. 343 - 34. 266 - - O pen Sea I nt r on 1/ 12 Apba1 ENSM USG 00000024897 chr 19: 23758875- 23949597 ENSM UST00000025830 9. 209 5. 756 0. 700 1. 548 - 1. 600 0. 0047 0. 0932 am yloid bet a ( A4)  pr ecur sor  pr ot ein binding,  f am ily  A,  m em ber  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1860297]

chr 19 35, 875, 484 + CpG 0. 0072 0. 0394 0. 792 79. 167 0. 400 40. 000 0. 192 19. 240 3. 848 0. 199 19. 876 3. 975 - 0. 392 - 39. 167 CA O pen Sea I nt r on 2/ 4 A830019P07Rik ENSM USG 00000094707 chr 19: 35835220- 35924578 ENSM UST00000178904 1. 172 0. 234 0. 331 0. 125 - 5. 007 0. 0018 0. 0723 RI KEN cDNA A830019P07 gene [ Sour ce: M G I  Sym bol; Acc: M G I : 3028035]

chr 19 41, 970, 561 + CpG 0. 0452 0. 1757 0. 690 68. 966 0. 889 88. 889 0. 188 18. 841 3. 768 0. 108 10. 830 2. 166 0. 199 19. 923 Check m anually O pen Sea I nt r on 1/ 29 M m s19 ENSM USG 00000025159 chr 19: 41944376- 41981132 ENSM UST00000026168 0. 653 1. 676 0. 246 0. 474 2. 567 0. 0052 0. 0966 M M S19 ( M ET18 S.  cer evisiae)  [ Sour ce: M G I  Sym bol; Acc: M G I : 1919449]

chr 19 41, 970, 561 + CpG 0. 0452 0. 1757 0. 690 68. 966 0. 889 88. 889 0. 188 18. 841 3. 768 0. 108 10. 830 2. 166 0. 199 19. 923 Check m anually O pen Sea I nt r on 1/ 29 M m s19 ENSM USG 00000025159 chr 19: 41944210- 41981136 ENSM UST00000164776 4. 991 2. 523 0. 553 1. 073 - 1. 978 0. 0038 0. 0883 M M S19 ( M ET18 S.  cer evisiae)  [ Sour ce: M G I  Sym bol; Acc: M G I : 1919449]



chr 19 57, 681, 705 + CpG 0. 0018 0. 0314 0. 788 78. 788 0. 570 57. 000 0. 127 12. 743 2. 549 0. 099 9. 867 1. 973 - 0. 218 - 21. 788 - - O pen Sea I nt r on 10/ 28 At r nl1 ENSM USG 00000054843 chr 19: 57611033- 58133338 ENSM UST00000077282 6. 443 4. 892 0. 194 0. 565 - 1. 317 0. 0022 0. 0755 at t r act in like 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2147749]

chr 19 57, 697, 450 + CpG 0. 0178 0. 2254 0. 538 53. 846 0. 833 83. 333 0. 297 29. 685 5. 937 0. 187 18. 694 3. 739 0. 295 29. 487 AC N Shelf I nt r on 15/ 28 At r nl1 ENSM USG 00000054843 chr 19: 57611033- 58133338 ENSM UST00000077282 6. 443 4. 892 0. 194 0. 565 - 1. 317 0. 0022 0. 0755 at t r act in like 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2147749]

chr 19 57, 758, 049 + CpG 0. 0202 0. 0112 0. 847 84. 746 0. 647 64. 706 0. 155 15. 536 3. 107 0. 160 16. 016 3. 203 - 0. 200 - 20. 040 - - O pen Sea I nt r on 24/ 28 At r nl1 ENSM USG 00000054843 chr 19: 57611033- 58133338 ENSM UST00000077282 6. 443 4. 892 0. 194 0. 565 - 1. 317 0. 0022 0. 0755 at t r act in like 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2147749]

chr 19 57, 951, 288 + CpG 0. 0117 0. 3790 0. 240 24. 000 0. 679 67. 857 0. 382 38. 235 7. 647 0. 324 32. 436 6. 487 0. 439 43. 857 TA O pen Sea I nt r on 27/ 28 At r nl1 ENSM USG 00000054843 chr 19: 57611033- 58133338 ENSM UST00000077282 6. 443 4. 892 0. 194 0. 565 - 1. 317 0. 0022 0. 0755 at t r act in like 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2147749]

chr 19 58, 002, 183 + CpG 0. 0081 0. 0829 0. 768 76. 786 0. 585 58. 537 0. 206 20. 580 4. 116 0. 071 7. 073 1. 415 - 0. 182 - 18. 249 - - O pen Sea I nt r on 27/ 28 At r nl1 ENSM USG 00000054843 chr 19: 57611033- 58133338 ENSM UST00000077282 6. 443 4. 892 0. 194 0. 565 - 1. 317 0. 0022 0. 0755 at t r act in like 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2147749]

chr 19 60, 977, 824 + CpG 0. 0046 0. 0098 0. 559 55. 882 0. 875 87. 500 0. 112 11. 180 2. 236 0. 115 11. 469 2. 294 0. 316 31. 618 - - O pen Sea I nt r on 1/ 15 G r k5 ENSM USG 00000003228 chr 19: 60889748- 61092553 ENSM UST00000003313 12. 699 7. 322 1. 021 2. 154 - 1. 734 0. 0027 0. 0795 G  pr ot ein- coupled r ecept or  kinase 5 [ Sour ce: M G I  Sym bol; Acc: M G I : 109161]

chr 2 11, 766, 558 + CpG 0. 0209 0. 0370 0. 413 41. 304 0. 652 65. 217 0. 104 10. 383 2. 077 0. 109 10. 882 2. 176 0. 239 23. 913 - - O pen Sea I nt r on 3/ 20 Fbxo18 ENSM USG 00000058594 chr 2: 11742574- 11777582 ENSM UST00000071564 15. 607 14. 193 0. 483 0. 643 - 1. 100 0. 0050 0. 0957 F- box pr ot ein 18 [ Sour ce: M G I  Sym bol; Acc: M G I : 1354699]

chr 2 18, 216, 967 + CpG 0. 0004 0. 0448 0. 189 18. 868 0. 515 51. 515 0. 120 11. 968 2. 394 0. 081 8. 097 1. 619 0. 326 32. 647 - - O pen Sea 3'UTR Dnajc1 ENSM USG 00000026740 chr 2: 18213748- 18392830 ENSM UST00000166495 9. 595 11. 461 0. 617 0. 846 1. 194 0. 0048 0. 0941 DnaJ heat  shock pr ot ein f am ily ( Hsp40)  m em ber  C1 [ Sour ce: M G I  Sym bol; Acc: M G I : 103268]

chr 2 18, 346, 201 + CpG 0. 0049 0. 0270 0. 829 82. 857 0. 444 44. 444 0. 201 20. 069 4. 014 0. 275 27. 479 5. 496 - 0. 384 - 38. 413 TG O pen Sea I nt r on 1/ 11 Dnajc1 ENSM USG 00000026740 chr 2: 18213748- 18392830 ENSM UST00000166495 9. 595 11. 461 0. 617 0. 846 1. 194 0. 0048 0. 0941 DnaJ heat  shock pr ot ein f am ily ( Hsp40)  m em ber  C1 [ Sour ce: M G I  Sym bol; Acc: M G I : 103268]

chr 2 20, 768, 332 + CpG 0. 0434 0. 4926 0. 340 33. 962 0. 544 54. 386 0. 175 17. 491 3. 498 0. 079 7. 939 1. 588 0. 204 20. 424 - - O pen Sea I nt r on 4/ 12 Et l4 ENSM USG 00000036617 chr 2: 20737313- 20810354 ENSM UST00000114606 5. 609 3. 784 0. 269 0. 730 - 1. 482 0. 0032 0. 0836 enhancer  t r ap locus 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 95454]

chr 2 33, 579, 450 + CpG 0. 0238 0. 0031 0. 808 80. 769 0. 509 50. 877 0. 162 16. 225 3. 245 0. 207 20. 695 4. 139 - 0. 299 - 29. 892 G A O pen Sea I nt r on 2/ 7 Lm x1b ENSM USG 00000038765 chr 2: 33560964- 33640511 ENSM UST00000041730 2. 320 1. 219 0. 170 0. 279 - 1. 904 0. 0002 0. 0407 LI M  hom eobox t r anscr ipt ion f act or  1 bet a [ Sour ce: M G I  Sym bol; Acc: M G I : 1100513]

chr 2 33, 579, 453 + CpG 0. 0019 0. 0031 0. 750 75. 000 0. 423 42. 308 0. 144 14. 436 2. 887 0. 050 5. 008 1. 002 - 0. 327 - 32. 692 AA O pen Sea I nt r on 2/ 7 Lm x1b ENSM USG 00000038765 chr 2: 33560964- 33640511 ENSM UST00000041730 2. 320 1. 219 0. 170 0. 279 - 1. 904 0. 0002 0. 0407 LI M  hom eobox t r anscr ipt ion f act or  1 bet a [ Sour ce: M G I  Sym bol; Acc: M G I : 1100513]

chr 2 69, 862, 776 + CpG 0. 0343 0. 1137 0. 519 51. 852 0. 257 25. 714 0. 285 28. 522 5. 704 0. 142 14. 196 2. 839 - 0. 261 - 26. 138 CC S Shor e I nt r on 1/ 10 Ssb ENSM USG 00000068882 chr 2: 69861622- 69871510 ENSM UST00000132186 3. 940 11. 783 1. 280 1. 420 2. 991 0. 0000 0. 0307 Sjogr en syndr om e ant igen B [ Sour ce: M G I  Sym bol; Acc: M G I : 98423]

chr 2 70, 589, 314 + CpG 0. 0167 0. 1192 0. 600 60. 000 0. 875 87. 500 0. 304 30. 398 6. 080 0. 085 8. 539 1. 708 0. 275 27. 500 Check m anually O pen Sea I nt r on 10/ 16 G ad1 ENSM USG 00000070880 chr 2: 70562041- 70602014 ENSM UST00000094934 9. 150 3. 058 1. 244 1. 844 - 2. 992 0. 0005 0. 0509 glut am at e decar boxylase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 95632]

chr 2 70, 589, 314 + CpG 0. 0167 0. 1192 0. 600 60. 000 0. 875 87. 500 0. 304 30. 398 6. 080 0. 085 8. 539 1. 708 0. 275 27. 500 Check m anually O pen Sea I nt r on 9/ 15 G ad1 ENSM USG 00000070880 chr 2: 70566376- 70602012 ENSM UST00000140478 4. 494 1. 257 1. 223 1. 144 - 3. 576 0. 0026 0. 0778 glut am at e decar boxylase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 95632]

chr 2 71, 214, 617 + CpG 0. 0449 0. 2541 0. 816 81. 633 0. 610 60. 976 0. 176 17. 578 3. 516 0. 140 13. 958 2. 792 - 0. 207 - 20. 657 - - S Shelf I nt r on 2/ 16 Dync1i2 ENSM USG 00000027012 chr 2: 71211705- 71263298 ENSM UST00000112142 13. 045 8. 835 1. 117 1. 880 - 1. 477 0. 0042 0. 0907 dynein cyt oplasm ic 1 int er m ediat e chain 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 107750]

chr 2 71, 903, 907 + CpG 0. 0219 0. 3555 0. 656 65. 625 0. 367 36. 667 0. 199 19. 936 3. 987 0. 116 11. 643 2. 329 - 0. 290 - 28. 958 CA O pen Sea Downst r eam Pdk1 ENSM USG 00000006494 chr 2: 71873223- 71903858 ENSM UST00000006669 1. 859 2. 420 0. 263 0. 161 1. 301 0. 0054 0. 0980 pyr uvat e dehydr ogenase kinase,  isoenzym e 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1926119]

chr 2 92, 241, 470 + CpG 0. 0040 0. 0548 0. 818 81. 818 0. 381 38. 095 0. 094 9. 399 1. 880 0. 253 25. 276 5. 055 - 0. 437 - 43. 723 t g O pen Sea I nt r on 6/ 17 Phf 21a ENSM USG 00000058318 chr 2: 92184275- 92360893 ENSM UST00000111292 4. 447 3. 050 0. 315 0. 473 - 1. 458 0. 0009 0. 0620 PHD f inger  pr ot ein 21A [ Sour ce: M G I  Sym bol; Acc: M G I : 2384756]

chr 2 92, 360, 967 + CpG 0. 0424 0. 7397 0. 833 83. 333 0. 632 63. 158 0. 105 10. 536 2. 107 0. 149 14. 946 2. 989 - 0. 202 - 20. 175 AG O pen Sea Downst r eam Phf 21a ENSM USG 00000058318 chr 2: 92184275- 92360893 ENSM UST00000111292 4. 447 3. 050 0. 315 0. 473 - 1. 458 0. 0009 0. 0620 PHD f inger  pr ot ein 21A [ Sour ce: M G I  Sym bol; Acc: M G I : 2384756]

chr 2 105, 540, 517 + CpG 0. 0374 0. 9883 0. 702 70. 213 0. 489 48. 889 0. 190 19. 042 3. 808 0. 081 8. 097 1. 619 - 0. 213 - 21. 324 - - O pen Sea I nt r on 3/ 3 Pax6os1 ENSM USG 00000086029 chr 2: 105536079- 105670330 ENSM UST00000149133 5. 668 4. 146 0. 648 0. 543 - 1. 367 0. 0041 0. 0899 pair ed box 6 opposit e st r and 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 3028033]

chr 2 115, 910, 386 + CpG 0. 0295 0. 2423 0. 857 85. 714 0. 636 63. 636 0. 092 9. 211 1. 842 0. 236 23. 605 4. 721 - 0. 221 - 22. 078 CG  near by O pen Sea I nt r on 9/ 12 M eis2 ENSM USG 00000027210 chr 2: 115863299- 116064512 ENSM UST00000074285 3. 549 1. 983 0. 571 0. 365 - 1. 789 0. 0014 0. 0672 M eis hom eobox 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 108564]

chr 2 115, 910, 386 + CpG 0. 0295 0. 2423 0. 857 85. 714 0. 636 63. 636 0. 092 9. 211 1. 842 0. 236 23. 605 4. 721 - 0. 221 - 22. 078 CG  near by O pen Sea I nt r on 9/ 11 M eis2 ENSM USG 00000027210 chr 2: 115863063- 116065047 ENSM UST00000102538 16. 862 11. 393 1. 208 1. 575 - 1. 480 0. 0004 0. 0476 M eis hom eobox 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 108564]

chr 2 115, 910, 386 + CpG 0. 0295 0. 2423 0. 857 85. 714 0. 636 63. 636 0. 092 9. 211 1. 842 0. 236 23. 605 4. 721 - 0. 221 - 22. 078 CG  near by O pen Sea I nt r on 3/ 6 M eis2 ENSM USG 00000027210 chr 2: 115864272- 116042046 ENSM UST00000151279 8. 004 3. 672 1. 974 1. 304 - 2. 180 0. 0047 0. 0932 M eis hom eobox 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 108564]

chr 2 119, 327, 683 + CpG 0. 0304 0. 3922 0. 189 18. 919 0. 394 39. 394 0. 148 14. 815 2. 963 0. 100 10. 019 2. 004 0. 205 20. 475 CT S Shor e I nt r on 3/ 10 Dll4 ENSM USG 00000027314 chr 2: 119325783- 119335962 ENSM UST00000102517 8. 824 6. 626 0. 765 0. 866 - 1. 332 0. 0029 0. 0812 delt a like canonical Not ch ligand 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 1859388]

chr 2 125, 870, 639 + CpG 0. 0254 0. 0281 0. 870 86. 957 0. 583 58. 333 0. 206 20. 558 4. 112 0. 206 20. 596 4. 119 - 0. 286 - 28. 623 TT O pen Sea I nt r on 1/ 9 G alk2 ENSM USG 00000027207 chr 2: 125866106- 125983587 ENSM UST00000094604 27. 215 22. 328 1. 619 2. 271 - 1. 219 0. 0054 0. 0980 galact okinase 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1917226]

chr 2 126, 915, 803 + CpG 0. 0456 0. 8904 0. 903 90. 323 0. 795 79. 487 0. 060 5. 999 1. 200 0. 181 18. 057 3. 611 - 0. 108 - 10. 835 TA O pen Sea I nt r on 10/ 14 Sppl2a ENSM USG 00000027366 chr 2: 126890390- 126933235 ENSM UST00000028844 14. 335 18. 302 0. 963 1. 562 1. 277 0. 0022 0. 0745 signal pept ide pept idase like 2A [ Sour ce: M G I  Sym bol; Acc: M G I : 1913802]

chr 2 126, 915, 803 + CpG 0. 0456 0. 8904 0. 903 90. 323 0. 795 79. 487 0. 060 5. 999 1. 200 0. 181 18. 057 3. 611 - 0. 108 - 10. 835 TA O pen Sea I nt r on 4/ 9 Sppl2a ENSM USG 00000027366 chr 2: 126894263- 126920345 ENSM UST00000143700 8. 596 12. 696 1. 550 1. 784 1. 477 0. 0049 0. 0944 signal pept ide pept idase like 2A [ Sour ce: M G I  Sym bol; Acc: M G I : 1913802]

chr 2 127, 461, 412 + CpG 0. 0440 0. 0005 0. 577 57. 692 0. 366 36. 585 0. 284 28. 434 5. 687 0. 192 19. 206 3. 841 - 0. 211 - 21. 107 Check m anually O pen Sea I nt r on 5/ 8 Kcnip3 ENSM USG 00000079056 chr 2: 127456497- 127521370 ENSM UST00000103215 4. 298 2. 398 0. 584 0. 293 - 1. 792 0. 0007 0. 0571 Kv channel int er act ing pr ot ein 3,  calsenilin [ Sour ce: M G I  Sym bol; Acc: M G I : 1929258]

chr 2 130, 929, 223 + CpG 0. 0398 0. 0565 0. 400 40. 000 0. 634 63. 415 0. 201 20. 097 4. 019 0. 217 21. 692 4. 338 0. 234 23. 415 - - O pen Sea I nt r on 1/ 28 At r n ENSM USG 00000027312 chr 2: 130906494- 131030333 ENSM UST00000028781 8. 895 6. 816 0. 563 0. 979 - 1. 305 0. 0055 0. 0985 at t r act in [ Sour ce: M G I  Sym bol; Acc: M G I : 1341628]

chr 2 155, 538, 074 + CpG 0. 0476 0. 6220 0. 736 73. 585 0. 554 55. 357 0. 175 17. 511 3. 502 0. 167 16. 686 3. 337 - 0. 182 - 18. 228 Check m anually O pen Sea I nt r on 2/ 17 Acss2 ENSM USG 00000027605 chr 2: 155517947- 155562746 ENSM UST00000029135 9. 071 7. 156 0. 603 0. 897 - 1. 268 0. 0054 0. 0980 acyl- CoA synt het ase shor t - chain f am ily m em ber  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1890410]

chr 2 155, 554, 505 + CpG 0. 0319 0. 0319 0. 667 66. 667 0. 903 90. 323 0. 212 21. 200 4. 240 0. 145 14. 453 2. 891 0. 237 23. 656 TG O pen Sea I nt r on 7/ 17 Acss2 ENSM USG 00000027605 chr 2: 155517947- 155562746 ENSM UST00000029135 9. 071 7. 156 0. 603 0. 897 - 1. 268 0. 0054 0. 0980 acyl- CoA synt het ase shor t - chain f am ily m em ber  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1890410]

chr 2 163, 344, 563 + CpG 0. 0381 0. 4062 0. 875 87. 500 0. 632 63. 158 0. 125 12. 550 2. 510 0. 263 26. 317 5. 263 - 0. 243 - 24. 342 - - O pen Sea I nt r on 2/ 5 Jph2 ENSM USG 00000017817 chr 2: 163336241- 163397949 ENSM UST00000017961 0. 597 1. 395 0. 370 0. 265 2. 339 0. 0053 0. 0978 junct ophilin 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1891496]

chr 2 163, 357, 389 + CpG 0. 0072 0. 0478 0. 456 45. 588 0. 707 70. 732 0. 258 25. 796 5. 159 0. 111 11. 054 2. 211 0. 251 25. 143 - - O pen Sea I nt r on 2/ 5 Jph2 ENSM USG 00000017817 chr 2: 163336241- 163397949 ENSM UST00000017961 0. 597 1. 395 0. 370 0. 265 2. 339 0. 0053 0. 0978 junct ophilin 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1891496]

chr 2 165, 173, 727 + CpG 0. 0403 0. 3346 0. 896 89. 552 0. 727 72. 727 0. 082 8. 215 1. 643 0. 167 16. 673 3. 335 - 0. 168 - 16. 825 Check m anually S Shelf I nt r on 2/ 11 Cdh22 ENSM USG 00000053166 chr 2: 165111506- 165234853 ENSM UST00000065438 5. 464 3. 064 0. 924 1. 063 - 1. 783 0. 0053 0. 0979 cadher in 22 [ Sour ce: M G I  Sym bol; Acc: M G I : 1341843]

chr 2 165, 174, 503 + CpG 0. 0373 0. 1001 0. 688 68. 841 0. 555 55. 474 0. 158 15. 819 3. 164 0. 155 15. 467 3. 093 - 0. 134 - 13. 366 - - S Shelf I nt r on 2/ 11 Cdh22 ENSM USG 00000053166 chr 2: 165111506- 165234853 ENSM UST00000065438 5. 464 3. 064 0. 924 1. 063 - 1. 783 0. 0053 0. 0979 cadher in 22 [ Sour ce: M G I  Sym bol; Acc: M G I : 1341843]

chr 2 165, 208, 019 + CpG 0. 0442 0. 6675 0. 824 82. 353 0. 623 62. 264 0. 157 15. 650 3. 130 0. 170 16. 986 3. 397 - 0. 201 - 20. 089 - - O pen Sea I nt r on 1/ 11 Cdh22 ENSM USG 00000053166 chr 2: 165111506- 165234853 ENSM UST00000065438 5. 464 3. 064 0. 924 1. 063 - 1. 783 0. 0053 0. 0979 cadher in 22 [ Sour ce: M G I  Sym bol; Acc: M G I : 1341843]

chr 3 10, 327, 175 + CpG 0. 0218 0. 0744 0. 677 67. 742 0. 847 84. 722 0. 177 17. 666 3. 533 0. 110 10. 955 2. 191 0. 170 16. 980 TT N Shelf I nt r on 3/ 8 I m pa1 ENSM USG 00000027531 chr 3: 10311955- 10331439 ENSM UST00000065938 4. 824 3. 381 0. 588 0. 604 - 1. 427 0. 0050 0. 0957 inosit ol ( m yo) - 1( or  4) - m onophosphat ase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1933158]

chr 3 19, 253, 151 + CpG 0. 0084 0. 0788 0. 444 44. 444 0. 786 78. 571 0. 103 10. 274 2. 055 0. 112 11. 179 2. 236 0. 341 34. 127 TC O pen Sea I nt r on 3/ 12 Pde7a ENSM USG 00000069094 chr 3: 19223107- 19311322 ENSM UST00000099195 1. 419 2. 467 0. 209 0. 219 1. 738 0. 0001 0. 0346 phosphodiest er ase 7A [ Sour ce: M G I  Sym bol; Acc: M G I : 1202402]

chr 3 37, 032, 916 + CpG 0. 0438 0. 4997 0. 740 73. 973 0. 871 87. 059 0. 343 34. 275 6. 855 0. 121 12. 138 2. 428 0. 131 13. 086 t a O pen Sea I nt r on 15/ 30 4932438A13Rik ENSM USG 00000037270 chr 3: 37007185- 37053015 ENSM UST00000146948 8. 247 6. 750 0. 596 0. 589 - 1. 222 0. 0040 0. 0897 RI KEN cDNA 4932438A13 gene [ Sour ce: M G I  Sym bol; Acc: M G I : 2444631]

chr 3 79, 482, 846 + CpG 0. 0356 0. 1512 0. 638 63. 830 0. 818 81. 818 0. 225 22. 510 4. 502 0. 099 9. 911 1. 982 0. 180 17. 988 - - O pen Sea I nt r on 13/ 17 Fnip2 ENSM USG 00000061175 chr 3: 79455973- 79567796 ENSM UST00000133154 12. 517 6. 667 1. 342 2. 077 - 1. 878 0. 0012 0. 0654 f olliculin int er act ing pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 2683054]

chr 3 85, 666, 820 + CpG 0. 0184 0. 0000 0. 135 13. 514 0. 387 38. 710 0. 062 6. 235 1. 247 0. 207 20. 731 4. 146 0. 252 25. 196 CA O pen Sea I nt r on 8/ 10 Fam 160a1 ENSM USG 00000051000 chr 3: 85660064- 85741389 ENSM UST00000094148 2. 748 2. 172 0. 172 0. 241 - 1. 265 0. 0031 0. 0828 f am ily wit h sequence sim ilar it y 160,  m em ber  A1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2444746]

chr 3 89, 066, 027 + CpG 0. 0187 0. 0072 0. 542 54. 237 0. 766 76. 596 0. 143 14. 280 2. 856 0. 134 13. 392 2. 678 0. 224 22. 358 G G N Shor e I nt r on 18/ 26 Ash1l ENSM USG 00000028053 chr 3: 88965811- 89079373 ENSM UST00000090933 9. 428 7. 071 0. 313 0. 909 - 1. 333 0. 0029 0. 0812 ASH1 like hist one lysine m et hylt r ansf er ase [ Sour ce: M G I  Sym bol; Acc: M G I : 2183158]

chr 3 100, 573, 856 + CpG 0. 0043 0. 2740 0. 490 48. 980 0. 768 76. 786 0. 247 24. 661 4. 932 0. 068 6. 766 1. 353 0. 278 27. 806 CT O pen Sea I nt r on 12/ 12 M an1a2 ENSM USG 00000008763 chr 3: 100562207- 100685503 ENSM UST00000008907 10. 761 9. 609 0. 295 0. 465 - 1. 120 0. 0025 0. 0775 m annosidase,  alpha,  class 1A,  m em ber  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 104676]

chr 3 102, 499, 591 + CpG 0. 0448 0. 5200 0. 435 43. 478 0. 594 59. 420 0. 165 16. 517 3. 303 0. 117 11. 724 2. 345 0. 159 15. 942 AG O pen Sea I nt r on 1/ 2 Ngf ENSM USG 00000027859 chr 3: 102469918- 102520848 ENSM UST00000035952 1. 298 3. 402 0. 461 0. 742 2. 622 0. 0012 0. 0647 ner ve gr owt h f act or  [ Sour ce: M G I  Sym bol; Acc: M G I : 97321]

chr 3 105, 951, 061 + CpG 0. 0415 0. 0997 0. 833 83. 333 0. 613 61. 290 0. 124 12. 400 2. 480 0. 312 31. 174 6. 235 - 0. 220 - 22. 043 - - O pen Sea I nt r on 6/ 7 At p5f 1 ENSM USG 00000000563 chr 3: 105942697- 105960099 ENSM UST00000118209 78. 984 96. 486 7. 281 6. 776 1. 222 0. 0044 0. 0911 ATP synt hase,  H+ t r anspor t ing,  m it ochondr ial F0 com plex,  subunit  B1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1100495]

chr 3 108, 640, 672 + CpG 0. 0130 0. 3482 0. 656 65. 625 0. 891 89. 130 0. 117 11. 698 2. 340 0. 142 14. 220 2. 844 0. 235 23. 505 ct O pen Sea I nt r on 13/ 14 Wdr 47 ENSM USG 00000040389 chr 3: 108591278- 108645719 ENSM UST00000051145 5. 533 4. 340 0. 424 0. 303 - 1. 275 0. 0012 0. 0654 WD r epeat  dom ain 47 [ Sour ce: M G I  Sym bol; Acc: M G I : 2139593]

chr 3 122, 758, 603 + CpG 0. 0448 0. 0093 0. 857 85. 714 0. 692 69. 231 0. 067 6. 747 1. 349 0. 177 17. 700 3. 540 - 0. 165 - 16. 484 - - O pen Sea I nt r on 2/ 20 Pde5a ENSM USG 00000053965 chr 3: 122728946- 122859374 ENSM UST00000066728 17. 406 10. 305 2. 619 2. 539 - 1. 689 0. 0024 0. 0775 phosphodiest er ase 5A,  cG M P- specif ic [ Sour ce: M G I  Sym bol; Acc: M G I : 2651499]

chr 3 122, 758, 651 + CpG 0. 0462 0. 0093 0. 857 85. 714 0. 681 68. 085 0. 180 17. 979 3. 596 0. 211 21. 054 4. 211 - 0. 176 - 17. 629 CT O pen Sea I nt r on 2/ 20 Pde5a ENSM USG 00000053965 chr 3: 122728946- 122859374 ENSM UST00000066728 17. 406 10. 305 2. 619 2. 539 - 1. 689 0. 0024 0. 0775 phosphodiest er ase 5A,  cG M P- specif ic [ Sour ce: M G I  Sym bol; Acc: M G I : 2651499]

chr 3 122, 813, 340 + CpG 0. 0322 0. 0378 0. 772 77. 215 0. 604 60. 396 0. 162 16. 190 3. 238 0. 144 14. 437 2. 887 - 0. 168 - 16. 819 - - O pen Sea I nt r on 11/ 20 Pde5a ENSM USG 00000053965 chr 3: 122728946- 122859374 ENSM UST00000066728 17. 406 10. 305 2. 619 2. 539 - 1. 689 0. 0024 0. 0775 phosphodiest er ase 5A,  cG M P- specif ic [ Sour ce: M G I  Sym bol; Acc: M G I : 2651499]

chr 3 122, 982, 935 + CpG 0. 0385 0. 0021 0. 840 84. 000 0. 455 45. 455 0. 137 13. 704 2. 741 0. 338 33. 801 6. 760 - 0. 385 - 38. 545 TG N Shor e I nt r on 1/ 15 Usp53 ENSM USG 00000039701 chr 3: 122931492- 122984510 ENSM UST00000090379 3. 304 2. 849 0. 101 0. 178 - 1. 160 0. 0022 0. 0747 ubiquit in specif ic pept idase 53 [ Sour ce: M G I  Sym bol; Acc: M G I : 2139607]

chr 3 122, 983, 127 + CpG 0. 0109 0. 0015 0. 351 35. 135 0. 656 65. 625 0. 119 11. 870 2. 374 0. 114 11. 402 2. 280 0. 305 30. 490 CG N Shor e I nt r on 1/ 15 Usp53 ENSM USG 00000039701 chr 3: 122931492- 122984510 ENSM UST00000090379 3. 304 2. 849 0. 101 0. 178 - 1. 160 0. 0022 0. 0747 ubiquit in specif ic pept idase 53 [ Sour ce: M G I  Sym bol; Acc: M G I : 2139607]

chr 3 122, 983, 157 + CpG 0. 0276 0. 0071 0. 200 20. 000 0. 452 45. 161 0. 146 14. 629 2. 926 0. 135 13. 509 2. 702 0. 252 25. 161 AA N Shor e I nt r on 1/ 15 Usp53 ENSM USG 00000039701 chr 3: 122931492- 122984510 ENSM UST00000090379 3. 304 2. 849 0. 101 0. 178 - 1. 160 0. 0022 0. 0747 ubiquit in specif ic pept idase 53 [ Sour ce: M G I  Sym bol; Acc: M G I : 2139607]

chr 3 127, 013, 725 + CpG 0. 0359 0. 2463 0. 600 60. 000 0. 833 83. 333 0. 176 17. 561 3. 512 0. 196 19. 636 3. 927 0. 233 23. 333 G A O pen Sea I nt r on 16/ 30 Ank2 ENSM USG 00000032826 chr 3: 126959838- 127408998 ENSM UST00000182959 2. 916 1. 344 0. 529 0. 600 - 2. 170 0. 0024 0. 0771 ankyr in 2,  br ain [ Sour ce: M G I  Sym bol; Acc: M G I : 88025]

chr 3 127, 017, 997 + CpG 0. 0099 0. 0415 0. 847 84. 746 0. 636 63. 636 0. 053 5. 274 1. 055 0. 115 11. 472 2. 294 - 0. 211 - 21. 109 Check m anually O pen Sea I nt r on 15/ 30 Ank2 ENSM USG 00000032826 chr 3: 126959838- 127408998 ENSM UST00000182959 2. 916 1. 344 0. 529 0. 600 - 2. 170 0. 0024 0. 0771 ankyr in 2,  br ain [ Sour ce: M G I  Sym bol; Acc: M G I : 88025]

chr 3 127, 096, 553 + CpG 0. 0435 0. 0910 0. 852 85. 185 0. 688 68. 750 0. 188 18. 807 3. 761 0. 124 12. 363 2. 473 - 0. 164 - 16. 435 - - O pen Sea I nt r on 3/ 30 Ank2 ENSM USG 00000032826 chr 3: 126959838- 127408998 ENSM UST00000182959 2. 916 1. 344 0. 529 0. 600 - 2. 170 0. 0024 0. 0771 ankyr in 2,  br ain [ Sour ce: M G I  Sym bol; Acc: M G I : 88025]

chr 3 127, 142, 055 + CpG 0. 0132 0. 4871 0. 600 60. 000 0. 809 80. 882 0. 177 17. 717 3. 543 0. 112 11. 215 2. 243 0. 209 20. 882 - - O pen Sea I nt r on 2/ 30 Ank2 ENSM USG 00000032826 chr 3: 126959838- 127408998 ENSM UST00000182959 2. 916 1. 344 0. 529 0. 600 - 2. 170 0. 0024 0. 0771 ankyr in 2,  br ain [ Sour ce: M G I  Sym bol; Acc: M G I : 88025]

chr 3 127, 310, 955 + CpG 0. 0163 0. 0608 0. 880 88. 000 0. 571 57. 143 0. 114 11. 402 2. 280 0. 152 15. 166 3. 033 - 0. 309 - 30. 857 at O pen Sea I nt r on 2/ 30 Ank2 ENSM USG 00000032826 chr 3: 126959838- 127408998 ENSM UST00000182959 2. 916 1. 344 0. 529 0. 600 - 2. 170 0. 0024 0. 0771 ankyr in 2,  br ain [ Sour ce: M G I  Sym bol; Acc: M G I : 88025]

chr 3 132, 135, 306 + CpG 0. 0467 0. 0923 0. 444 44. 444 0. 192 19. 231 0. 336 33. 583 6. 717 0. 157 15. 698 3. 140 - 0. 252 - 25. 214 TC O pen Sea I nt r on 1/ 3 Dkk2 ENSM USG 00000028031 chr 3: 132085291- 132180304 ENSM UST00000029665 1. 540 2. 300 0. 245 0. 261 1. 493 0. 0015 0. 0679 dickkopf  WNT signaling pat hway inhibit or  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1890663]

chr 3 132, 156, 635 + CpG 0. 0356 0. 2203 0. 748 74. 830 0. 636 63. 576 0. 257 25. 668 5. 134 0. 122 12. 157 2. 431 - 0. 113 - 11. 254 - - O pen Sea I nt r on 1/ 3 Dkk2 ENSM USG 00000028031 chr 3: 132085291- 132180304 ENSM UST00000029665 1. 540 2. 300 0. 245 0. 261 1. 493 0. 0015 0. 0679 dickkopf  WNT signaling pat hway inhibit or  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1890663]

chr 3 142, 287, 540 + CpG 0. 0030 0. 0146 0. 125 12. 500 0. 469 46. 939 0. 073 7. 311 1. 462 0. 137 13. 745 2. 749 0. 344 34. 439 TG O pen Sea I nt r on 7/ 12 Pdlim 5 ENSM USG 00000028273 chr 3: 142239589- 142395693 ENSM UST00000029941 10. 896 9. 027 0. 496 0. 447 - 1. 207 0. 0003 0. 0469 PDZ and LI M  dom ain 5 [ Sour ce: M G I  Sym bol; Acc: M G I : 1927489]

chr 3 146, 772, 183 + CpG 0. 0247 0. 0247 0. 683 68. 293 0. 415 41. 463 0. 187 18. 745 3. 749 0. 283 28. 323 5. 665 - 0. 268 - 26. 829 - - O pen Sea I nt r on 1/ 9 Pr kacb ENSM USG 00000005034 chr 3: 146729573- 146812960 ENSM UST00000102515 66. 124 50. 795 5. 387 6. 046 - 1. 302 0. 0030 0. 0818 pr ot ein kinase,  cAM P dependent ,  cat alyt ic,  bet a [ Sour ce: M G I  Sym bol; Acc: M G I : 97594]

chr 3 146, 776, 803 + CpG 0. 0036 0. 0187 0. 867 86. 667 0. 515 51. 515 0. 130 12. 990 2. 598 0. 168 16. 849 3. 370 - 0. 352 - 35. 152 AA O pen Sea I nt r on 1/ 9 Pr kacb ENSM USG 00000005034 chr 3: 146729573- 146812960 ENSM UST00000102515 66. 124 50. 795 5. 387 6. 046 - 1. 302 0. 0030 0. 0818 pr ot ein kinase,  cAM P dependent ,  cat alyt ic,  bet a [ Sour ce: M G I  Sym bol; Acc: M G I : 97594]

chr 4 43, 266, 261 + CpG 0. 0143 0. 2986 0. 892 89. 189 0. 659 65. 854 0. 096 9. 593 1. 919 0. 166 16. 641 3. 328 - 0. 233 - 23. 336 Check m anually N Shor e TSS 1500 At p8b5 ENSM USG 00000028457 chr 4: 43267169- 43373831 ENSM UST00000107942 1. 124 0. 774 0. 130 0. 054 - 1. 452 0. 0021 0. 0735 ATPase,  class I ,  t ype 8B,  m em ber  5 [ Sour ce: M G I  Sym bol; Acc: M G I : 2444287]

chr 4 58, 802, 610 + CpG 0. 0476 0. 0476 0. 738 73. 770 0. 841 84. 127 0. 135 13. 510 2. 702 0. 049 4. 867 0. 973 0. 104 10. 356 Check m anually O pen Sea I nt r on 47/ 48 AI 314180 ENSM USG 00000050812 chr 4: 58798910- 58912749 ENSM UST00000102889 17. 499 15. 256 0. 773 0. 918 - 1. 147 0. 0033 0. 0844 expr essed sequence AI 314180 [ Sour ce: M G I  Sym bol; Acc: M G I : 2140220]

chr 4 85, 317, 474 + CpG 0. 0470 0. 0878 0. 455 45. 455 0. 667 66. 667 0. 245 24. 531 4. 906 0. 175 17. 544 3. 509 0. 212 21. 212 - - O pen Sea I nt r on 1/ 8 Sh3gl2 ENSM USG 00000028488 chr 4: 85205440- 85389380 ENSM UST00000030212 14. 401 7. 435 0. 768 1. 192 - 1. 937 0. 0000 0. 0307 SH3- dom ain G RB2- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 700009]

chr 4 86, 842, 496 + CpG 0. 0182 0. 0227 0. 630 63. 043 0. 833 83. 333 0. 182 18. 176 3. 635 0. 055 5. 517 1. 103 0. 203 20. 290 - - O pen Sea I nt r on 30/ 32 Dennd4c ENSM USG 00000038024 chr 4: 86748554- 86850603 ENSM UST00000082026 32. 522 17. 347 2. 026 4. 881 - 1. 875 0. 0011 0. 0631 DENN/ M ADD dom ain cont aining 4C [ Sour ce: M G I  Sym bol; Acc: M G I : 1914769]

chr 4 94, 626, 848 + CpG 0. 0081 0. 1583 0. 361 36. 111 0. 758 75. 758 0. 195 19. 543 3. 909 0. 215 21. 488 4. 298 0. 396 39. 646 TA O pen Sea I nt r on 4/ 19 I f t 74 ENSM USG 00000028576 chr 4: 94614490- 94693229 ENSM UST00000030311 11. 080 8. 826 0. 605 0. 789 - 1. 255 0. 0012 0. 0647 int r af lagellar  t r anspor t  74 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914944]

chr 4 107, 185, 607 + CpG 0. 0331 0. 1498 0. 568 56. 818 0. 308 30. 769 0. 297 29. 719 5. 944 0. 257 25. 667 5. 133 - 0. 260 - 26. 049 - - O pen Sea I nt r on 1/ 7 Tm em 59 ENSM USG 00000028618 chr 4: 107178398- 107200996 ENSM UST00000030361 143. 470 177. 308 11. 607 14. 452 1. 236 0. 0039 0. 0885 t r ansm em br ane pr ot ein 59 [ Sour ce: M G I  Sym bol; Acc: M G I : 1929278]

chr 4 107, 185, 607 + CpG 0. 0331 0. 1498 0. 568 56. 818 0. 308 30. 769 0. 297 29. 719 5. 944 0. 257 25. 667 5. 133 - 0. 260 - 26. 049 - - O pen Sea I nt r on 1/ 6 Tm em 59 ENSM USG 00000028618 chr 4: 107178725- 107200506 ENSM UST00000154007 0. 243 1. 028 0. 351 0. 239 4. 222 0. 0043 0. 0911 t r ansm em br ane pr ot ein 59 [ Sour ce: M G I  Sym bol; Acc: M G I : 1929278]

chr 4 115, 760, 892 + CpG 0. 0259 0. 0259 0. 387 38. 710 0. 696 69. 565 0. 286 28. 616 5. 723 0. 217 21. 665 4. 333 0. 309 30. 856 - - O pen Sea I nt r on 7/ 11 Ef cab14 ENSM USG 00000034210 chr 4: 115738072- 115777327 ENSM UST00000074425 15. 632 11. 245 0. 512 1. 031 - 1. 390 0. 0002 0. 0406 EF- hand calcium  binding dom ain 14 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442397]

chr 4 115, 775, 459 + CpG 0. 0103 0. 1082 0. 200 20. 000 0. 556 55. 556 0. 196 19. 563 3. 913 0. 363 36. 332 7. 266 0. 356 35. 556 TG O pen Sea 3'UTR Ef cab14 ENSM USG 00000034210 chr 4: 115738072- 115777327 ENSM UST00000074425 15. 632 11. 245 0. 512 1. 031 - 1. 390 0. 0002 0. 0406 EF- hand calcium  binding dom ain 14 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442397]

chr 4 129, 839, 011 + CpG 0. 0239 0. 3093 0. 500 50. 000 0. 818 81. 818 0. 275 27. 548 5. 510 0. 120 12. 044 2. 409 0. 318 31. 818 CG O pen Sea Exon 2/ 6 Pt p4a2 ENSM USG 00000028788 chr 4: 129820220- 129849978 ENSM UST00000030578 15. 134 23. 417 2. 711 2. 528 1. 547 0. 0011 0. 0631 pr ot ein t yr osine phosphat ase 4a2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1277117]

chr 4 131, 785, 746 + CpG 0. 0396 0. 3264 0. 167 16. 667 0. 405 40. 541 0. 416 41. 570 8. 314 0. 162 16. 245 3. 249 0. 239 23. 874 CG O pen Sea I nt r on 18/ 29 Pt pr u ENSM USG 00000028909 chr 4: 131768456- 131838288 ENSM UST00000105987 5. 895 3. 648 0. 891 0. 913 - 1. 616 0. 0043 0. 0909 pr ot ein t yr osine phosphat ase,  r ecept or  t ype,  U [ Sour ce: M G I  Sym bol; Acc: M G I : 1321151]

chr 5 23, 521, 389 + CpG 0. 0135 0. 0135 0. 393 39. 286 0. 731 73. 077 0. 269 26. 879 5. 376 0. 219 21. 948 4. 390 0. 338 33. 791 - - O pen Sea I nt r on 10/ 14 Sr pk2 ENSM USG 00000062604 chr 5: 23503263- 23616534 ENSM UST00000088392 11. 008 8. 924 0. 774 0. 948 - 1. 233 0. 0056 0. 0987 ser ine/ ar ginine- r ich pr ot ein specif ic kinase 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1201408]

chr 5 23, 596, 087 + CpG 0. 0068 0. 4343 0. 200 20. 000 0. 488 48. 780 0. 105 10. 536 2. 107 0. 265 26. 458 5. 292 0. 288 28. 780 - A O pen Sea I nt r on 1/ 14 Sr pk2 ENSM USG 00000062604 chr 5: 23503263- 23616534 ENSM UST00000088392 11. 008 8. 924 0. 774 0. 948 - 1. 233 0. 0056 0. 0987 ser ine/ ar ginine- r ich pr ot ein specif ic kinase 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1201408]

chr 5 24, 984, 290 + CpG 0. 0128 0. 1484 0. 882 88. 235 0. 644 64. 444 0. 094 9. 399 1. 880 0. 171 17. 143 3. 429 - 0. 238 - 23. 791 CT O pen Sea I nt r on 3/ 15 Pr kag2 ENSM USG 00000028944 chr 5: 24862743- 25100642 ENSM UST00000030784 16. 305 10. 815 0. 915 2. 318 - 1. 508 0. 0039 0. 0885 pr ot ein kinase,  AM P- act ivat ed,  gam m a 2 non- cat alyt ic subunit  [ Sour ce: M G I  Sym bol; Acc: M G I : 1336153]

chr 5 31, 732, 945 + CpG 0. 0044 0. 0044 0. 632 63. 158 0. 275 27. 500 0. 285 28. 489 5. 698 0. 170 16. 968 3. 394 - 0. 357 - 35. 658 TG O pen Sea I nt r on 2/ 10 Br e ENSM USG 00000052139 chr 5: 31698049- 32084739 ENSM UST00000114507 17. 617 9. 480 2. 459 1. 918 - 1. 858 0. 0005 0. 0509

chr 5 36, 682, 170 + CpG 0. 0493 0. 2059 0. 327 32. 692 0. 526 52. 632 0. 167 16. 725 3. 345 0. 259 25. 947 5. 189 0. 199 19. 939 - - O pen Sea I nt r on 1/ 1 D5Er t d579e ENSM USG 00000029190 chr 5: 36671398- 36696024 ENSM UST00000140653 4. 159 3. 045 0. 412 0. 301 - 1. 366 0. 0016 0. 0698 DNA segm ent ,  Chr  5,  ERATO  Doi 579,  expr essed [ Sour ce: M G I  Sym bol; Acc: M G I : 1261849]

chr 5 36, 694, 711 + CpG 0. 0049 0. 2045 0. 148 14. 815 0. 524 52. 381 0. 141 14. 147 2. 829 0. 126 12. 605 2. 521 0. 376 37. 566 - - N Shor e I nt r on 1/ 1 D5Er t d579e ENSM USG 00000029190 chr 5: 36671398- 36696024 ENSM UST00000140653 4. 159 3. 045 0. 412 0. 301 - 1. 366 0. 0016 0. 0698 DNA segm ent ,  Chr  5,  ERATO  Doi 579,  expr essed [ Sour ce: M G I  Sym bol; Acc: M G I : 1261849]

chr 5 36, 694, 713 + CpG 0. 0033 0. 2045 0. 185 18. 519 0. 591 59. 091 0. 159 15. 947 3. 189 0. 217 21. 679 4. 336 0. 406 40. 572 - - N Shor e I nt r on 1/ 1 D5Er t d579e ENSM USG 00000029190 chr 5: 36671398- 36696024 ENSM UST00000140653 4. 159 3. 045 0. 412 0. 301 - 1. 366 0. 0016 0. 0698 DNA segm ent ,  Chr  5,  ERATO  Doi 579,  expr essed [ Sour ce: M G I  Sym bol; Acc: M G I : 1261849]

chr 5 45, 510, 595 + CpG 0. 0431 0. 0739 0. 880 88. 000 0. 640 64. 000 0. 110 10. 963 2. 193 0. 208 20. 815 4. 163 - 0. 240 - 24. 000 cc O pen Sea I nt r on 11/ 12 Lap3 ENSM USG 00000039682 chr 5: 45493373- 45512691 ENSM UST00000046122 15. 066 19. 595 1. 008 2. 054 1. 301 0. 0048 0. 0939 leucine am inopept idase 3 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914238]



chr 5 65, 566, 480 + CpG 0. 0329 0. 3261 0. 889 88. 889 0. 677 67. 742 0. 106 10. 620 2. 124 0. 087 8. 692 1. 738 - 0. 211 - 21. 147 CT O pen Sea I nt r on 2/ 5 Ube2k ENSM USG 00000029203 chr 5: 65537333- 65595145 ENSM UST00000202601 11. 156 18. 124 1. 823 1. 929 1. 625 0. 0004 0. 0482 ubiquit in- conjugat ing enzym e E2K [ Sour ce: M G I  Sym bol; Acc: M G I : 1858216]

chr 5 67, 621, 851 + CpG 0. 0480 0. 0678 0. 884 88. 372 0. 703 70. 270 0. 084 8. 367 1. 673 0. 217 21. 731 4. 346 - 0. 181 - 18. 102 CG  near by O pen Sea 3'UTR At p8a1 ENSM USG 00000037685 chr 5: 67618139- 67847370 ENSM UST00000135930 4. 562 2. 989 0. 525 0. 613 - 1. 526 0. 0026 0. 0777 ATPase,  am inophospholipid t r anspor t er  ( APLT) ,  class I ,  t ype 8A,  m em ber  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1330848]

chr 5 67, 621, 886 + CpG 0. 0335 0. 0476 0. 833 83. 333 0. 618 61. 765 0. 117 11. 682 2. 336 0. 139 13. 916 2. 783 - 0. 216 - 21. 569 CG  near by O pen Sea 3'UTR At p8a1 ENSM USG 00000037685 chr 5: 67618139- 67847370 ENSM UST00000135930 4. 562 2. 989 0. 525 0. 613 - 1. 526 0. 0026 0. 0777 ATPase,  am inophospholipid t r anspor t er  ( APLT) ,  class I ,  t ype 8A,  m em ber  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1330848]

chr 5 75, 954, 171 + CpG 0. 0356 0. 0976 0. 641 64. 103 0. 841 84. 091 0. 316 31. 585 6. 317 0. 119 11. 875 2. 375 0. 200 19. 988 Check m anually O pen Sea I nt r on 15/ 29 Kdr ENSM USG 00000062960 chr 5: 75932826- 75978458 ENSM UST00000113516 47. 288 34. 532 3. 917 5. 879 - 1. 369 0. 0050 0. 0954 kinase inser t  dom ain pr ot ein r ecept or  [ Sour ce: M G I  Sym bol; Acc: M G I : 96683]

chr 5 76, 264, 776 + CpG 0. 0176 0. 1343 0. 716 71. 642 0. 477 47. 692 0. 176 17. 584 3. 517 0. 143 14. 291 2. 858 - 0. 239 - 23. 949 t g O pen Sea I nt r on 6/ 22 Clock ENSM USG 00000029238 chr 5: 76209867- 76304792 ENSM UST00000202651 8. 585 6. 686 0. 708 0. 519 - 1. 284 0. 0016 0. 0705 cir cadian locom ot or  out put  cycles kaput  [ Sour ce: M G I  Sym bol; Acc: M G I : 99698]

chr 5 76, 274, 628 + CpG 0. 0040 0. 0040 0. 480 48. 039 0. 696 69. 608 0. 248 24. 808 4. 962 0. 084 8. 370 1. 674 0. 216 21. 569 - - N Shor e I nt r on 2/ 22 Clock ENSM USG 00000029238 chr 5: 76209867- 76304792 ENSM UST00000202651 8. 585 6. 686 0. 708 0. 519 - 1. 284 0. 0016 0. 0705 cir cadian locom ot or  out put  cycles kaput  [ Sour ce: M G I  Sym bol; Acc: M G I : 99698]

chr 5 87, 569, 185 + CpG 0. 0289 0. 0706 0. 296 29. 630 0. 576 57. 576 0. 199 19. 913 3. 983 0. 270 27. 027 5. 405 0. 279 27. 946 TA O pen Sea TSS 200 Sult 1d1 ENSM USG 00000029273 chr 5: 87554644- 87569027 ENSM UST00000113314 17. 834 10. 670 1. 336 3. 213 - 1. 671 0. 0049 0. 0951 sulf ot r ansf er ase f am ily 1D,  m em ber  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1926341]

chr 5 92, 507, 400 + CpG 0. 0094 0. 1144 0. 692 69. 231 0. 881 88. 136 0. 239 23. 858 4. 772 0. 093 9. 265 1. 853 0. 189 18. 905 - - S Shor e TSS 2000 Scar b2 ENSM USG 00000029426 chr 5: 92441313- 92505637 ENSM UST00000031377 53. 104 65. 564 2. 541 4. 362 1. 235 0. 0012 0. 0647 scavenger  r ecept or  class B,  m em ber  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1196458]

chr 5 100, 085, 733 + CpG 0. 0330 0. 5959 0. 500 50. 000 0. 808 80. 769 0. 315 31. 504 6. 301 0. 213 21. 266 4. 253 0. 308 30. 769 CT O pen Sea Downst r eam Tm em 150c ENSM USG 00000050640 chr 5: 100086126- 100159281 ENSM UST00000139520 6. 122 3. 508 0. 762 0. 736 - 1. 745 0. 0006 0. 0547 t r ansm em br ane pr ot ein 150C [ Sour ce: M G I  Sym bol; Acc: M G I : 3041258]

chr 5 100, 376, 100 + CpG 0. 0160 0. 0452 0. 366 36. 559 0. 553 55. 263 0. 319 31. 931 6. 386 0. 123 12. 330 2. 466 0. 187 18. 704 CG O pen Sea I nt r on 1/ 4 Sec31a ENSM USG 00000035325 chr 5: 100365753- 100378999 ENSM UST00000182002 12. 806 4. 038 2. 792 1. 906 - 3. 172 0. 0006 0. 0565 Sec31 hom olog A ( S.  cer evisiae)  [ Sour ce: M G I  Sym bol; Acc: M G I : 1916412]

chr 5 107, 784, 303 + CpG 0. 0496 0. 0776 0. 667 66. 667 0. 861 86. 111 0. 256 25. 555 5. 111 0. 123 12. 342 2. 468 0. 194 19. 444 - - O pen Sea I nt r on 16/ 17 Evi5 ENSM USG 00000011831 chr 5: 107744794- 107875107 ENSM UST00000112642 9. 151 7. 749 0. 509 0. 620 - 1. 181 0. 0048 0. 0941 ecot r opic vir al int egr at ion sit e 5 [ Sour ce: M G I  Sym bol; Acc: M G I : 104736]

chr 5 110, 136, 688 + CpG 0. 0186 0. 4330 0. 176 17. 647 0. 340 34. 043 0. 159 15. 919 3. 184 0. 106 10. 639 2. 128 0. 164 16. 395 CG S Shor e I nt r on 2/ 17 Chf r ENSM USG 00000014668 chr 5: 110135848- 110171971 ENSM UST00000112519 6. 406 7. 528 0. 373 0. 385 1. 175 0. 0016 0. 0698 checkpoint  wit h f or khead and r ing f inger  dom ains [ Sour ce: M G I  Sym bol; Acc: M G I : 2444898]

chr 5 111, 058, 572 + CpG 0. 0066 0. 0038 0. 872 87. 179 0. 513 51. 282 0. 105 10. 527 2. 105 0. 280 27. 992 5. 598 - 0. 359 - 35. 897 TG O pen Sea I nt r on 2/ 22 Tt c28 ENSM USG 00000033209 chr 5: 110879802- 111289780 ENSM UST00000156290 13. 334 7. 378 0. 903 2. 226 - 1. 807 0. 0022 0. 0749 t et r at r icopept ide r epeat  dom ain 28 [ Sour ce: M G I  Sym bol; Acc: M G I : 2140873]

chr 5 111, 058, 579 + CpG 0. 0272 0. 0048 0. 865 86. 486 0. 650 65. 000 0. 104 10. 384 2. 077 0. 181 18. 054 3. 611 - 0. 215 - 21. 486 TG O pen Sea I nt r on 2/ 22 Tt c28 ENSM USG 00000033209 chr 5: 110879802- 111289780 ENSM UST00000156290 13. 334 7. 378 0. 903 2. 226 - 1. 807 0. 0022 0. 0749 t et r at r icopept ide r epeat  dom ain 28 [ Sour ce: M G I  Sym bol; Acc: M G I : 2140873]

chr 5 111, 119, 613 + CpG 0. 0030 0. 0013 0. 849 84. 906 0. 574 57. 447 0. 091 9. 086 1. 817 0. 101 10. 124 2. 025 - 0. 275 - 27. 459 TG O pen Sea I nt r on 5/ 22 Tt c28 ENSM USG 00000033209 chr 5: 110879802- 111289780 ENSM UST00000156290 13. 334 7. 378 0. 903 2. 226 - 1. 807 0. 0022 0. 0749 t et r at r icopept ide r epeat  dom ain 28 [ Sour ce: M G I  Sym bol; Acc: M G I : 2140873]

chr 5 112, 447, 577 + CpG 0. 0478 0. 0169 0. 839 83. 871 0. 600 60. 000 0. 416 41. 625 8. 325 0. 147 14. 733 2. 947 - 0. 239 - 23. 871 - - O pen Sea I nt r on 9/ 16 Sez6l ENSM USG 00000058153 chr 5: 112419159- 112577185 ENSM UST00000075387 23. 233 11. 580 2. 629 4. 293 - 2. 006 0. 0015 0. 0686 seizur e r elat ed 6 hom olog like [ Sour ce: M G I  Sym bol; Acc: M G I : 1935121]

chr 5 112, 447, 577 + CpG 0. 0478 0. 0169 0. 839 83. 871 0. 600 60. 000 0. 416 41. 625 8. 325 0. 147 14. 733 2. 947 - 0. 239 - 23. 871 - - O pen Sea I nt r on 9/ 16 Sez6l ENSM USG 00000058153 chr 5: 112419150- 112576975 ENSM UST00000079491 10. 894 5. 349 0. 910 2. 074 - 2. 037 0. 0021 0. 0735 seizur e r elat ed 6 hom olog like [ Sour ce: M G I  Sym bol; Acc: M G I : 1935121]

chr 5 115, 349, 642 + CpG 0. 0349 0. 1522 0. 419 41. 860 0. 167 16. 667 0. 233 23. 349 4. 670 0. 138 13. 773 2. 755 - 0. 252 - 25. 194 - - S Shor e TSS 1500 Cox6a1 ENSM USG 00000041697 chr 5: 115345656- 115348914 ENSM UST00000137766 1. 595 3. 249 0. 591 0. 714 2. 036 0. 0043 0. 0908 cyt ochr om e c oxidase subunit  VI a polypept ide 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 103099]

chr 5 120, 572, 324 + CpG 0. 0382 0. 1409 0. 596 59. 574 0. 804 80. 392 0. 206 20. 603 4. 121 0. 259 25. 852 5. 170 0. 208 20. 818 - - O pen Sea I nt r on 2/ 27 Tpcn1 ENSM USG 00000032741 chr 5: 120534152- 120588673 ENSM UST00000046426 11. 434 9. 240 0. 927 0. 826 - 1. 237 0. 0043 0. 0911 t wo por e channel 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2182472]

chr 5 121, 924, 896 + CpG 0. 0253 0. 2686 0. 853 85. 294 0. 622 62. 162 0. 115 11. 469 2. 294 0. 093 9. 309 1. 862 - 0. 231 - 23. 132 CG O pen Sea 5'UTR Cux2 ENSM USG 00000042589 chr 5: 121860307- 121924921 ENSM UST00000168288 5. 451 2. 936 0. 838 0. 912 - 1. 857 0. 0019 0. 0724 cut - like hom eobox 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 107321]

chr 5 136, 476, 876 + CpG 0. 0352 0. 0352 0. 519 51. 852 0. 826 82. 609 0. 314 31. 385 6. 277 0. 415 41. 500 8. 300 0. 308 30. 757 t g O pen Sea I nt r on 2/ 20 Cux1 ENSM USG 00000029705 chr 5: 136250526- 136567263 ENSM UST00000177297 0. 852 2. 451 0. 438 0. 719 2. 878 0. 0043 0. 0911 cut - like hom eobox 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 88568]

chr 5 140, 827, 647 + CpG 0. 0329 0. 0255 0. 846 84. 615 0. 577 57. 692 0. 139 13. 864 2. 773 0. 240 23. 979 4. 796 - 0. 269 - 26. 923 CG N Shelf I nt r on 1/ 3 G na12 ENSM USG 00000000149 chr 5: 140758407- 140830431 ENSM UST00000000153 17. 292 21. 346 1. 592 1. 002 1. 234 0. 0021 0. 0738 guanine nucleot ide binding pr ot ein,  alpha 12 [ Sour ce: M G I  Sym bol; Acc: M G I : 95767]

chr 5 142, 701, 541 + CpG 0. 0215 0. 0643 0. 804 80. 435 0. 594 59. 420 0. 114 11. 414 2. 283 0. 204 20. 422 4. 084 - 0. 210 - 21. 014 gg N Shor e TSS 1500 Slc29a4 ENSM USG 00000050822 chr 5: 142702100- 142722490 ENSM UST00000058418 11. 613 6. 389 1. 418 0. 651 - 1. 818 0. 0004 0. 0486 solut e car r ier  f am ily 29 ( nucleoside t r anspor t er s) ,  m em ber  4 [ Sour ce: M G I  Sym bol; Acc: M G I : 2385330]

chr 5 146, 247, 043 + CpG 0. 0155 0. 0082 0. 392 39. 216 0. 638 63. 830 0. 290 28. 954 5. 791 0. 153 15. 348 3. 070 0. 246 24. 614 - - O pen Sea I nt r on 1/ 11 Cdk8 ENSM USG 00000029635 chr 5: 146231229- 146302874 ENSM UST00000162494 2. 958 5. 684 1. 066 0. 879 1. 921 0. 0025 0. 0775 cyclin- dependent  kinase 8 [ Sour ce: M G I  Sym bol; Acc: M G I : 1196224]

chr 5 147, 669, 259 + CpG 0. 0436 0. 0257 0. 873 87. 273 0. 708 70. 769 0. 193 19. 282 3. 856 0. 149 14. 891 2. 978 - 0. 165 - 16. 503 Check m anually O pen Sea I nt r on 10/ 12 Flt 1 ENSM USG 00000029648 chr 5: 147635158- 147725988 ENSM UST00000110529 11. 327 8. 034 1. 334 0. 729 - 1. 410 0. 0026 0. 0787 FM S- like t yr osine kinase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 95558]

chr 5 147, 723, 810 + CpG 0. 0045 0. 0381 0. 250 25. 000 0. 583 58. 333 0. 221 22. 066 4. 413 0. 276 27. 606 5. 521 0. 333 33. 333 - - N Shor e I nt r on 1/ 12 Flt 1 ENSM USG 00000029648 chr 5: 147635158- 147725988 ENSM UST00000110529 11. 327 8. 034 1. 334 0. 729 - 1. 410 0. 0026 0. 0787 FM S- like t yr osine kinase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 95558]

chr 5 147, 723, 815 + CpG 0. 0380 0. 0381 0. 174 17. 391 0. 417 41. 667 0. 141 14. 093 2. 819 0. 374 37. 371 7. 474 0. 243 24. 275 - - N Shor e I nt r on 1/ 12 Flt 1 ENSM USG 00000029648 chr 5: 147635158- 147725988 ENSM UST00000110529 11. 327 8. 034 1. 334 0. 729 - 1. 410 0. 0026 0. 0787 FM S- like t yr osine kinase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 95558]

chr 5 148, 541, 682 + CpG 0. 0165 0. 0607 0. 364 36. 364 0. 727 72. 727 0. 222 22. 186 4. 437 0. 192 19. 185 3. 837 0. 364 36. 364 ca O pen Sea I nt r on 1/ 4 Ubl3 ENSM USG 00000001687 chr 5: 148504634- 148552662 ENSM UST00000079324 66. 662 52. 724 4. 900 2. 508 - 1. 264 0. 0013 0. 0666 ubiquit in- like 3 [ Sour ce: M G I  Sym bol; Acc: M G I : 1344373]

chr 6 5, 760, 846 + CpG 0. 0152 0. 6018 0. 862 86. 207 0. 677 67. 692 0. 114 11. 369 2. 274 0. 031 3. 092 0. 618 - 0. 185 - 18. 515 - - O pen Sea I nt r on 2/ 15 Dync1i1 ENSM USG 00000029757 chr 6: 5725811- 6028039 ENSM UST00000115554 1. 268 2. 192 0. 299 0. 281 1. 728 0. 0010 0. 0629 dynein cyt oplasm ic 1 int er m ediat e chain 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 107743]

chr 6 5, 794, 602 + CpG 0. 0070 0. 0070 0. 840 84. 000 0. 478 47. 826 0. 091 9. 082 1. 816 0. 250 25. 006 5. 001 - 0. 362 - 36. 174 G G O pen Sea I nt r on 4/ 15 Dync1i1 ENSM USG 00000029757 chr 6: 5725811- 6028039 ENSM UST00000115554 1. 268 2. 192 0. 299 0. 281 1. 728 0. 0010 0. 0629 dynein cyt oplasm ic 1 int er m ediat e chain 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 107743]

chr 6 5, 921, 715 + CpG 0. 0168 0. 2050 0. 676 67. 647 0. 400 40. 000 0. 197 19. 680 3. 936 0. 098 9. 827 1. 965 - 0. 276 - 27. 647 Check m anually O pen Sea I nt r on 8/ 15 Dync1i1 ENSM USG 00000029757 chr 6: 5725811- 6028039 ENSM UST00000115554 1. 268 2. 192 0. 299 0. 281 1. 728 0. 0010 0. 0629 dynein cyt oplasm ic 1 int er m ediat e chain 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 107743]

chr 6 5, 934, 866 + CpG 0. 0099 0. 4181 0. 655 65. 517 0. 286 28. 571 0. 334 33. 421 6. 684 0. 217 21. 679 4. 336 - 0. 369 - 36. 946 - - O pen Sea I nt r on 9/ 15 Dync1i1 ENSM USG 00000029757 chr 6: 5725811- 6028039 ENSM UST00000115554 1. 268 2. 192 0. 299 0. 281 1. 728 0. 0010 0. 0629 dynein cyt oplasm ic 1 int er m ediat e chain 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 107743]

chr 6 5, 960, 040 + CpG 0. 0333 0. 2982 0. 875 87. 500 0. 667 66. 667 0. 097 9. 667 1. 933 0. 240 23. 987 4. 797 - 0. 208 - 20. 833 G G O pen Sea I nt r on 9/ 15 Dync1i1 ENSM USG 00000029757 chr 6: 5725811- 6028039 ENSM UST00000115554 1. 268 2. 192 0. 299 0. 281 1. 728 0. 0010 0. 0629 dynein cyt oplasm ic 1 int er m ediat e chain 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 107743]

chr 6 6, 576, 742 + CpG 0. 0143 0. 0186 0. 400 40. 000 0. 741 74. 074 0. 151 15. 136 3. 027 0. 209 20. 864 4. 173 0. 341 34. 074 TT N Shor e I nt r on 1/ 2 Sem 1 ENSM USG 00000042541 chr 6: 6557293- 6578658 ENSM UST00000041111 17. 284 29. 340 1. 932 4. 943 1. 698 0. 0034 0. 0855 SEM 1,  26S pr ot easom e com plex subunit  [ Sour ce: M G I  Sym bol; Acc: M G I : 109238]

chr 6 17, 492, 486 + CpG 0. 0142 0. 0111 0. 273 27. 273 0. 640 64. 000 0. 279 27. 905 5. 581 0. 284 28. 378 5. 676 0. 367 36. 727 TA O pen Sea I nt r on 3/ 21 M et ENSM USG 00000009376 chr 6: 17463799- 17573980 ENSM UST00000115443 7. 398 9. 357 0. 507 0. 891 1. 265 0. 0046 0. 0929 m et  pr ot o- oncogene [ Sour ce: M G I  Sym bol; Acc: M G I : 96969]

chr 6 17, 492, 514 + CpG 0. 0382 0. 0111 0. 450 45. 000 0. 710 70. 968 0. 294 29. 440 5. 888 0. 183 18. 326 3. 665 0. 260 25. 968 CA O pen Sea I nt r on 3/ 21 M et ENSM USG 00000009376 chr 6: 17463799- 17573980 ENSM UST00000115443 7. 398 9. 357 0. 507 0. 891 1. 265 0. 0046 0. 0929 m et  pr ot o- oncogene [ Sour ce: M G I  Sym bol; Acc: M G I : 96969]

chr 6 17, 552, 560 + CpG 0. 0350 0. 0683 0. 556 55. 556 0. 742 74. 194 0. 137 13. 705 2. 741 0. 141 14. 080 2. 816 0. 186 18. 638 C- O pen Sea I nt r on 15/ 21 M et ENSM USG 00000009376 chr 6: 17463799- 17573980 ENSM UST00000115443 7. 398 9. 357 0. 507 0. 891 1. 265 0. 0046 0. 0929 m et  pr ot o- oncogene [ Sour ce: M G I  Sym bol; Acc: M G I : 96969]

chr 6 34, 610, 876 + CpG 0. 0226 0. 0147 0. 667 66. 667 0. 449 44. 928 0. 147 14. 689 2. 938 0. 129 12. 894 2. 579 - 0. 217 - 21. 739 CT O pen Sea I nt r on 1/ 13 Cald1 ENSM USG 00000029761 chr 6: 34598564- 34775466 ENSM UST00000115026 6. 169 13. 248 2. 298 2. 128 2. 148 0. 0010 0. 0629 caldesm on 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 88250]

chr 6 34, 611, 043 + CpG 0. 0149 0. 0413 0. 840 84. 000 0. 520 52. 000 0. 114 11. 396 2. 279 0. 225 22. 485 4. 497 - 0. 320 - 32. 000 CA O pen Sea I nt r on 1/ 13 Cald1 ENSM USG 00000029761 chr 6: 34598564- 34775466 ENSM UST00000115026 6. 169 13. 248 2. 298 2. 128 2. 148 0. 0010 0. 0629 caldesm on 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 88250]

chr 6 34, 639, 103 + CpG 0. 0268 0. 0268 0. 463 46. 296 0. 259 25. 926 0. 232 23. 173 4. 635 0. 154 15. 448 3. 090 - 0. 204 - 20. 370 AT O pen Sea I nt r on 1/ 13 Cald1 ENSM USG 00000029761 chr 6: 34598564- 34775466 ENSM UST00000115026 6. 169 13. 248 2. 298 2. 128 2. 148 0. 0010 0. 0629 caldesm on 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 88250]

chr 6 34, 687, 046 + CpG 0. 0139 0. 3396 0. 768 76. 829 0. 590 59. 036 0. 126 12. 629 2. 526 0. 164 16. 450 3. 290 - 0. 178 - 17. 793 - - O pen Sea I nt r on 3/ 13 Cald1 ENSM USG 00000029761 chr 6: 34598564- 34775466 ENSM UST00000115026 6. 169 13. 248 2. 298 2. 128 2. 148 0. 0010 0. 0629 caldesm on 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 88250]

chr 6 34, 747, 412 + CpG 0. 0277 0. 0243 0. 364 36. 364 0. 700 70. 000 0. 250 25. 000 5. 000 0. 215 21. 504 4. 301 0. 336 33. 636 CT O pen Sea I nt r on 5/ 13 Cald1 ENSM USG 00000029761 chr 6: 34598564- 34775466 ENSM UST00000115026 6. 169 13. 248 2. 298 2. 128 2. 148 0. 0010 0. 0629 caldesm on 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 88250]

chr 6 45, 126, 503 + CpG 0. 0097 0. 0097 0. 909 90. 909 0. 645 64. 516 0. 076 7. 633 1. 527 0. 144 14. 385 2. 877 - 0. 264 - 26. 393 TG O pen Sea I nt r on 1/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 45, 338, 737 + CpG 0. 0080 0. 0080 0. 868 86. 842 0. 576 57. 576 0. 072 7. 241 1. 448 0. 297 29. 722 5. 944 - 0. 293 - 29. 266 G G O pen Sea I nt r on 1/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 45, 391, 901 + CpG 0. 0475 0. 0475 0. 902 90. 164 0. 755 75. 510 0. 050 5. 047 1. 009 0. 191 19. 074 3. 815 - 0. 147 - 14. 654 - - O pen Sea I nt r on 1/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 45, 519, 961 + CpG 0. 0053 0. 0068 0. 818 81. 818 0. 391 39. 130 0. 207 20. 750 4. 150 0. 130 13. 038 2. 608 - 0. 427 - 42. 688 - - O pen Sea I nt r on 1/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 45, 595, 971 + CpG 0. 0138 0. 0138 0. 595 59. 524 0. 830 83. 019 0. 123 12. 320 2. 464 0. 135 13. 463 2. 693 0. 235 23. 495 - - O pen Sea I nt r on 1/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 45, 661, 873 + CpG 0. 0383 0. 0502 0. 582 58. 182 0. 714 71. 429 0. 045 4. 476 0. 895 0. 126 12. 615 2. 523 0. 132 13. 247 TT O pen Sea I nt r on 2/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 45, 708, 316 + CpG 0. 0067 0. 0067 0. 657 65. 672 0. 848 84. 848 0. 176 17. 633 3. 527 0. 036 3. 561 0. 712 0. 192 19. 177 Check m anually O pen Sea I nt r on 2/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 45, 747, 373 + CpG 0. 0098 0. 0608 0. 846 84. 615 0. 483 48. 276 0. 206 20. 591 4. 118 0. 190 19. 003 3. 801 - 0. 363 - 36. 340 - - O pen Sea I nt r on 3/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 45, 942, 844 + CpG 0. 0202 0. 0202 0. 364 36. 364 0. 682 68. 182 0. 295 29. 489 5. 898 0. 340 33. 988 6. 798 0. 318 31. 818 CA O pen Sea I nt r on 4/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 46, 024, 599 + CpG 0. 0471 0. 0110 0. 871 87. 097 0. 717 71. 739 0. 067 6. 734 1. 347 0. 082 8. 174 1. 635 - 0. 154 - 15. 358 - - O pen Sea I nt r on 8/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 46, 062, 480 + CpG 0. 0146 0. 0098 0. 244 24. 390 0. 568 56. 757 0. 177 17. 669 3. 534 0. 295 29. 477 5. 895 0. 324 32. 367 - - O pen Sea I nt r on 8/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 46, 216, 662 + CpG 0. 0465 0. 1673 0. 823 82. 301 0. 712 71. 186 0. 089 8. 900 1. 780 0. 114 11. 413 2. 283 - 0. 111 - 11. 114 G T O pen Sea I nt r on 9/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 46, 374, 158 + CpG 0. 0039 0. 6686 0. 872 87. 179 0. 581 58. 140 0. 124 12. 413 2. 483 0. 126 12. 555 2. 511 - 0. 290 - 29. 040 - - O pen Sea I nt r on 11/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 46, 388, 453 + CpG 0. 0463 0. 0020 0. 844 84. 375 0. 646 64. 583 0. 081 8. 088 1. 618 0. 048 4. 814 0. 963 - 0. 198 - 19. 792 - - O pen Sea I nt r on 11/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 46, 440, 900 + CpG 0. 0365 0. 3769 0. 821 82. 051 0. 679 67. 857 0. 372 37. 160 7. 432 0. 331 33. 061 6. 612 - 0. 142 - 14. 194 - - O pen Sea I nt r on 12/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 46, 602, 724 + CpG 0. 0277 0. 4006 0. 675 67. 500 0. 484 48. 387 0. 196 19. 607 3. 921 0. 153 15. 253 3. 051 - 0. 191 - 19. 113 CG  near by O pen Sea I nt r on 13/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 46, 636, 455 + CpG 0. 0380 0. 2027 0. 643 64. 286 0. 371 37. 143 0. 201 20. 117 4. 023 0. 208 20. 760 4. 152 - 0. 271 - 27. 143 - - O pen Sea I nt r on 13/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 46, 657, 098 + CpG 0. 0349 0. 1000 0. 850 85. 000 0. 552 55. 172 0. 218 21. 848 4. 370 0. 181 18. 066 3. 613 - 0. 298 - 29. 828 ga O pen Sea I nt r on 13/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 46, 741, 215 + CpG 0. 0333 0. 0731 0. 807 80. 690 0. 699 69. 939 0. 022 2. 246 0. 449 0. 137 13. 672 2. 734 - 0. 108 - 10. 751 - - O pen Sea I nt r on 13/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 46, 807, 888 + CpG 0. 0466 0. 3861 0. 880 88. 000 0. 636 63. 636 0. 105 10. 458 2. 092 0. 037 3. 651 0. 730 - 0. 244 - 24. 364 - - O pen Sea I nt r on 14/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 46, 838, 522 + CpG 0. 0447 0. 0391 0. 854 85. 366 0. 647 64. 706 0. 100 9. 966 1. 993 0. 197 19. 687 3. 937 - 0. 207 - 20. 660 CG  near by O pen Sea I nt r on 14/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 46, 929, 268 + CpG 0. 0367 0. 0367 0. 692 69. 231 0. 400 40. 000 0. 155 15. 548 3. 110 0. 311 31. 075 6. 215 - 0. 292 - 29. 231 t g O pen Sea I nt r on 15/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 47, 058, 234 + CpG 0. 0027 0. 0027 0. 833 83. 254 0. 709 70. 852 0. 082 8. 160 1. 632 0. 074 7. 360 1. 472 - 0. 124 - 12. 402 - - O pen Sea I nt r on 18/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 47, 109, 289 + CpG 0. 0241 0. 0241 0. 827 82. 692 0. 538 53. 846 0. 221 22. 078 4. 416 0. 130 12. 982 2. 596 - 0. 288 - 28. 846 - - O pen Sea I nt r on 20/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 47, 277, 822 + CpG 0. 0427 0. 0089 0. 769 76. 923 0. 531 53. 125 0. 201 20. 132 4. 026 0. 093 9. 308 1. 862 - 0. 238 - 23. 798 CG  near by O pen Sea I nt r on 22/ 23 Cnt nap2 ENSM USG 00000039419 chr 6: 45060060- 47304213 ENSM UST00000114641 10. 018 5. 286 0. 842 2. 173 - 1. 895 0. 0057 0. 0995 cont act in associat ed pr ot ein- like 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914047]

chr 6 47, 497, 548 + CpG 0. 0241 0. 0878 0. 227 22. 727 0. 658 65. 789 0. 186 18. 573 3. 715 0. 385 38. 544 7. 709 0. 431 43. 062 gg O pen Sea I nt r on 4/ 21 Cul1 ENSM USG 00000029686 chr 6: 47454319- 47526139 ENSM UST00000031697 28. 961 25. 345 0. 642 1. 167 - 1. 143 0. 0008 0. 0604 cullin 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1349658]

chr 6 51, 465, 670 + CpG 0. 0417 0. 1016 0. 773 77. 273 0. 478 47. 826 0. 146 14. 642 2. 928 0. 315 31. 500 6. 300 - 0. 294 - 29. 447 - - N Shelf I nt r on 6/ 11 Hnr npa2b1 ENSM USG 00000004980 chr 6: 51461123- 51469845 ENSM UST00000090002 22. 250 34. 776 3. 406 2. 129 1. 563 0. 0003 0. 0469 het er ogeneous nuclear  r ibonucleopr ot ein A2/ B1 [ Sour ce: M G I  Sym bol; Acc: M G I : 104819]

chr 6 108, 826, 131 + CpG 0. 0468 0. 0468 0. 697 69. 697 0. 448 44. 828 0. 190 18. 986 3. 797 0. 239 23. 851 4. 770 - 0. 249 - 24. 869 - A N Shelf Downst r eam Ar l8b ENSM USG 00000030105 chr 6: 108783098- 108825278 ENSM UST00000032196 38. 909 30. 014 1. 496 3. 350 - 1. 296 0. 0021 0. 0735 ADP- r ibosylat ion f act or - like 8B [ Sour ce: M G I  Sym bol; Acc: M G I : 1914416]

chr 6 112, 290, 053 + CpG 0. 0152 0. 1073 0. 440 44. 000 0. 783 78. 261 0. 291 29. 107 5. 821 0. 224 22. 361 4. 472 0. 343 34. 261 Check m anually O pen Sea I nt r on 1/ 5 Lm cd1 ENSM USG 00000057604 chr 6: 112273757- 112330425 ENSM UST00000032376 4. 082 6. 398 0. 299 0. 652 1. 567 0. 0005 0. 0509 LI M  and cyst eine- r ich dom ains 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1353635]

chr 6 118, 189, 693 + CpG 0. 0286 0. 1678 0. 737 73. 684 0. 500 50. 000 0. 175 17. 537 3. 507 0. 083 8. 315 1. 663 - 0. 237 - 23. 684 - - O pen Sea I nt r on 1/ 19 Ret ENSM USG 00000030110 chr 6: 118151744- 118197133 ENSM UST00000032201 11. 767 6. 651 0. 637 1. 509 - 1. 769 0. 0007 0. 0571 r et  pr ot o- oncogene [ Sour ce: M G I  Sym bol; Acc: M G I : 97902]

chr 6 118, 189, 693 + CpG 0. 0286 0. 1678 0. 737 73. 684 0. 500 50. 000 0. 175 17. 537 3. 507 0. 083 8. 315 1. 663 - 0. 237 - 23. 684 - - O pen Sea I nt r on 1/ 18 Ret ENSM USG 00000030110 chr 6: 118154565- 118197718 ENSM UST00000088790 25. 253 13. 414 1. 383 3. 719 - 1. 883 0. 0011 0. 0631 r et  pr ot o- oncogene [ Sour ce: M G I  Sym bol; Acc: M G I : 97902]

chr 6 141, 455, 274 + CpG 0. 0054 0. 0005 0. 121 12. 121 0. 429 42. 857 0. 420 41. 967 8. 393 0. 141 14. 063 2. 813 0. 307 30. 736 AT O pen Sea I nt r on 2/ 15 Pde3a ENSM USG 00000041741 chr 6: 141249268- 141507448 ENSM UST00000043259 1. 177 1. 935 0. 193 0. 205 1. 644 0. 0003 0. 0473 phosphodiest er ase 3A,  cG M P inhibit ed [ Sour ce: M G I  Sym bol; Acc: M G I : 1860764]

chr 6 142, 821, 767 + CpG 0. 0380 0. 0964 0. 704 70. 423 0. 857 85. 714 0. 158 15. 830 3. 166 0. 106 10. 613 2. 123 0. 153 15. 292 CA O pen Sea 3'UTR St 8sia1 ENSM USG 00000030283 chr 6: 142821544- 142964452 ENSM UST00000032421 2. 386 1. 168 0. 213 0. 545 - 2. 043 0. 0050 0. 0957 ST8 alpha- N- acet yl- neur am inide alpha- 2, 8- sialylt r ansf er ase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 106011]

chr 6 142, 879, 339 + CpG 0. 0496 0. 0863 0. 727 72. 727 0. 320 32. 000 0. 385 38. 541 7. 708 0. 282 28. 213 5. 643 - 0. 407 - 40. 727 ca O pen Sea I nt r on 2/ 4 St 8sia1 ENSM USG 00000030283 chr 6: 142821544- 142964452 ENSM UST00000032421 2. 386 1. 168 0. 213 0. 545 - 2. 043 0. 0050 0. 0957 ST8 alpha- N- acet yl- neur am inide alpha- 2, 8- sialylt r ansf er ase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 106011]

chr 6 145, 071, 458 + CpG 0. 0359 0. 5012 0. 756 75. 581 0. 886 88. 571 0. 128 12. 763 2. 553 0. 139 13. 864 2. 773 0. 130 12. 990 - - O pen Sea I nt r on 1/ 10 Bcat 1 ENSM USG 00000030268 chr 6: 144999157- 145076184 ENSM UST00000111742 0. 205 1. 347 0. 070 0. 461 6. 574 0. 0047 0. 0934 br anched chain am inot r ansf er ase 1,  cyt osolic [ Sour ce: M G I  Sym bol; Acc: M G I : 104861]

chr 6 146, 972, 343 + CpG 0. 0342 0. 6391 0. 286 28. 571 0. 581 58. 065 0. 370 37. 039 7. 408 0. 290 28. 966 5. 793 0. 295 29. 493 - - O pen Sea I nt r on 2/ 26 Ppf ibp1 ENSM USG 00000016487 chr 6: 146888486- 147032025 ENSM UST00000016631 13. 005 15. 032 0. 752 0. 905 1. 156 0. 0052 0. 0966 PTPRF int er act ing pr ot ein,  binding pr ot ein 1 ( lipr in bet a 1)  [ Sour ce: M G I  Sym bol; Acc: M G I : 1914783]

chr 7 6, 764, 990 + CpG 0. 0210 0. 7103 0. 595 59. 459 0. 318 31. 818 0. 310 31. 001 6. 200 0. 134 13. 357 2. 671 - 0. 276 - 27. 641 - - O pen Sea I nt r on 2/ 2 Usp29 ENSM USG 00000051527 chr 7: 6730944- 6770139 ENSM UST00000207899 8. 312 5. 027 0. 738 1. 264 - 1. 654 0. 0020 0. 0724 ubiquit in specif ic pept idase 29 [ Sour ce: M G I  Sym bol; Acc: M G I : 1888998]

chr 7 28, 926, 618 + CpG 0. 0307 0. 3953 0. 658 65. 789 0. 875 87. 500 0. 173 17. 315 3. 463 0. 114 11. 402 2. 280 0. 217 21. 711 - - O pen Sea I nt r on 1/ 20 Act n4 ENSM USG 00000054808 chr 7: 28893247- 28962340 ENSM UST00000068045 52. 458 61. 742 1. 968 2. 922 1. 177 0. 0006 0. 0564 act inin alpha 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 1890773]

chr 7 30, 712, 658 + CpG 0. 0487 0. 2996 0. 923 92. 308 0. 780 78. 049 0. 426 42. 588 8. 518 0. 109 10. 856 2. 171 - 0. 143 - 14. 259 TG N Shelf Exon 3/ 22 At p4a ENSM USG 00000005553 chr 7: 30712208- 30725522 ENSM UST00000005692 2. 758 1. 430 0. 397 0. 310 - 1. 928 0. 0005 0. 0501 ATPase,  H+/ K+ exchanging,  gast r ic,  alpha polypept ide [ Sour ce: M G I  Sym bol; Acc: M G I : 88113]



chr 7 34, 309, 460 + CpG 0. 0357 0. 0880 0. 806 80. 556 0. 600 60. 000 0. 133 13. 299 2. 660 0. 141 14. 087 2. 817 - 0. 206 - 20. 556 CG  near by N Shelf I nt r on 1/ 13 4931406P16Rik ENSM USG 00000066571 chr 7: 34236706- 34313551 ENSM UST00000108074 5. 290 3. 765 0. 638 0. 388 - 1. 405 0. 0030 0. 0819 RI KEN cDNA 4931406P16 gene [ Sour ce: M G I  Sym bol; Acc: M G I : 1924311]

chr 7 41, 620, 749 + CpG 0. 0289 0. 0486 0. 673 67. 320 0. 781 78. 142 0. 111 11. 092 2. 218 0. 043 4. 332 0. 866 0. 108 10. 822 - - O pen Sea I nt r on 4/ 5 2610021A01Rik ENSM USG 00000091474 chr 7: 41599260- 41628533 ENSM UST00000163475 3. 471 2. 897 0. 138 0. 145 - 1. 198 0. 0002 0. 0426 RI KEN cDNA 2610021A01 gene [ Sour ce: M G I  Sym bol; Acc: M G I : 1922662]

chr 7 49, 780, 314 + CpG 0. 0244 0. 0754 0. 548 54. 839 0. 250 25. 000 0. 289 28. 942 5. 788 0. 185 18. 499 3. 700 - 0. 298 - 29. 839 CA S Shor e Exon 3/ 16 Pr m t 3 ENSM USG 00000030505 chr 7: 49778345- 49858265 ENSM UST00000032715 6. 133 7. 380 0. 526 0. 369 1. 203 0. 0032 0. 0838 pr ot ein ar ginine N- m et hylt r ansf er ase 3 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919224]

chr 7 52, 004, 996 + CpG 0. 0406 0. 0406 0. 167 16. 667 0. 417 41. 667 0. 423 42. 298 8. 460 0. 153 15. 290 3. 058 0. 250 25. 000 CG  near by O pen Sea I nt r on 1/ 3 Svip ENSM USG 00000074093 chr 7: 51997170- 52006018 ENSM UST00000098414 26. 886 17. 662 3. 026 3. 447 - 1. 522 0. 0021 0. 0735 sm all VCP/ p97- int er act ing pr ot ein [ Sour ce: M G I  Sym bol; Acc: M G I : 1922994]

chr 7 65, 308, 313 + CpG 0. 0395 0. 0532 0. 345 34. 483 0. 590 58. 974 0. 187 18. 708 3. 742 0. 269 26. 916 5. 383 0. 245 24. 492 CA O pen Sea I nt r on 23/ 27 Tjp1 ENSM USG 00000030516 chr 7: 65296164- 65371239 ENSM UST00000102592 17. 449 13. 265 0. 569 1. 453 - 1. 315 0. 0016 0. 0702 t ight  junct ion pr ot ein 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 98759]

chr 7 65, 338, 043 + CpG 0. 0349 0. 1193 0. 172 17. 241 0. 393 39. 344 0. 099 9. 924 1. 985 0. 221 22. 072 4. 414 0. 221 22. 103 CT O pen Sea I nt r on 5/ 27 Tjp1 ENSM USG 00000030516 chr 7: 65296164- 65371239 ENSM UST00000102592 17. 449 13. 265 0. 569 1. 453 - 1. 315 0. 0016 0. 0702 t ight  junct ion pr ot ein 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 98759]

chr 7 65, 338, 813 + CpG 0. 0379 0. 0379 0. 486 48. 649 0. 714 71. 429 0. 274 27. 394 5. 479 0. 087 8. 718 1. 744 0. 228 22. 780 ag O pen Sea I nt r on 5/ 27 Tjp1 ENSM USG 00000030516 chr 7: 65296164- 65371239 ENSM UST00000102592 17. 449 13. 265 0. 569 1. 453 - 1. 315 0. 0016 0. 0702 t ight  junct ion pr ot ein 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 98759]

chr 7 65, 354, 643 + CpG 0. 0393 0. 0001 0. 909 90. 909 0. 766 76. 563 0. 197 19. 688 3. 938 0. 124 12. 366 2. 473 - 0. 143 - 14. 347 TG O pen Sea I nt r on 2/ 27 Tjp1 ENSM USG 00000030516 chr 7: 65296164- 65371239 ENSM UST00000102592 17. 449 13. 265 0. 569 1. 453 - 1. 315 0. 0016 0. 0702 t ight  junct ion pr ot ein 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 98759]

chr 7 65, 354, 679 + CpG 0. 0127 0. 0001 0. 885 88. 462 0. 672 67. 164 0. 193 19. 306 3. 861 0. 245 24. 508 4. 902 - 0. 213 - 21. 297 AA O pen Sea I nt r on 2/ 27 Tjp1 ENSM USG 00000030516 chr 7: 65296164- 65371239 ENSM UST00000102592 17. 449 13. 265 0. 569 1. 453 - 1. 315 0. 0016 0. 0702 t ight  junct ion pr ot ein 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 98759]

chr 7 80, 992, 388 + CpG 0. 0350 0. 0178 0. 167 16. 667 0. 378 37. 778 0. 107 10. 747 2. 149 0. 294 29. 433 5. 887 0. 211 21. 111 TA N Shor e I nt r on 1/ 1 G m 44899 ENSM USG 00000109008 chr 7: 80981121- 80993415 ENSM UST00000207451 3. 478 1. 752 0. 749 0. 697 - 1. 985 0. 0055 0. 0986 pr edict ed gene 44899 [ Sour ce: M G I  Sym bol; Acc: M G I : 5753475]

chr 7 81, 215, 521 + CpG 0. 0295 0. 6046 0. 760 76. 000 0. 459 45. 946 0. 376 37. 594 7. 519 0. 214 21. 437 4. 287 - 0. 301 - 30. 054 CG  near by S Shor e I nt r on 1/ 21 Pde8a ENSM USG 00000025584 chr 7: 81213595- 81334533 ENSM UST00000026672 17. 190 11. 124 0. 412 2. 334 - 1. 545 0. 0038 0. 0883 phosphodiest er ase 8A [ Sour ce: M G I  Sym bol; Acc: M G I : 1277116]

chr 7 90, 133, 361 + CpG 0. 0246 0. 0246 0. 333 33. 333 0. 130 13. 043 0. 189 18. 944 3. 789 0. 115 11. 544 2. 309 - 0. 203 - 20. 290 TG S Shelf I nt r on 1/ 18 Picalm ENSM USG 00000039361 chr 7: 90130212- 90208932 ENSM UST00000207225 0. 059 1. 946 0. 132 0. 759 33. 045 0. 0046 0. 0921 phosphat idylinosit ol binding clat hr in assem bly pr ot ein [ Sour ce: M G I  Sym bol; Acc: M G I : 2385902]

chr 7 97, 582, 278 + CpG 0. 0496 0. 0018 0. 161 16. 129 0. 400 40. 000 0. 116 11. 638 2. 328 0. 223 22. 325 4. 465 0. 239 23. 871 CG  near by S Shor e I nt r on 1/ 15 Rsf 1 ENSM USG 00000035623 chr 7: 97579896- 97692778 ENSM UST00000107153 4. 393 3. 676 0. 311 0. 248 - 1. 195 0. 0042 0. 0903 r em odeling and spacing f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2682305]

chr 7 97, 582, 278 + CpG 0. 0496 0. 0018 0. 161 16. 129 0. 400 40. 000 0. 116 11. 638 2. 328 0. 223 22. 325 4. 465 0. 239 23. 871 CG  near by S Shor e I nt r on 1/ 14 Rsf 1 ENSM USG 00000035623 chr 7: 97579896- 97686420 ENSM UST00000156060 0. 377 1. 125 0. 301 0. 241 2. 983 0. 0028 0. 0800 r em odeling and spacing f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2682305]

chr 7 97, 582, 322 + CpG 0. 0259 0. 0018 0. 276 27. 586 0. 654 65. 385 0. 267 26. 659 5. 332 0. 212 21. 206 4. 241 0. 378 37. 798 AG S Shor e I nt r on 1/ 15 Rsf 1 ENSM USG 00000035623 chr 7: 97579896- 97692778 ENSM UST00000107153 4. 393 3. 676 0. 311 0. 248 - 1. 195 0. 0042 0. 0903 r em odeling and spacing f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2682305]

chr 7 97, 582, 322 + CpG 0. 0259 0. 0018 0. 276 27. 586 0. 654 65. 385 0. 267 26. 659 5. 332 0. 212 21. 206 4. 241 0. 378 37. 798 AG S Shor e I nt r on 1/ 14 Rsf 1 ENSM USG 00000035623 chr 7: 97579896- 97686420 ENSM UST00000156060 0. 377 1. 125 0. 301 0. 241 2. 983 0. 0028 0. 0800 r em odeling and spacing f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2682305]

chr 7 97, 582, 368 + CpG 0. 0492 0. 0018 0. 154 15. 385 0. 409 40. 909 0. 090 9. 027 1. 805 0. 265 26. 469 5. 294 0. 255 25. 524 CT S Shor e I nt r on 1/ 15 Rsf 1 ENSM USG 00000035623 chr 7: 97579896- 97692778 ENSM UST00000107153 4. 393 3. 676 0. 311 0. 248 - 1. 195 0. 0042 0. 0903 r em odeling and spacing f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2682305]

chr 7 97, 582, 368 + CpG 0. 0492 0. 0018 0. 154 15. 385 0. 409 40. 909 0. 090 9. 027 1. 805 0. 265 26. 469 5. 294 0. 255 25. 524 CT S Shor e I nt r on 1/ 14 Rsf 1 ENSM USG 00000035623 chr 7: 97579896- 97686420 ENSM UST00000156060 0. 377 1. 125 0. 301 0. 241 2. 983 0. 0028 0. 0800 r em odeling and spacing f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2682305]

chr 7 97, 605, 442 + CpG 0. 0171 0. 0011 0. 676 67. 647 0. 909 90. 909 0. 103 10. 266 2. 053 0. 204 20. 440 4. 088 0. 233 23. 262 - - O pen Sea I nt r on 1/ 15 Rsf 1 ENSM USG 00000035623 chr 7: 97579896- 97692778 ENSM UST00000107153 4. 393 3. 676 0. 311 0. 248 - 1. 195 0. 0042 0. 0903 r em odeling and spacing f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2682305]

chr 7 97, 605, 442 + CpG 0. 0171 0. 0011 0. 676 67. 647 0. 909 90. 909 0. 103 10. 266 2. 053 0. 204 20. 440 4. 088 0. 233 23. 262 - - O pen Sea I nt r on 1/ 14 Rsf 1 ENSM USG 00000035623 chr 7: 97579896- 97686420 ENSM UST00000156060 0. 377 1. 125 0. 301 0. 241 2. 983 0. 0028 0. 0800 r em odeling and spacing f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2682305]

chr 7 97, 634, 943 + CpG 0. 0205 0. 1727 0. 458 45. 833 0. 783 78. 261 0. 361 36. 113 7. 223 0. 160 15. 986 3. 197 0. 324 32. 428 AA O pen Sea I nt r on 2/ 15 Rsf 1 ENSM USG 00000035623 chr 7: 97579896- 97692778 ENSM UST00000107153 4. 393 3. 676 0. 311 0. 248 - 1. 195 0. 0042 0. 0903 r em odeling and spacing f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2682305]

chr 7 97, 634, 943 + CpG 0. 0205 0. 1727 0. 458 45. 833 0. 783 78. 261 0. 361 36. 113 7. 223 0. 160 15. 986 3. 197 0. 324 32. 428 AA O pen Sea I nt r on 2/ 14 Rsf 1 ENSM USG 00000035623 chr 7: 97579896- 97686420 ENSM UST00000156060 0. 377 1. 125 0. 301 0. 241 2. 983 0. 0028 0. 0800 r em odeling and spacing f act or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2682305]

chr 7 102, 186, 546 + CpG 0. 0358 0. 1886 0. 588 58. 824 0. 828 82. 759 0. 078 7. 795 1. 559 0. 188 18. 814 3. 763 0. 239 23. 935 TG O pen Sea I nt r on 6/ 32 Nup98 ENSM USG 00000063550 chr 7: 102119397- 102210176 ENSM UST00000210682 13. 003 9. 643 0. 690 1. 295 - 1. 348 0. 0021 0. 0735 nucleopor in 98 [ Sour ce: M G I  Sym bol; Acc: M G I : 109404]

chr 7 102, 208, 734 + CpG 0. 0291 0. 2525 0. 457 45. 714 0. 216 21. 622 0. 268 26. 812 5. 362 0. 168 16. 842 3. 368 - 0. 241 - 24. 093 - - N Shor e I nt r on 1/ 32 Nup98 ENSM USG 00000063550 chr 7: 102119397- 102210176 ENSM UST00000210682 13. 003 9. 643 0. 690 1. 295 - 1. 348 0. 0021 0. 0735 nucleopor in 98 [ Sour ce: M G I  Sym bol; Acc: M G I : 109404]

chr 7 110, 851, 106 + CpG 0. 0101 0. 1896 0. 486 48. 571 0. 793 79. 310 0. 103 10. 274 2. 055 0. 171 17. 078 3. 416 0. 307 30. 739 TG O pen Sea 3'UTR Lyve1 ENSM USG 00000030787 chr 7: 110850606- 110863239 ENSM UST00000033050 9. 749 5. 870 0. 942 1. 098 - 1. 661 0. 0004 0. 0477 lym phat ic vessel endot helial hyalur onan r ecept or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2136348]

chr 7 110, 864, 619 + CpG 0. 0397 0. 0002 0. 173 17. 308 0. 364 36. 364 0. 137 13. 726 2. 745 0. 126 12. 634 2. 527 0. 191 19. 056 Check m anually O pen Sea TSS 1500 Lyve1 ENSM USG 00000030787 chr 7: 110850606- 110863239 ENSM UST00000033050 9. 749 5. 870 0. 942 1. 098 - 1. 661 0. 0004 0. 0477 lym phat ic vessel endot helial hyalur onan r ecept or  1 [ Sour ce: M G I  Sym bol; Acc: M G I : 2136348]

chr 7 111, 051, 083 + CpG 0. 0199 0. 1716 0. 844 84. 375 0. 531 53. 125 0. 120 12. 042 2. 408 0. 381 38. 079 7. 616 - 0. 313 - 31. 250 AT O pen Sea I nt r on 20/ 24 Ct r 9 ENSM USG 00000005609 chr 7: 111028950- 111056377 ENSM UST00000005749 13. 717 11. 359 0. 583 0. 967 - 1. 208 0. 0027 0. 0794 CTR9 hom olog,  Paf 1/ RNA polym er ase I I  com plex com ponent  [ Sour ce: M G I  Sym bol; Acc: M G I : 109345]

chr 7 116, 511, 684 + CpG 0. 0294 0. 1047 0. 438 43. 750 0. 649 64. 912 0. 190 18. 985 3. 797 0. 097 9. 702 1. 940 0. 212 21. 162 TG O pen Sea I nt r on 2/ 13 Nucb2 ENSM USG 00000030659 chr 7: 116504368- 116540584 ENSM UST00000032895 150. 558 385. 643 21. 902 93. 420 2. 561 0. 0040 0. 0895 nucleobindin 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1858179]

chr 7 122, 356, 800 + CpG 0. 0482 0. 0005 0. 333 33. 333 0. 563 56. 250 0. 160 15. 966 3. 193 0. 226 22. 575 4. 515 0. 229 22. 917 Check m anually O pen Sea I nt r on 2/ 16 Pr kcb ENSM USG 00000052889 chr 7: 122289296- 122628655 ENSM UST00000064989 12. 526 8. 625 1. 490 1. 556 - 1. 452 0. 0037 0. 0878 pr ot ein kinase C,  bet a [ Sour ce: M G I  Sym bol; Acc: M G I : 97596]

chr 7 122, 356, 845 + CpG 0. 0308 0. 0005 0. 250 25. 000 0. 519 51. 852 0. 187 18. 675 3. 735 0. 108 10. 833 2. 167 0. 269 26. 852 Check m anually O pen Sea I nt r on 2/ 16 Pr kcb ENSM USG 00000052889 chr 7: 122289296- 122628655 ENSM UST00000064989 12. 526 8. 625 1. 490 1. 556 - 1. 452 0. 0037 0. 0878 pr ot ein kinase C,  bet a [ Sour ce: M G I  Sym bol; Acc: M G I : 97596]

chr 7 122, 395, 294 + CpG 0. 0068 0. 0004 0. 848 84. 783 0. 515 51. 515 0. 114 11. 369 2. 274 0. 237 23. 721 4. 744 - 0. 333 - 33. 267 CA O pen Sea I nt r on 2/ 16 Pr kcb ENSM USG 00000052889 chr 7: 122289296- 122628655 ENSM UST00000064989 12. 526 8. 625 1. 490 1. 556 - 1. 452 0. 0037 0. 0878 pr ot ein kinase C,  bet a [ Sour ce: M G I  Sym bol; Acc: M G I : 97596]

chr 7 122, 975, 237 + CpG 0. 0367 0. 0766 0. 763 76. 316 0. 529 52. 941 0. 156 15. 563 3. 113 0. 032 3. 169 0. 634 - 0. 234 - 23. 375 ct O pen Sea I nt r on 1/ 2 Rbbp6 ENSM USG 00000030779 chr 7: 122970699- 122984392 ENSM UST00000098062 3. 167 2. 211 0. 187 0. 391 - 1. 432 0. 0030 0. 0818 r et inoblast om a binding pr ot ein 6,  ubiquit in ligase [ Sour ce: M G I  Sym bol; Acc: M G I : 894835]

chr 7 126, 888, 022 + CpG 0. 0372 0. 0001 0. 273 27. 273 0. 538 53. 846 0. 206 20. 647 4. 129 0. 112 11. 180 2. 236 0. 266 26. 573 - - S Shelf I nt r on 5/ 5 Tm em 219 ENSM USG 00000060538 chr 7: 126886219- 126898253 ENSM UST00000121532 13. 176 18. 452 1. 667 1. 020 1. 400 0. 0006 0. 0565 t r ansm em br ane pr ot ein 219 [ Sour ce: M G I  Sym bol; Acc: M G I : 1915992]

chr 7 126, 888, 074 + CpG 0. 0170 0. 0001 0. 143 14. 286 0. 550 55. 000 0. 107 10. 715 2. 143 0. 362 36. 179 7. 236 0. 407 40. 714 - - S Shelf I nt r on 5/ 5 Tm em 219 ENSM USG 00000060538 chr 7: 126886219- 126898253 ENSM UST00000121532 13. 176 18. 452 1. 667 1. 020 1. 400 0. 0006 0. 0565 t r ansm em br ane pr ot ein 219 [ Sour ce: M G I  Sym bol; Acc: M G I : 1915992]

chr 7 132, 953, 146 + CpG 0. 0007 0. 0372 0. 278 27. 848 0. 560 56. 000 0. 105 10. 456 2. 091 0. 081 8. 123 1. 625 0. 282 28. 152 AA O pen Sea I nt r on 2/ 9 Zr anb1 ENSM USG 00000030967 chr 7: 132931141- 132986391 ENSM UST00000106157 19. 256 13. 073 2. 595 2. 202 - 1. 473 0. 0038 0. 0883 zinc f inger ,  RAN- binding dom ain cont aining 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 106441]

chr 7 132, 953, 146 + CpG 0. 0007 0. 0372 0. 278 27. 848 0. 560 56. 000 0. 105 10. 456 2. 091 0. 081 8. 123 1. 625 0. 282 28. 152 AA O pen Sea I nt r on 2/ 9 Zr anb1 ENSM USG 00000030967 chr 7: 132948167- 132983951 ENSM UST00000215716 6. 789 2. 663 1. 608 1. 450 - 2. 549 0. 0028 0. 0808 zinc f inger ,  RAN- binding dom ain cont aining 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 106441]

chr 7 141, 534, 001 + CpG 0. 0271 0. 0204 0. 714 71. 429 0. 391 39. 130 0. 255 25. 517 5. 103 0. 261 26. 103 5. 221 - 0. 323 - 32. 298 - - O pen Sea I nt r on 1/ 8 Chid1 ENSM USG 00000025512 chr 7: 141515414- 141539530 ENSM UST00000143561 16. 885 35. 997 3. 728 8. 794 2. 132 0. 0055 0. 0984 chit inase dom ain cont aining 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1915288]

chr 8 11, 251, 288 + CpG 0. 0416 0. 0553 0. 783 78. 261 0. 476 47. 619 0. 251 25. 100 5. 020 0. 281 28. 095 5. 619 - 0. 306 - 30. 642 AG O pen Sea I nt r on 2/ 51 Col4a1 ENSM USG 00000031502 chr 8: 11198422- 11312826 ENSM UST00000033898 41. 160 59. 829 3. 867 7. 133 1. 454 0. 0020 0. 0724 collagen,  t ype I V,  alpha 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 88454]

chr 8 25, 741, 349 + CpG 0. 0460 0. 2036 0. 625 62. 500 0. 875 87. 500 0. 231 23. 054 4. 611 0. 138 13. 819 2. 764 0. 250 25. 000 CG O pen Sea Exon 9/ 18 Ddhd2 ENSM USG 00000061313 chr 8: 25725345- 25754280 ENSM UST00000033975 10. 351 8. 195 0. 694 0. 266 - 1. 263 0. 0012 0. 0647 DDHD dom ain cont aining 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919358]

chr 8 25, 748, 471 + CpG 0. 0410 0. 0563 0. 429 42. 857 0. 708 70. 833 0. 266 26. 568 5. 314 0. 143 14. 282 2. 856 0. 280 27. 976 G G O pen Sea I nt r on 6/ 17 Ddhd2 ENSM USG 00000061313 chr 8: 25725345- 25754280 ENSM UST00000033975 10. 351 8. 195 0. 694 0. 266 - 1. 263 0. 0012 0. 0647 DDHD dom ain cont aining 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919358]

chr 8 27, 040, 726 + CpG 0. 0361 0. 0858 0. 200 20. 000 0. 375 37. 500 0. 086 8. 590 1. 718 0. 104 10. 357 2. 071 0. 175 17. 500 - - N Shor e TSS 2000 Pr osc ENSM USG 00000031485 chr 8: 27042554- 27056132 ENSM UST00000033875 8. 930 6. 276 0. 907 0. 856 - 1. 423 0. 0014 0. 0677

chr 8 40, 444, 097 + CpG 0. 0239 0. 0535 0. 250 25. 000 0. 443 44. 304 0. 220 22. 018 4. 404 0. 085 8. 547 1. 709 0. 193 19. 304 t g O pen Sea I nt r on 2/ 13 Zdhhc2 ENSM USG 00000039470 chr 8: 40423839- 40484269 ENSM UST00000167766 29. 012 9. 065 5. 405 7. 697 - 3. 200 0. 0020 0. 0724 zinc f inger ,  DHHC dom ain cont aining 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1923452]

chr 8 40, 900, 426 + CpG 0. 0414 0. 0421 0. 487 48. 718 0. 718 71. 795 0. 152 15. 189 3. 038 0. 202 20. 189 4. 038 0. 231 23. 077 AT S Shor e I nt r on 3/ 11 Slc7a2 ENSM USG 00000031596 chr 8: 40874947- 40922070 ENSM UST00000117077 20. 921 9. 526 2. 310 2. 688 - 2. 196 0. 0001 0. 0349 solut e car r ier  f am ily 7 ( cat ionic am ino acid t r anspor t er ,  y+ syst em ) ,  m em ber  2 [ Sour ce: M G I  Sym bol; Acc: M G I : 99828]

chr 8 84, 913, 838 + CpG 0. 0274 0. 0674 0. 338 33. 824 0. 164 16. 364 0. 170 17. 049 3. 410 0. 097 9. 684 1. 937 - 0. 175 - 17. 460 CC S Shor e I nt r on 24/ 25 M ast 1 ENSM USG 00000053693 chr 8: 84911902- 84937353 ENSM UST00000109741 4. 077 2. 488 0. 534 0. 479 - 1. 639 0. 0012 0. 0646 m icr ot ubule associat ed ser ine/ t hr eonine kinase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1861901]

chr 8 84, 933, 674 + CpG 0. 0036 0. 4060 0. 799 79. 851 0. 629 62. 903 0. 097 9. 685 1. 937 0. 151 15. 102 3. 020 - 0. 169 - 16. 948 - - N Shelf I nt r on 3/ 25 M ast 1 ENSM USG 00000053693 chr 8: 84911902- 84937353 ENSM UST00000109741 4. 077 2. 488 0. 534 0. 479 - 1. 639 0. 0012 0. 0646 m icr ot ubule associat ed ser ine/ t hr eonine kinase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1861901]

chr 8 90, 309, 314 + CpG 0. 0092 0. 1839 0. 629 62. 903 0. 839 83. 929 0. 069 6. 921 1. 384 0. 102 10. 230 2. 046 0. 210 21. 025 C- O pen Sea I nt r on 1/ 6 Tox3 ENSM USG 00000043668 chr 8: 90247039- 90348343 ENSM UST00000109621 22. 640 14. 200 2. 049 3. 164 - 1. 594 0. 0017 0. 0706 TO X high m obilit y gr oup box f am ily m em ber  3 [ Sour ce: M G I  Sym bol; Acc: M G I : 3039593]

chr 8 90, 309, 314 + CpG 0. 0092 0. 1839 0. 629 62. 903 0. 839 83. 929 0. 069 6. 921 1. 384 0. 102 10. 230 2. 046 0. 210 21. 025 C- O pen Sea I nt r on 1/ 5 Tox3 ENSM USG 00000043668 chr 8: 90252705- 90348131 ENSM UST00000176616 6. 802 3. 929 0. 624 1. 182 - 1. 731 0. 0029 0. 0812 TO X high m obilit y gr oup box f am ily m em ber  3 [ Sour ce: M G I  Sym bol; Acc: M G I : 3039593]

chr 8 107, 387, 926 + CpG 0. 0343 0. 2026 0. 509 50. 909 0. 704 70. 423 0. 186 18. 620 3. 724 0. 163 16. 270 3. 254 0. 195 19. 513 - - O pen Sea Downst r eam Nqo1 ENSM USG 00000003849 chr 8: 107388224- 107403206 ENSM UST00000003947 9. 145 3. 666 1. 083 1. 309 - 2. 494 0. 0001 0. 0353 NAD( P) H dehydr ogenase,  quinone 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 103187]

chr 8 107, 389, 533 + CpG 0. 0246 0. 1457 0. 818 81. 818 0. 400 40. 000 0. 217 21. 654 4. 331 0. 341 34. 107 6. 821 - 0. 418 - 41. 818 - - O pen Sea I nt r on 5/ 5 Nqo1 ENSM USG 00000003849 chr 8: 107388224- 107403206 ENSM UST00000003947 9. 145 3. 666 1. 083 1. 309 - 2. 494 0. 0001 0. 0353 NAD( P) H dehydr ogenase,  quinone 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 103187]

chr 8 107, 559, 374 + CpG 0. 0312 0. 0365 0. 852 85. 185 0. 600 60. 000 0. 211 21. 095 4. 219 0. 276 27. 644 5. 529 - 0. 252 - 25. 185 T- O pen Sea Downst r eam Wwp2 ENSM USG 00000031930 chr 8: 107436364- 107558595 ENSM UST00000166615 13. 309 10. 794 1. 020 0. 384 - 1. 233 0. 0034 0. 0849 WW dom ain cont aining E3 ubiquit in pr ot ein ligase 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914144]

chr 8 111, 185, 041 + CpG 0. 0251 0. 0283 0. 263 26. 316 0. 548 54. 839 0. 385 38. 455 7. 691 0. 177 17. 716 3. 543 0. 285 28. 523 G G O pen Sea I nt r on 8/ 25 G lg1 ENSM USG 00000003316 chr 8: 111154420- 111259216 ENSM UST00000169020 40. 461 30. 679 2. 219 2. 093 - 1. 319 0. 0001 0. 0349 golgi appar at us pr ot ein 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 104967]

chr 8 111, 185, 053 + CpG 0. 0346 0. 0283 0. 263 26. 316 0. 533 53. 333 0. 373 37. 257 7. 451 0. 168 16. 849 3. 370 0. 270 27. 018 CA O pen Sea I nt r on 8/ 25 G lg1 ENSM USG 00000003316 chr 8: 111154420- 111259216 ENSM UST00000169020 40. 461 30. 679 2. 219 2. 093 - 1. 319 0. 0001 0. 0349 golgi appar at us pr ot ein 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 104967]

chr 8 111, 185, 128 + CpG 0. 0382 0. 0010 0. 192 19. 231 0. 480 48. 000 0. 206 20. 616 4. 123 0. 275 27. 550 5. 510 0. 288 28. 769 Check m anually O pen Sea I nt r on 8/ 25 G lg1 ENSM USG 00000003316 chr 8: 111154420- 111259216 ENSM UST00000169020 40. 461 30. 679 2. 219 2. 093 - 1. 319 0. 0001 0. 0349 golgi appar at us pr ot ein 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 104967]

chr 8 111, 253, 079 + CpG 0. 0072 0. 0227 0. 230 22. 951 0. 437 43. 697 0. 130 12. 957 2. 591 0. 211 21. 100 4. 220 0. 207 20. 747 - - O pen Sea I nt r on 1/ 25 G lg1 ENSM USG 00000003316 chr 8: 111154420- 111259216 ENSM UST00000169020 40. 461 30. 679 2. 219 2. 093 - 1. 319 0. 0001 0. 0349 golgi appar at us pr ot ein 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 104967]

chr 8 128, 717, 908 + CpG 0. 0288 0. 1251 0. 616 61. 644 0. 792 79. 167 0. 143 14. 260 2. 852 0. 229 22. 944 4. 589 0. 175 17. 523 TG O pen Sea I nt r on 9/ 15 I t gb1 ENSM USG 00000025809 chr 8: 128685653- 128733200 ENSM UST00000090006 63. 137 84. 506 4. 105 9. 259 1. 338 0. 0041 0. 0899 int egr in bet a 1 ( f ibr onect in r ecept or  bet a)  [ Sour ce: M G I  Sym bol; Acc: M G I : 96610]

chr 9 8, 114, 314 + CpG 0. 0062 0. 0067 0. 861 86. 111 0. 538 53. 846 0. 088 8. 768 1. 754 0. 247 24. 723 4. 945 - 0. 323 - 32. 265 t g O pen Sea I nt r on 3/ 10 Cep126 ENSM USG 00000040729 chr 9: 8076460- 8134294 ENSM UST00000037397 3. 570 2. 615 0. 404 0. 389 - 1. 365 0. 0052 0. 0966 cent r osom al pr ot ein 126 [ Sour ce: M G I  Sym bol; Acc: M G I : 2680221]

chr 9 32, 244, 808 + CpG 0. 0361 0. 0361 0. 702 70. 213 0. 462 46. 154 0. 125 12. 499 2. 500 0. 271 27. 073 5. 415 - 0. 241 - 24. 059 - - O pen Sea I nt r on 2/ 12 Ar hgap32 ENSM USG 00000041444 chr 9: 32224248- 32264245 ENSM UST00000168954 3. 202 2. 141 0. 199 0. 404 - 1. 496 0. 0021 0. 0733 Rho G TPase act ivat ing pr ot ein 32 [ Sour ce: M G I  Sym bol; Acc: M G I : 2450166]

chr 9 47, 752, 858 + CpG 0. 0458 0. 0078 0. 324 32. 432 0. 571 57. 143 0. 161 16. 103 3. 221 0. 359 35. 877 7. 175 0. 247 24. 710 G G O pen Sea I nt r on 1/ 6 Cadm 1 ENSM USG 00000032076 chr 9: 47530372- 47814054 ENSM UST00000151624 1. 064 3. 838 1. 116 0. 729 3. 606 0. 0024 0. 0775 cell adhesion m olecule 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1889272]

chr 9 53, 552, 749 + CpG 0. 0186 0. 0621 0. 492 49. 180 0. 701 70. 149 0. 301 30. 130 6. 026 0. 158 15. 768 3. 154 0. 210 20. 969 AG O pen Sea I nt r on 6/ 17 Npat ENSM USG 00000033054 chr 9: 53537046- 53574342 ENSM UST00000035850 5. 149 3. 989 0. 360 0. 433 - 1. 291 0. 0019 0. 0724 nuclear  pr ot ein in t he AT r egion [ Sour ce: M G I  Sym bol; Acc: M G I : 107605]

chr 9 53, 691, 599 + CpG 0. 0164 0. 0090 0. 500 50. 000 0. 826 82. 609 0. 249 24. 875 4. 975 0. 149 14. 879 2. 976 0. 326 32. 609 - - O pen Sea Downst r eam Rps6- ps3 ENSM USG 00000082465 chr 9: 53689533- 53690283 ENSM UST00000118010 1. 899 5. 174 0. 322 0. 853 2. 724 0. 0004 0. 0493 r ibosom al pr ot ein S6,  pseudogene 3 [ Sour ce: M G I  Sym bol; Acc: M G I : 3643565]

chr 9 55, 408, 913 + CpG 0. 0289 0. 0023 0. 400 40. 000 0. 800 80. 000 0. 297 29. 665 5. 933 0. 209 20. 917 4. 183 0. 400 40. 000 - - O pen Sea I nt r on 5/ 10 Tm em 266 ENSM USG 00000032313 chr 9: 55326948- 55438345 ENSM UST00000034862 1. 591 1. 052 0. 098 0. 174 - 1. 513 0. 0008 0. 0604 t r ansm em br ane pr ot ein 266 [ Sour ce: M G I  Sym bol; Acc: M G I : 2142980]

chr 9 59, 429, 757 + CpG 0. 0265 0. 1418 0. 500 50. 000 0. 723 72. 340 0. 265 26. 467 5. 293 0. 071 7. 130 1. 426 0. 223 22. 340 - - O pen Sea I nt r on 3/ 13 Ar ih1 ENSM USG 00000025234 chr 9: 59388257- 59486614 ENSM UST00000171975 12. 906 11. 665 0. 492 0. 405 - 1. 106 0. 0026 0. 0787 ar iadne RBR E3 ubiquit in pr ot ein ligase 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 1344363]

chr 9 75, 038, 971 + CpG 0. 0057 0. 1429 0. 400 40. 000 0. 800 80. 000 0. 363 36. 345 7. 269 0. 126 12. 637 2. 527 0. 400 40. 000 - C S Shor e I nt r on 2/ 4 Ar pp19 ENSM USG 00000007656 chr 9: 75037678- 75057710 ENSM UST00000164467 5. 906 9. 398 0. 756 0. 609 1. 591 0. 0001 0. 0346 cAM P- r egulat ed phosphopr ot ein 19 [ Sour ce: M G I  Sym bol; Acc: M G I : 1891691]

chr 9 80, 285, 705 + CpG 0. 0251 0. 7627 0. 813 81. 250 0. 559 55. 882 0. 127 12. 729 2. 546 0. 220 21. 954 4. 391 - 0. 254 - 25. 368 CA O pen Sea I nt r on 22/ 30 M yo6 ENSM USG 00000033577 chr 9: 80217628- 80311729 ENSM UST00000113266 13. 353 9. 057 0. 953 1. 703 - 1. 474 0. 0023 0. 0766 m yosin VI  [ Sour ce: M G I  Sym bol; Acc: M G I : 104785]

chr 9 83, 434, 296 + CpG 0. 0406 0. 0345 0. 548 54. 839 0. 828 82. 759 0. 300 30. 037 6. 007 0. 420 41. 967 8. 393 0. 279 27. 920 t a O pen Sea I nt r on 1/ 7 Lca5 ENSM USG 00000032258 chr 9: 83393418- 83441027 ENSM UST00000034791 1. 904 1. 530 0. 115 0. 127 - 1. 244 0. 0013 0. 0654 Leber  congenit al am aur osis 5 ( hum an)  [ Sour ce: M G I  Sym bol; Acc: M G I : 1923032]

chr 9 89, 209, 652 + CpG 0. 0214 0. 2909 0. 619 61. 905 0. 833 83. 333 0. 231 23. 146 4. 629 0. 087 8. 737 1. 747 0. 214 21. 429 - - N Shor e TSS 2000 M t hf s ENSM USG 00000066442 chr 9: 89211383- 89227278 ENSM UST00000118887 0. 783 1. 238 0. 187 0. 158 1. 581 0. 0034 0. 0849 5,  10- m et henylt et r ahydr of olat e synt het ase [ Sour ce: M G I  Sym bol; Acc: M G I : 1340032]

chr 9 104, 238, 209 + CpG 0. 0215 0. 4525 0. 500 50. 000 0. 826 82. 609 0. 279 27. 889 5. 578 0. 150 14. 959 2. 992 0. 326 32. 609 Check m anually O pen Sea I nt r on 3/ 55 Dnajc13 ENSM USG 00000032560 chr 9: 104151281- 104262930 ENSM UST00000035170 12. 281 9. 464 0. 441 1. 202 - 1. 298 0. 0043 0. 0908 DnaJ heat  shock pr ot ein f am ily ( Hsp40)  m em ber  C13 [ Sour ce: M G I  Sym bol; Acc: M G I : 2676368]

chr 9 108, 315, 666 + CpG 0. 0403 0. 0211 0. 296 29. 630 0. 593 59. 259 0. 184 18. 355 3. 671 0. 393 39. 291 7. 858 0. 296 29. 630 - - O pen Sea I nt r on 2/ 5 Rhoa ENSM USG 00000007815 chr 9: 108306128- 108337934 ENSM UST00000007959 81. 869 102. 886 2. 337 6. 883 1. 257 0. 0014 0. 0670 r as hom olog f am ily m em ber  A [ Sour ce: M G I  Sym bol; Acc: M G I : 1096342]

chr 9 113, 701, 947 + CpG 0. 0063 0. 0245 0. 744 74. 419 0. 452 45. 238 0. 093 9. 283 1. 857 0. 248 24. 751 4. 950 - 0. 292 - 29. 181 Check m anually O pen Sea I nt r on 1/ 17 Pdcd6ip ENSM USG 00000032504 chr 9: 113651743- 113708259 ENSM UST00000035086 21. 878 18. 544 0. 940 1. 556 - 1. 180 0. 0052 0. 0971 pr ogr am m ed cell deat h 6 int er act ing pr ot ein [ Sour ce: M G I  Sym bol; Acc: M G I : 1333753]

chr 9 113, 834, 814 + CpG 0. 0429 0. 8190 0. 615 61. 538 0. 862 86. 207 0. 201 20. 089 4. 018 0. 120 12. 044 2. 409 0. 247 24. 668 - - O pen Sea I nt r on 2/ 32 Clasp2 ENSM USG 00000033392 chr 9: 113812585- 113919682 ENSM UST00000111838 11. 118 8. 460 0. 999 0. 883 - 1. 314 0. 0022 0. 0749 CLI P associat ing pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1923749]

chr 9 113, 859, 308 + CpG 0. 0053 0. 0219 0. 400 40. 000 0. 774 77. 419 0. 212 21. 210 4. 242 0. 359 35. 896 7. 179 0. 374 37. 419 TG O pen Sea I nt r on 13/ 32 Clasp2 ENSM USG 00000033392 chr 9: 113812585- 113919682 ENSM UST00000111838 11. 118 8. 460 0. 999 0. 883 - 1. 314 0. 0022 0. 0749 CLI P associat ing pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1923749]

chr 9 114, 020, 444 + CpG 0. 0086 0. 1959 0. 435 43. 478 0. 800 80. 000 0. 257 25. 677 5. 135 0. 091 9. 129 1. 826 0. 365 36. 522 - - O pen Sea I nt r on 1/ 15 Fbxl2 ENSM USG 00000032507 chr 9: 113978036- 114026726 ENSM UST00000143180 5. 352 1. 939 0. 387 1. 175 - 2. 761 0. 0018 0. 0723 F- box and leucine- r ich r epeat  pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919429]

chr 9 114, 024, 865 + CpG 0. 0043 0. 0024 0. 323 32. 258 0. 578 57. 831 0. 152 15. 227 3. 045 0. 151 15. 054 3. 011 0. 256 25. 573 - - N Shor e I nt r on 1/ 15 Fbxl2 ENSM USG 00000032507 chr 9: 113978036- 114026726 ENSM UST00000143180 5. 352 1. 939 0. 387 1. 175 - 2. 761 0. 0018 0. 0723 F- box and leucine- r ich r epeat  pr ot ein 2 [ Sour ce: M G I  Sym bol; Acc: M G I : 1919429]

chr 9 119, 913, 461 + CpG 0. 0195 0. 0067 0. 545 54. 545 0. 857 85. 714 0. 379 37. 946 7. 589 0. 168 16. 771 3. 354 0. 312 31. 169 - - O pen Sea I nt r on 10/ 18 Wdr 48 ENSM USG 00000032512 chr 9: 119894877- 119926586 ENSM UST00000036561 9. 663 8. 831 0. 294 0. 199 - 1. 094 0. 0012 0. 0647 WD r epeat  dom ain 48 [ Sour ce: M G I  Sym bol; Acc: M G I : 1914811]

chr 9 121, 224, 976 + CpG 0. 0234 0. 0234 0. 559 55. 914 0. 723 72. 289 0. 137 13. 680 2. 736 0. 092 9. 153 1. 831 0. 164 16. 375 - - O pen Sea I nt r on 17/ 36 Ulk4 ENSM USG 00000040936 chr 9: 120964453- 121277197 ENSM UST00000171923 1. 647 0. 920 0. 149 0. 282 - 1. 791 0. 0021 0. 0738 unc- 51- like kinase 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 1921622]

chr X 7, 424, 745 + CpG 0. 0158 0. 0292 0. 595 59. 459 0. 317 31. 707 0. 358 35. 768 7. 154 0. 104 10. 368 2. 074 - 0. 278 - 27. 752 - - S Shor e TSS 2000 2010204K13Rik ENSM USG 00000063018 X: 7412102- 7422988 ENSM UST00000128571 3. 852 10. 057 1. 365 2. 381 2. 611 0. 0019 0. 0724 RI KEN cDNA 2010204K13 gene [ Sour ce: M G I  Sym bol; Acc: M G I : 1922859]

chr X 10, 218, 571 + CpG 0. 0341 0. 7117 0. 870 86. 957 0. 685 68. 519 0. 094 9. 441 1. 888 0. 193 19. 267 3. 853 - 0. 184 - 18. 438 - - S Shor e TSS 2000 Rpgr ENSM USG 00000031174 X: 10158215- 10216920 ENSM UST00000073392 4. 599 2. 581 0. 339 0. 421 - 1. 782 0. 0000 0. 0346 r et init is pigm ent osa G TPase r egulat or  [ Sour ce: M G I  Sym bol; Acc: M G I : 1344037]

chr X 52, 080, 521 + CpG 0. 0351 0. 0077 0. 604 60. 377 0. 889 88. 889 0. 291 29. 140 5. 828 0. 194 19. 374 3. 875 0. 285 28. 512 G T O pen Sea I nt r on 2/ 8 G pc4 ENSM USG 00000031119 X: 52053020- 52165252 ENSM UST00000033450 32. 166 43. 196 1. 762 4. 423 1. 343 0. 0031 0. 0827 glypican 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 104902]

chr X 52, 080, 606 + CpG 0. 0496 0. 0077 0. 333 33. 333 0. 630 62. 963 0. 209 20. 913 4. 183 0. 317 31. 658 6. 332 0. 296 29. 630 CA O pen Sea I nt r on 2/ 8 G pc4 ENSM USG 00000031119 X: 52053020- 52165252 ENSM UST00000033450 32. 166 43. 196 1. 762 4. 423 1. 343 0. 0031 0. 0827 glypican 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 104902]

chr X 52, 108, 105 + CpG 0. 0324 0. 0006 0. 647 64. 706 0. 847 84. 746 0. 183 18. 331 3. 666 0. 101 10. 097 2. 019 0. 200 20. 040 CA O pen Sea I nt r on 1/ 8 G pc4 ENSM USG 00000031119 X: 52053020- 52165252 ENSM UST00000033450 32. 166 43. 196 1. 762 4. 423 1. 343 0. 0031 0. 0827 glypican 4 [ Sour ce: M G I  Sym bol; Acc: M G I : 104902]

chr X 56, 633, 634 + CpG 0. 0134 0. 1425 0. 233 23. 256 0. 524 52. 381 0. 176 17. 619 3. 524 0. 215 21. 451 4. 290 0. 291 29. 125 AG O pen Sea I nt r on 8/ 8 Slc9a6 ENSM USG 00000060681 X: 56609756- 56634841 ENSM UST00000144068 1. 622 4. 585 0. 995 1. 150 2. 827 0. 0025 0. 0777 solut e car r ier  f am ily 9 ( sodium / hydr ogen exchanger ) ,  m em ber  6 [ Sour ce: M G I  Sym bol; Acc: M G I : 2443511]



chr X 74, 281, 027 + CpG 0. 0319 0. 3840 0. 909 90. 909 0. 690 68. 966 0. 420 41. 989 8. 398 0. 160 16. 007 3. 201 - 0. 219 - 21. 944 CG  near by N Shor e TSS 2000 Taz ENSM USG 00000009995 X: 74282696- 74290151 ENSM UST00000069722 15. 576 11. 860 1. 216 1. 724 - 1. 313 0. 0053 0. 0978 t af azzin [ Sour ce: M G I  Sym bol; Acc: M G I : 109626]

chr X 93, 390, 961 + CpG 0. 0081 0. 0081 0. 731 73. 148 0. 884 88. 393 0. 076 7. 602 1. 520 0. 252 25. 244 5. 049 0. 152 15. 245 - - O pen Sea I nt r on 35/ 36 Pola1 ENSM USG 00000006678 X: 93304766- 93632155 ENSM UST00000006856 1. 328 2. 101 0. 163 0. 278 1. 582 0. 0014 0. 0668 polym er ase ( DNA dir ect ed) ,  alpha 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 99660]

chr X 93, 423, 849 + CpG 0. 0142 0. 0262 0. 650 65. 000 0. 919 91. 892 0. 209 20. 917 4. 183 0. 070 7. 010 1. 402 0. 269 26. 892 Check m anually O pen Sea I nt r on 34/ 36 Pola1 ENSM USG 00000006678 X: 93304766- 93632155 ENSM UST00000006856 1. 328 2. 101 0. 163 0. 278 1. 582 0. 0014 0. 0668 polym er ase ( DNA dir ect ed) ,  alpha 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 99660]

chr X 93, 440, 224 + CpG 0. 0364 0. 0292 0. 488 48. 780 0. 645 64. 486 0. 143 14. 346 2. 869 0. 178 17. 815 3. 563 0. 157 15. 705 TC O pen Sea I nt r on 34/ 36 Pola1 ENSM USG 00000006678 X: 93304766- 93632155 ENSM UST00000006856 1. 328 2. 101 0. 163 0. 278 1. 582 0. 0014 0. 0668 polym er ase ( DNA dir ect ed) ,  alpha 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 99660]

chr X 93, 554, 189 + CpG 0. 0205 0. 2778 0. 487 48. 739 0. 676 67. 619 0. 242 24. 221 4. 844 0. 147 14. 662 2. 932 0. 189 18. 880 ct O pen Sea I nt r on 26/ 36 Pola1 ENSM USG 00000006678 X: 93304766- 93632155 ENSM UST00000006856 1. 328 2. 101 0. 163 0. 278 1. 582 0. 0014 0. 0668 polym er ase ( DNA dir ect ed) ,  alpha 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 99660]

chr X 93, 621, 532 + CpG 0. 0112 0. 2108 0. 450 45. 000 0. 813 81. 250 0. 291 29. 107 5. 821 0. 183 18. 318 3. 664 0. 363 36. 250 - - O pen Sea I nt r on 3/ 36 Pola1 ENSM USG 00000006678 X: 93304766- 93632155 ENSM UST00000006856 1. 328 2. 101 0. 163 0. 278 1. 582 0. 0014 0. 0668 polym er ase ( DNA dir ect ed) ,  alpha 1 [ Sour ce: M G I  Sym bol; Acc: M G I : 99660]

chr X 94, 795, 326 + CpG 0. 0013 0. 0022 0. 396 39. 623 0. 769 76. 923 0. 218 21. 763 4. 353 0. 142 14. 199 2. 840 0. 373 37. 300 CC N Shor e Check m anually G m 26617 ENSM USG 00000097340 X: 94793102- 94798237 ENSM UST00000180381 5. 099 3. 328 0. 214 0. 602 - 1. 532 0. 0016 0. 0701 pr edict ed gene,  26617 [ Sour ce: M G I  Sym bol; Acc: M G I : 5477111]

chr X 95, 055, 199 + CpG 0. 0425 0. 3799 0. 805 80. 488 0. 558 55. 814 0. 159 15. 869 3. 174 0. 233 23. 345 4. 669 - 0. 247 - 24. 674 - - O pen Sea I nt r on 8/ 9 Ar hgef 9 ENSM USG 00000025656 X: 95048934- 95166361 ENSM UST00000113876 1. 773 0. 967 0. 275 0. 270 - 1. 834 0. 0016 0. 0698 CDC42 guanine nucleot ide exchange f act or  ( G EF)  9 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442233]

chr X 95, 055, 199 + CpG 0. 0425 0. 3799 0. 805 80. 488 0. 558 55. 814 0. 159 15. 869 3. 174 0. 233 23. 345 4. 669 - 0. 247 - 24. 674 - - O pen Sea I nt r on 8/ 9 Ar hgef 9 ENSM USG 00000025656 X: 95048935- 95166408 ENSM UST00000113883 1. 587 0. 768 0. 320 0. 333 - 2. 067 0. 0042 0. 0905 CDC42 guanine nucleot ide exchange f act or  ( G EF)  9 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442233]

chr X 95, 057, 803 + CpG 0. 0424 0. 0730 0. 704 70. 370 0. 417 41. 667 0. 196 19. 589 3. 918 0. 332 33. 234 6. 647 - 0. 287 - 28. 704 - - O pen Sea I nt r on 8/ 9 Ar hgef 9 ENSM USG 00000025656 X: 95048934- 95166361 ENSM UST00000113876 1. 773 0. 967 0. 275 0. 270 - 1. 834 0. 0016 0. 0698 CDC42 guanine nucleot ide exchange f act or  ( G EF)  9 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442233]

chr X 95, 057, 803 + CpG 0. 0424 0. 0730 0. 704 70. 370 0. 417 41. 667 0. 196 19. 589 3. 918 0. 332 33. 234 6. 647 - 0. 287 - 28. 704 - - O pen Sea I nt r on 8/ 9 Ar hgef 9 ENSM USG 00000025656 X: 95048935- 95166408 ENSM UST00000113883 1. 587 0. 768 0. 320 0. 333 - 2. 067 0. 0042 0. 0905 CDC42 guanine nucleot ide exchange f act or  ( G EF)  9 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442233]

chr X 95, 067, 606 + CpG 0. 0053 0. 0587 0. 727 72. 727 0. 898 89. 773 0. 131 13. 061 2. 612 0. 129 12. 873 2. 575 0. 170 17. 045 t g O pen Sea I nt r on 7/ 9 Ar hgef 9 ENSM USG 00000025656 X: 95048934- 95166361 ENSM UST00000113876 1. 773 0. 967 0. 275 0. 270 - 1. 834 0. 0016 0. 0698 CDC42 guanine nucleot ide exchange f act or  ( G EF)  9 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442233]

chr X 95, 067, 606 + CpG 0. 0053 0. 0587 0. 727 72. 727 0. 898 89. 773 0. 131 13. 061 2. 612 0. 129 12. 873 2. 575 0. 170 17. 045 t g O pen Sea I nt r on 7/ 9 Ar hgef 9 ENSM USG 00000025656 X: 95048935- 95166408 ENSM UST00000113883 1. 587 0. 768 0. 320 0. 333 - 2. 067 0. 0042 0. 0905 CDC42 guanine nucleot ide exchange f act or  ( G EF)  9 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442233]

chr X 95, 089, 682 + CpG 0. 0376 0. 0883 0. 857 85. 714 0. 629 62. 857 0. 138 13. 819 2. 764 0. 087 8. 747 1. 749 - 0. 229 - 22. 857 - - O pen Sea I nt r on 4/ 9 Ar hgef 9 ENSM USG 00000025656 X: 95048934- 95166361 ENSM UST00000113876 1. 773 0. 967 0. 275 0. 270 - 1. 834 0. 0016 0. 0698 CDC42 guanine nucleot ide exchange f act or  ( G EF)  9 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442233]

chr X 95, 089, 682 + CpG 0. 0376 0. 0883 0. 857 85. 714 0. 629 62. 857 0. 138 13. 819 2. 764 0. 087 8. 747 1. 749 - 0. 229 - 22. 857 - - O pen Sea I nt r on 4/ 9 Ar hgef 9 ENSM USG 00000025656 X: 95048935- 95166408 ENSM UST00000113883 1. 587 0. 768 0. 320 0. 333 - 2. 067 0. 0042 0. 0905 CDC42 guanine nucleot ide exchange f act or  ( G EF)  9 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442233]

chr X 95, 140, 377 + CpG 0. 0161 0. 1686 0. 851 85. 149 0. 716 71. 552 0. 085 8. 517 1. 703 0. 119 11. 884 2. 377 - 0. 136 - 13. 597 - - O pen Sea I nt r on 1/ 9 Ar hgef 9 ENSM USG 00000025656 X: 95048934- 95166361 ENSM UST00000113876 1. 773 0. 967 0. 275 0. 270 - 1. 834 0. 0016 0. 0698 CDC42 guanine nucleot ide exchange f act or  ( G EF)  9 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442233]

chr X 95, 140, 377 + CpG 0. 0161 0. 1686 0. 851 85. 149 0. 716 71. 552 0. 085 8. 517 1. 703 0. 119 11. 884 2. 377 - 0. 136 - 13. 597 - - O pen Sea I nt r on 1/ 9 Ar hgef 9 ENSM USG 00000025656 X: 95048935- 95166408 ENSM UST00000113883 1. 587 0. 768 0. 320 0. 333 - 2. 067 0. 0042 0. 0905 CDC42 guanine nucleot ide exchange f act or  ( G EF)  9 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442233]

chr X 95, 143, 233 + CpG 0. 0159 0. 4131 0. 625 62. 500 0. 809 80. 851 0. 312 31. 243 6. 249 0. 056 5. 610 1. 122 0. 184 18. 351 - - O pen Sea I nt r on 1/ 9 Ar hgef 9 ENSM USG 00000025656 X: 95048934- 95166361 ENSM UST00000113876 1. 773 0. 967 0. 275 0. 270 - 1. 834 0. 0016 0. 0698 CDC42 guanine nucleot ide exchange f act or  ( G EF)  9 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442233]

chr X 95, 143, 233 + CpG 0. 0159 0. 4131 0. 625 62. 500 0. 809 80. 851 0. 312 31. 243 6. 249 0. 056 5. 610 1. 122 0. 184 18. 351 - - O pen Sea I nt r on 1/ 9 Ar hgef 9 ENSM USG 00000025656 X: 95048935- 95166408 ENSM UST00000113883 1. 587 0. 768 0. 320 0. 333 - 2. 067 0. 0042 0. 0905 CDC42 guanine nucleot ide exchange f act or  ( G EF)  9 [ Sour ce: M G I  Sym bol; Acc: M G I : 2442233]

chr X 99, 842, 802 + CpG 0. 0203 0. 0203 0. 732 73. 154 0. 602 60. 150 0. 130 13. 045 2. 609 0. 058 5. 846 1. 169 - 0. 130 - 13. 004 CC O pen Sea I nt r on 1/ 2 Tm em 28 ENSM USG 00000071719 X: 99821020- 99848790 ENSM UST00000096363 6. 366 4. 297 0. 402 0. 880 - 1. 481 0. 0037 0. 0877 t r ansm em br ane pr ot ein 28 [ Sour ce: M G I  Sym bol; Acc: M G I : 3648377]

chr X 134, 597, 784 + CpG 0. 0472 0. 0472 0. 706 70. 588 0. 511 51. 064 0. 144 14. 408 2. 882 0. 244 24. 412 4. 882 - 0. 195 - 19. 524 - - N Shelf I nt r on 1/ 6 G la ENSM USG 00000031266 X: 134588148- 134601125 ENSM UST00000033621 5. 779 8. 338 0. 714 0. 631 1. 443 0. 0003 0. 0475 galact osidase,  alpha [ Sour ce: M G I  Sym bol; Acc: M G I : 1347344]

chr X 134, 602, 459 + CpG 0. 0037 0. 0030 0. 541 54. 054 0. 865 86. 486 0. 149 14. 881 2. 976 0. 090 8. 952 1. 790 0. 324 32. 432 - - S Shor e TSS 1500 G la ENSM USG 00000031266 X: 134588148- 134601125 ENSM UST00000033621 5. 779 8. 338 0. 714 0. 631 1. 443 0. 0003 0. 0475 galact osidase,  alpha [ Sour ce: M G I  Sym bol; Acc: M G I : 1347344]

chr X 152, 304, 374 + CpG 0. 0107 0. 1799 0. 741 74. 074 0. 370 37. 037 0. 205 20. 494 4. 099 0. 223 22. 317 4. 463 - 0. 370 - 37. 037 - - O pen Sea I nt r on 2/ 2 Kant r ENSM USG 00000087403 X: 152294827- 152327495 ENSM UST00000195280 7. 363 4. 893 0. 453 1. 081 - 1. 505 0. 0044 0. 0911 Kdm 5c adjacent  non- coding t r anscr ipt  [ Sour ce: M G I  Sym bol; Acc: M G I : 1920247]

chr X 153, 140, 966 + CpG 0. 0099 0. 0093 0. 200 20. 000 0. 560 56. 000 0. 131 13. 095 2. 619 0. 361 36. 132 7. 226 0. 360 36. 000 CA S Shor e I nt r on 1/ 10 Rr agb ENSM USG 00000041658 X: 153139980- 153171943 ENSM UST00000039720 12. 427 8. 569 1. 412 1. 132 - 1. 450 0. 0016 0. 0701 Ras- r elat ed G TP binding B [ Sour ce: M G I  Sym bol; Acc: M G I : 3038613]

chr X 153, 168, 713 + CpG 0. 0494 0. 1983 0. 765 76. 471 0. 914 91. 379 0. 374 37. 438 7. 488 0. 131 13. 056 2. 611 0. 149 14. 909 - - O pen Sea I nt r on 9/ 10 Rr agb ENSM USG 00000041658 X: 153139980- 153171943 ENSM UST00000039720 12. 427 8. 569 1. 412 1. 132 - 1. 450 0. 0016 0. 0701 Ras- r elat ed G TP binding B [ Sour ce: M G I  Sym bol; Acc: M G I : 3038613]

chr X 164, 524, 903 + CpG 0. 0336 0. 0336 0. 520 52. 000 0. 821 82. 143 0. 375 37. 466 7. 493 0. 214 21. 396 4. 279 0. 301 30. 143 - - O pen Sea I nt r on 2/ 6 Asb9 ENSM USG 00000031384 X: 164506326- 164539752 ENSM UST00000033756 1. 448 4. 389 0. 756 0. 998 3. 032 0. 0010 0. 0625 ankyr in r epeat  and SO CS box- cont aining 9 [ Sour ce: M G I  Sym bol; Acc: M G I : 1916549]





sem a dom ain,  im m unoglobulin dom ain ( I g) ,  shor t  basic dom ain,  secr et ed,  ( sem aphor in)  3G  [ Sour ce: M G I  Sym bol; Acc: M G I : 3041242]



CpG site Gene symbol Chromosome unadjusted p-value Estimate_direction Genomic region

cg27653023 GPC4 chrX 1.51E-05 + T2D risk TSS200
cg27635069 NGF chr1 1.87E-05 - T2D risk 5'UTR
cg21919076 GRK5 chr10 1.90E-05 + T2D risk Body
cg06471042 MEIS2 chr15 3.75E-05 - T2D risk 5'UTR
cg06471042 MEIS2 chr15 3.75E-05 - T2D risk TSS200
cg06471042 MEIS2 chr15 3.75E-05 - T2D risk TSS1500
cg25381383 MEIS2 chr15 3.94E-05 - T2D risk TSS1500
cg18526361 PRKCB chr16 4.57E-05 - T2D risk TSS200
cg12989718 MGRN1 chr16 4.91E-05 + T2D risk Body
cg12989718 MGRN1 chr16 4.91E-05 + T2D risk 3'UTR
cg01815730 KIAA1217 chr10 5.78E-05 + T2D risk Body
cg24926872 ATP6V1H chr8 6.41E-05 - T2D risk 5'UTR
cg24926872 ATP6V1H chr8 6.41E-05 - T2D risk TSS200
cg01886741 BIRC5 chr17 8.84E-05 - T2D risk 1stExon
cg01886741 BIRC5 chr17 8.84E-05 - T2D risk 5'UTR
cg15848147 USP53 chr4 1.04E-04 - T2D risk TSS1500
cg16253064 STX6 chr1 1.30E-04 + T2D risk 3'UTR
cg17713780 ATP8A2 chr13 1.66E-04 - T2D risk TSS1500
cg15185106 AMD1 chr6 1.93E-04 - T2D risk TSS1500
cg02766895 TPCN1 chr12 2.18E-04 - T2D risk 5'UTR
cg07521618 PACS2 chr14 2.57E-04 + T2D risk Body
cg17489964 CTR9 chr11 2.78E-04 - T2D risk TSS200
cg03988778 SVIP chr11 2.91E-04 - T2D risk Body
cg09697668 CHID1 chr11 2.94E-04 + T2D risk 5'UTR
cg02529459 PDLIM5 chr4 3.03E-04 + T2D risk 5'UTR
cg02529459 PDLIM5 chr4 3.03E-04 + T2D risk Body
cg17714232 ITGA1 chr5 3.17E-04 - T2D risk Body
cg16563929 DIP2C chr10 3.29E-04 - T2D risk Body
cg26435149 ERC2 chr3 3.72E-04 - T2D risk 3'UTR
cg23098236 UBE2K chr4 3.75E-04 + T2D risk Body
cg21568240 TAB2 chr6 3.83E-04 - T2D risk 5'UTR
cg21568240 TAB2 chr6 3.83E-04 - T2D risk Body
cg20891097 MEIS2 chr15 4.56E-04 + T2D risk 5'UTR
cg20891097 MEIS2 chr15 4.56E-04 + T2D risk 1stExon
cg20891097 MEIS2 chr15 4.56E-04 + T2D risk Body
cg20891097 MEIS2 chr15 4.56E-04 + T2D risk TSS1500
cg07374160 TANC2 chr17 4.71E-04 - T2D risk Body
cg18261462 SKAP1 chr17 4.78E-04 - T2D risk TSS200
cg10478435 KCNJ12 chr17 5.42E-04 - T2D risk 5'UTR
cg17455939 ATP2B1 chr12 5.46E-04 + T2D risk Body
cg02556117 KDM4B chr19 5.50E-04 + T2D risk Body
cg27526736 PDE8A chr15 5.60E-04 + T2D risk 5'UTR
cg27526736 PDE8A chr15 5.60E-04 + T2D risk Body
cg20897685 SPOCK1 chr5 5.63E-04 - T2D risk 5'UTR
cg08442823 PHF21A chr11 5.99E-04 + T2D risk 3'UTR
cg20027894 SGSM2 chr17 6.24E-04 + T2D risk Body
cg02145324 NPAT chr11 6.31E-04 - T2D risk Body
cg17711763 ANK2 chr4 6.33E-04 - T2D risk 1stExon
cg17711763 ANK2 chr4 6.33E-04 - T2D risk 5'UTR
cg10051299 PACS2 chr14 6.40E-04 - T2D risk TSS1500
cg01355382 PHF21A chr11 6.42E-04 + T2D risk 3'UTR
cg19769147 PACS2 chr14 6.45E-04 + T2D risk Body
cg07620889 RHBDD1 chr2 6.46E-04 - T2D risk TSS200
cg23299156 ST20 chr15 6.59E-04 + T2D risk 5'UTR
cg22066262 ROBO2 chr3 6.74E-04 - T2D risk Body
cg13795589 ULK4 chr3 6.89E-04 + T2D risk Body
cg10988513 DLL4 chr15 7.15E-04 + T2D risk Body
cg16495675 RTN4 chr2 7.30E-04 + T2D risk TSS200
cg16495675 RTN4 chr2 7.30E-04 + T2D risk Body
cg12091254 PDLIM5 chr4 7.35E-04 - T2D risk 5'UTR
cg12091254 PDLIM5 chr4 7.35E-04 - T2D risk Body
cg11479000 APC chr5 7.63E-04 - T2D risk 5'UTR

Supplementary Table S13:  Prospective association between T2D and DNA methylation in blood cells of participants in a nested
case-control subcohort from EPIC-Potsdam study. All CpG sites used in the analysis are included in the table. Methylation profiles
were assessed by 850K arrays.



cg00067574 RHOQ chr2 7.73E-04 - T2D risk 1stExon
cg25625815 CUX2 chr12 7.78E-04 + T2D risk Body
cg04094829 CUX1 chr7 7.78E-04 + T2D risk Body
cg04583637 RAP2A chr13 7.96E-04 + T2D risk TSS1500
cg20011562 PHACTR1 chr6 8.00E-04 - T2D risk Body
cg10107779 GGPS1 chr1 8.31E-04 - T2D risk TSS1500
cg27365342 PHACTR1 chr6 8.54E-04 + T2D risk Body
cg00025991 DIP2C chr10 8.68E-04 + T2D risk TSS1500
cg13580196 PDE8A chr15 8.94E-04 - T2D risk Body
cg18540455 CLASP2 chr3 9.36E-04 - T2D risk 5'UTR
cg18540455 CLASP2 chr3 9.36E-04 - T2D risk 1stExon
cg25593249 ERC2 chr3 9.89E-04 + T2D risk 3'UTR
cg05347173 TJP1 chr15 0.001068441 - T2D risk Body
cg15933216 KIAA1109 chr4 0.001070679 - T2D risk Body
cg21008098 ZHX2 chr8 0.001083752 - T2D risk TSS1500
cg01843524 ST20 chr15 0.001083862 - T2D risk TSS200
cg06178492 COL4A1 chr13 0.001137303 + T2D risk Body
cg08635723 ATXN1 chr6 0.00116436 - T2D risk 5'UTR
cg22371518 MET chr7 0.001290006 - T2D risk Body
cg26462239 NPEPPS chr17 0.001294059 + T2D risk 1stExon
cg22192368 ANK2 chr4 0.001298803 + T2D risk Body
cg22928497 ANK3 chr10 0.001388522 - T2D risk Body
cg01246802 PRKAG2 chr7 0.001390888 + T2D risk Body
cg19825305 CLOCK chr4 0.001441711 - T2D risk Body
cg16854293 USP53 chr4 0.001446955 - T2D risk 5'UTR
cg04979551 CREBBP chr16 0.00149869 - T2D risk Body
cg13504410 DYNC1I2 chr2 0.001511245 - T2D risk Body
cg16505702 EFR3A chr8 0.001512458 + T2D risk Body
cg14225031 LMX1B chr9 0.001543898 - T2D risk Body
cg18913076 TSGA10 chr2 0.001589244 + T2D risk TSS200
cg04382468 CLEC16A chr16 0.001613303 + T2D risk Body
cg26309715 DYNC1I1 chr7 0.001669947 - T2D risk Body
cg05572930 RNF217 chr6 0.001714967 - T2D risk 3'UTR
cg18594405 CUX1 chr7 0.001736718 + T2D risk Body
cg04747406 ANK3 chr10 0.001741236 + T2D risk Body
cg25637388 CLASP2 chr3 0.001780222 - T2D risk Body
cg09219986 RHOA chr3 0.001856579 - T2D risk Body
cg02251315 PACRG chr6 0.001859027 - T2D risk Body
cg02403951 RBBP6 chr16 0.001874039 + T2D risk Body
cg07438412 PACS2 chr14 0.001880501 + T2D risk Body
cg26670792 LMX1B chr9 0.001901158 - T2D risk TSS200
cg06121031 KDM4B chr19 0.001951148 + T2D risk Body
cg02763189 APBA1 chr9 0.001974492 + T2D risk 3'UTR
cg21729242 FLT1 chr13 0.002008309 - T2D risk Body
cg09699430 CMTR1 chr6 0.002023642 - T2D risk Body
cg25398032 PDLIM5 chr4 0.002043356 + T2D risk TSS1500
cg00333583 PDE8A chr15 0.002047574 - T2D risk Body
cg02552307 PTPRU chr1 0.002057286 + T2D risk Body
cg22354782 NGF chr1 0.002098306 - T2D risk TSS1500
cg27347728 LAP3 chr4 0.002114158 - T2D risk TSS200
cg26909924 LAMA4 chr6 0.002128141 + T2D risk Body
cg04349506 DNAH9 chr17 0.0021415 - T2D risk Body
cg12350036 CREBBP chr16 0.002142327 + T2D risk Body
cg07248377 MGRN1 chr16 0.002155533 + T2D risk Body
cg11417616 TJP1 chr15 0.002175818 - T2D risk Body
cg03929722 PRKAG2 chr7 0.002186145 + T2D risk Body
cg06900418 PRKAG2 chr7 0.002298161 - T2D risk 5'UTR
cg06900418 PRKAG2 chr7 0.002298161 - T2D risk 1stExon
cg01996920 AGPAT3 chr21 0.002300607 + T2D risk Body
cg14694038 KDM4B chr19 0.002367778 + T2D risk Body
cg20873527 RAP1GAP2 chr17 0.002369685 + T2D risk Body
cg02198983 NDUFB3 chr2 0.002385657 + T2D risk TSS200
cg05235431 RAP1GAP2 chr17 0.002398723 + T2D risk Body
cg11141437 RAP1GAP2 chr17 0.002444243 + T2D risk Body
cg09244071 CUX1 chr7 0.0025135 + T2D risk Body
cg14156405 RGS7 chr1 0.00253313 - T2D risk 1stExon
cg14156405 RGS7 chr1 0.00253313 - T2D risk 5'UTR
cg08668411 PDE8A chr15 0.002556717 - T2D risk TSS200
cg08668411 PDE8A chr15 0.002556717 - T2D risk 5'UTR
cg16531855 DNAJC13 chr3 0.002721789 - T2D risk Body



cg17720614 KREMEN1 chr22 0.002738005 - T2D risk TSS1500
cg17720614 KREMEN1 chr22 0.002738005 - T2D risk TSS200
cg08516083 PLEKHG3 chr14 0.002740396 + T2D risk Body
cg05947499 TPCN1 chr12 0.002801892 + T2D risk Body
cg16936281 CHID1 chr11 0.002838921 + T2D risk 1stExon
cg16936281 CHID1 chr11 0.002838921 + T2D risk 5'UTR
cg08990088 NUF2 chr1 0.002860961 - T2D risk 5'UTR
cg02750234 NF1 chr17 0.002898285 - T2D risk Body
cg00901652 CTR9 chr11 0.002910943 - T2D risk TSS1500
cg08090017 IFT74 chr9 0.00296211 - T2D risk 5'UTR
cg09914263 TENM2 chr5 0.002971172 - T2D risk Body
cg15881944 SRPK2 chr7 0.003118412 - T2D risk Body
cg02089787 PPFIBP1 chr12 0.003120478 - T2D risk 5'UTR
cg13653144 LMX1B chr9 0.003135065 - T2D risk TSS1500
cg03857847 CLASP2 chr3 0.00313611 - T2D risk Body
cg03857847 CLASP2 chr3 0.00313611 - T2D risk TSS1500
cg15266530 CALD1 chr7 0.003222097 - T2D risk 5'UTR
cg24409063 RAP1GAP2 chr17 0.00323431 - T2D risk Body
cg17861458 DIP2C chr10 0.003329542 + T2D risk Body
cg01047904 PDE3A chr12 0.003331273 - T2D risk TSS1500
cg02206526 ADCY5 chr3 0.003379193 + T2D risk Body
cg03910724 PRKCE chr2 0.003404074 - T2D risk Body
cg26068141 NCOA2 chr8 0.00343328 - T2D risk 5'UTR
cg00063703 PDE3A chr12 0.003493844 - T2D risk TSS1500
cg00063535 TPCN1 chr12 0.00351693 + T2D risk Body
cg21122370 SLIT3 chr5 0.00352687 - T2D risk TSS1500
cg03120841 ASH1L chr1 0.00354398 - T2D risk Body
cg11009792 NQO1 chr16 0.003566338 - T2D risk 5'UTR
cg11009792 NQO1 chr16 0.003566338 - T2D risk TSS200
cg11009792 NQO1 chr16 0.003566338 - T2D risk 1stExon
cg01443775 PDE7A chr8 0.003624916 + T2D risk 3'UTR
cg19885761 CPLX2 chr5 0.003663577 - T2D risk 5'UTR
cg19885761 CPLX2 chr5 0.003663577 - T2D risk 1stExon
cg16789104 SKAP1 chr17 0.003664524 - T2D risk TSS200
cg04138502 ADCY5 chr3 0.003666873 - T2D risk TSS200
cg14922223 NUF2 chr1 0.003703843 - T2D risk TSS200
cg22007739 ASH1L chr1 0.003704614 + T2D risk 3'UTR
cg09814034 CDH22 chr20 0.003757244 + T2D risk Body
cg01089538 ST6GAL1 chr3 0.003770521 + T2D risk 5'UTR
cg21113509 ATRN chr20 0.003801463 + T2D risk Body
cg27509153 ERC2 chr3 0.00380225 + T2D risk Body
cg04301450 RAP1GAP2 chr17 0.003860252 + T2D risk Body
cg20578356 SEC31A chr4 0.003871252 + T2D risk Body
cg16092330 PACS2 chr14 0.003882573 - T2D risk 3'UTR
cg07351637 GALK2 chr15 0.003899757 - T2D risk Body
cg14433374 SCAF8 chr6 0.003908965 + T2D risk Body
cg01000056 ANK3 chr10 0.003912277 - T2D risk Body
cg15063355 CHFR chr12 0.00392493 - T2D risk TSS1500
cg17918777 ST20 chr15 0.003962481 - T2D risk 5'UTR
cg17918777 ST20 chr15 0.003962481 - T2D risk Body
cg24852777 CUX2 chr12 0.00405559 + T2D risk Body
cg01956003 MTHFS chr15 0.004088613 + T2D risk TSS1500
cg17823892 PDE8A chr15 0.004109686 - T2D risk TSS200
cg07750706 PLAGL1 chr6 0.004113839 - T2D risk 5'UTR
cg01360545 ANK3 chr10 0.004117363 - T2D risk Body
cg00499245 DIP2C chr10 0.004154011 + T2D risk Body
cg16004202 FNIP2 chr4 0.004194574 - T2D risk TSS1500
cg01431319 TIMM23 chr10 0.004212516 - T2D risk Body
cg16520815 MGRN1 chr16 0.0042219 + T2D risk Body
cg08288320 NQO1 chr16 0.00424129 + T2D risk Body
cg01703291 PDE8A chr15 0.004276716 + T2D risk Body
cg24089600 COL4A1 chr13 0.004299712 - T2D risk TSS1500
cg22428867 PDE7A chr8 0.004302285 - T2D risk Body
cg18455616 INPP4A chr2 0.004336491 - T2D risk 5'UTR
cg25271919 NGLY1 chr3 0.004388735 - T2D risk 1stExon
cg25271919 OXSM chr3 0.004388735 - T2D risk TSS200
cg25271919 NGLY1 chr3 0.004388735 - T2D risk 5'UTR
cg04900927 MAN1A1 chr6 0.004506392 - T2D risk Body
cg09630589 ARPP19 chr15 0.00451213 - T2D risk Body
cg10587454 EFR3A chr8 0.004513776 + T2D risk Body



cg21906038 UNC80 chr2 0.004520735 - T2D risk TSS1500
cg14083707 AGPAT3 chr21 0.004565736 - T2D risk 5'UTR
cg21340207 COL4A1 chr13 0.004580633 - T2D risk Body
cg21463518 PRKAG2 chr7 0.004605709 + T2D risk Body
cg03182620 DIP2C chr10 0.004647339 - T2D risk Body
cg26155318 YWHAQ chr2 0.004653932 + T2D risk Body
cg00678114 SGSM2 chr17 0.004665825 + T2D risk Body
cg24902461 GRK5 chr10 0.004765547 - T2D risk Body
cg13096859 ATP8A2 chr13 0.004841539 - T2D risk Body
cg18126938 RGS7 chr1 0.004842185 - T2D risk Body
cg09265397 NOTCH3 chr19 0.004867554 - T2D risk Body
cg26134124 TOP2A chr17 0.004891576 + T2D risk TSS1500
cg00172488 TMEM131 chr2 0.004951332 + T2D risk Body
cg19734201 UBE2K chr4 0.004962651 - T2D risk TSS200
cg21269164 ST20 chr15 0.004978811 - T2D risk TSS200
cg21269164 ST20 chr15 0.004978811 - T2D risk Body
cg10338829 ASXL2 chr2 0.005009175 - T2D risk Body
cg20511056 TMEM59 chr1 0.005132982 - T2D risk TSS1500
cg03416665 PDLIM5 chr4 0.005223576 - T2D risk 5'UTR
cg03416665 PDLIM5 chr4 0.005223576 - T2D risk Body
cg23098052 SCARB2 chr4 0.005272136 - T2D risk Body
cg03874197 RANBP17 chr5 0.005283595 + T2D risk Body
cg11588103 ZHX2 chr8 0.005290043 + T2D risk 5'UTR
cg03245195 ARL8B chr3 0.005322025 + T2D risk Body
cg18974117 ATRNL1 chr10 0.005338773 - T2D risk Body
cg11594811 CADM1 chr11 0.005366298 - T2D risk Body
cg06351796 ATXN1 chr6 0.005372827 - T2D risk 5'UTR
cg15032909 RANBP17 chr5 0.005455446 - T2D risk 3'UTR
cg07584692 CLEC16A chr16 0.005462121 - T2D risk Body
cg16675193 USP29 chr19 0.005474545 - T2D risk TSS1500
cg24509104 PDE3A chr12 0.005554818 - T2D risk 3'UTR
cg18227776 NCOA2 chr8 0.005592484 + T2D risk Body
cg20883943 DDC chr7 0.005598447 - T2D risk 5'UTR
cg23098114 KDM4B chr19 0.005637612 + T2D risk 5'UTR
cg12107278 TAB2 chr6 0.005696056 - T2D risk Body
cg03894975 PTPRU chr1 0.00571503 - T2D risk Body
cg23978242 DIP2C chr10 0.005737457 - T2D risk Body
cg01678580 MGRN1 chr16 0.005737906 + T2D risk TSS1500
cg22752532 TSC22D1 chr13 0.005772852 - T2D risk Body
cg22752532 TSC22D1 chr13 0.005772852 - T2D risk TSS200
cg10908196 MGRN1 chr16 0.005794782 + T2D risk Body
cg13636817 DNAH9 chr17 0.005835344 - T2D risk Body
cg17148755 CUX1 chr7 0.005840146 + T2D risk Body
cg14416337 CDK8 chr13 0.005891572 + T2D risk TSS1500
cg22549984 DIP2C chr10 0.005898339 + T2D risk Body
cg20515302 MEIS2 chr15 0.005902086 + T2D risk 5'UTR
cg20515302 MEIS2 chr15 0.005902086 + T2D risk 1stExon
cg20515302 MEIS2 chr15 0.005902086 + T2D risk Body
cg20515302 MEIS2 chr15 0.005902086 + T2D risk TSS1500
cg24004414 CLOCK chr4 0.005905888 + T2D risk 5'UTR
cg09571420 CNTNAP2 chr7 0.005997844 - T2D risk TSS1500
cg12569592 ATXN1 chr6 0.006020625 + T2D risk 5'UTR
cg24886785 ERC2 chr3 0.006051361 + T2D risk 3'UTR
cg21751491 SMG7 chr1 0.00606642 - T2D risk TSS200
cg07689561 TAB2 chr6 0.006120769 - T2D risk 5'UTR
cg07689561 TAB2 chr6 0.006120769 - T2D risk Body
cg12111758 CUX2 chr12 0.006201607 - T2D risk Body
cg00506389 ERC2 chr3 0.006237414 + T2D risk 3'UTR
cg26673396 ST20 chr15 0.006239926 + T2D risk 5'UTR
cg16605751 NCOA7 chr6 0.006243233 - T2D risk 5'UTR
cg05203917 PDE8A chr15 0.006254277 + T2D risk Body
cg14720888 CNTROB chr17 0.006259742 - T2D risk TSS200
cg20406576 PRKAG2 chr7 0.00628517 + T2D risk Body
cg24065957 ARL15 chr5 0.006295462 - T2D risk Body
cg23680523 TPCN1 chr12 0.006360328 + T2D risk Body
cg25819424 RAP1GAP2 chr17 0.006366161 + T2D risk Body
cg04761980 TTC28 chr22 0.006389686 - T2D risk Body
cg23000765 GALK2 chr15 0.006422742 - T2D risk Body
cg23000765 GALK2 chr15 0.006422742 - T2D risk TSS200
cg13492133 SMG7 chr1 0.006527223 + T2D risk Body



cg06986184 PDE7A chr8 0.006546778 + T2D risk 3'UTR
cg05994652 ULK4 chr3 0.006606282 + T2D risk Body
cg27130075 COL4A1 chr13 0.006781246 + T2D risk Body
cg21982700 POC1B chr12 0.006808293 + T2D risk TSS200
cg21982700 POC1B chr12 0.006808293 + T2D risk TSS1500
cg03325406 GLG1 chr16 0.006809804 + T2D risk TSS200
cg13762595 PHACTR1 chr6 0.006818572 - T2D risk Body
cg09409594 ATXN1 chr6 0.006877008 + T2D risk 5'UTR
cg23511374 NUP98 chr11 0.006915526 - T2D risk TSS200
cg21929771 PTPRU chr1 0.006986247 - T2D risk Body
cg17161697 ASH1L chr1 0.006990552 + T2D risk Body
cg26690956 SLIT3 chr5 0.007030568 - T2D risk Body
cg05134183 GLG1 chr16 0.007063329 + T2D risk 3'UTR
cg05134183 GLG1 chr16 0.007063329 + T2D risk Body
cg11803871 ADCY5 chr3 0.007066305 - T2D risk Body
cg24734184 PPP1R12A chr12 0.007072754 + T2D risk Body
cg03794759 SPOCK1 chr5 0.007081625 - T2D risk Body
cg13969273 NQO1 chr16 0.007130375 + T2D risk TSS200
cg08491843 ZHX2 chr8 0.00713649 + T2D risk 5'UTR
cg16718760 ERC2 chr3 0.007232838 - T2D risk Body
cg10448724 DIP2C chr10 0.007241279 - T2D risk Body
cg01962428 DKK2 chr4 0.007272804 - T2D risk 1stExon
cg01962428 DKK2 chr4 0.007272804 - T2D risk 5'UTR
cg11955954 RAP1GAP2 chr17 0.007324665 - T2D risk Body
cg18500826 MDM1 chr12 0.007393809 - T2D risk Body
cg10958924 MEIS2 chr15 0.007417543 - T2D risk 5'UTR
cg10958924 MEIS2 chr15 0.007417543 - T2D risk 1stExon
cg10958924 MEIS2 chr15 0.007417543 - T2D risk Body
cg10958924 MEIS2 chr15 0.007417543 - T2D risk TSS1500
cg17160384 CCNB1 chr5 0.007439673 - T2D risk TSS200
cg00793166 ATP6V1A chr3 0.007440874 - T2D risk 5'UTR
cg11075883 CNTNAP2 chr7 0.007447529 - T2D risk Body
cg09873502 ATP6V1H chr8 0.00749291 - T2D risk Body
cg10083889 CLEC16A chr16 0.007514434 + T2D risk Body
cg07781445 RAP1GAP2 chr17 0.007517485 + T2D risk Body
cg11553068 PACS2 chr14 0.007544829 - T2D risk 1stExon
cg11553068 PACS2 chr14 0.007544829 - T2D risk 5'UTR
cg10090769 MGRN1 chr16 0.007564295 + T2D risk 3'UTR
cg15862380 DIP2C chr10 0.007607121 + T2D risk Body
cg11806203 EVI5 chr1 0.007648912 + T2D risk Body
cg19423197 ATP6V1A chr3 0.0076568 - T2D risk TSS1500
cg21851032 PRKCE chr2 0.007734647 + T2D risk Body
cg05661869 DIP2C chr10 0.00782938 - T2D risk Body
cg02790021 SEZ6L chr22 0.007838159 - T2D risk TSS200
cg09872841 ITPKB chr1 0.00785932 + T2D risk Body
cg10055059 NOL4 chr18 0.007886349 - T2D risk Body
cg23799375 PACRG chr6 0.007995603 - T2D risk TSS200
cg23799375 PACRG chr6 0.007995603 - T2D risk TSS1500
cg00856223 TTC28 chr22 0.007999044 - T2D risk Body
cg06397510 PTP4A2 chr1 0.00802195 - T2D risk 5'UTR
cg06397510 PTP4A2 chr1 0.00802195 - T2D risk 1stExon
cg15255263 CUX1 chr7 0.008100965 + T2D risk Body
cg04959674 MMS19 chr10 0.008110411 - T2D risk Body
cg19062098 HNRNPA2B1 chr7 0.008148214 + T2D risk Body
cg14124980 RBM4 chr11 0.008227208 + T2D risk TSS1500
cg14105047 PDLIM5 chr4 0.008257208 - T2D risk TSS1500
cg22287067 NOL4 chr18 0.008308784 - T2D risk TSS200
cg08005692 ASH1L chr1 0.008336224 + T2D risk 5'UTR
cg02763019 LCA5 chr6 0.008348813 - T2D risk 5'UTR
cg17035311 INPP4A chr2 0.008356075 + T2D risk Body
cg01570055 ST8SIA1 chr12 0.008464951 + T2D risk 3'UTR
cg27456274 ANKHD1 chr5 0.008468293 - T2D risk 5'UTR
cg27456274 ANKHD1 chr5 0.008468293 - T2D risk 1stExon
cg02174680 RGS7 chr1 0.00847966 - T2D risk TSS200
cg11222527 ITPKB chr1 0.008498374 + T2D risk TSS200
cg07594478 ARIH1 chr15 0.008642714 - T2D risk TSS200
cg13590863 GLG1 chr16 0.008689471 - T2D risk Body
cg06439603 DIP2C chr10 0.008739338 - T2D risk Body
cg03505179 PRKD1 chr14 0.008787586 + T2D risk Body
cg26132449 TPCN1 chr12 0.008788732 - T2D risk Body



cg17274632 GRK5 chr10 0.008788935 + T2D risk Body
cg24312719 EVI5 chr1 0.008955478 - T2D risk Body
cg26886089 CUX1 chr7 0.008968191 - T2D risk Body
cg05702952 PDK1 chr2 0.009002219 + T2D risk 1stExon
cg17140307 EVI5 chr1 0.009031365 - T2D risk Body
cg21281892 LYVE1 chr11 0.009040953 - T2D risk TSS200
cg17038116 ASH1L chr1 0.009046406 - T2D risk TSS1500
cg01681049 SCAF8 chr6 0.009114718 - T2D risk Body
cg19313015 CHFR chr12 0.009122229 - T2D risk TSS200
cg04238959 YWHAQ chr2 0.009128682 - T2D risk Body
cg10739684 PHF21A chr11 0.009132542 + T2D risk TSS1500
cg25432913 PACS2 chr14 0.00915193 - T2D risk 5'UTR
cg21995039 NF1 chr17 0.009210737 - T2D risk Body
cg10037579 PRKAG2 chr7 0.009254969 + T2D risk Body
cg00385906 MAN1A2 chr1 0.009292215 - T2D risk 1stExon
cg00385906 MAN1A2 chr1 0.009292215 - T2D risk 5'UTR
cg19191594 AGPAT3 chr21 0.009351094 + T2D risk 5'UTR
cg00956010 SGSM2 chr17 0.009370592 - T2D risk TSS1500
cg13547577 PRKCE chr2 0.009407179 - T2D risk TSS200
cg08486948 PRKCE chr2 0.009423927 + T2D risk Body
cg00877966 IFT74 chr9 0.009452683 - T2D risk 5'UTR
cg00877966 IFT74 chr9 0.009452683 - T2D risk TSS200
cg05209405 NCOA7 chr6 0.009474012 - T2D risk 5'UTR
cg05209405 NCOA7 chr6 0.009474012 - T2D risk Body
cg26958426 NUP98 chr11 0.009488816 + T2D risk Body
cg26958426 NUP98 chr11 0.009488816 + T2D risk ExonBnd
cg15767155 ATP6V1H chr8 0.009582786 - T2D risk TSS200
cg15767155 ATP6V1H chr8 0.009582786 - T2D risk 5'UTR
cg15767155 ATP6V1H chr8 0.009582786 - T2D risk 1stExon
cg24274982 HNRNPA2B1 chr7 0.009668569 - T2D risk TSS200
cg15532138 CNTROB chr17 0.009678249 - T2D risk Body
cg23276187 SGSM2 chr17 0.009700044 - T2D risk TSS1500
cg11731414 ATXN1 chr6 0.009718634 + T2D risk 5'UTR
cg23733029 TJP1 chr15 0.009737155 - T2D risk Body
cg08122691 SCAF11 chr12 0.009741984 - T2D risk 5'UTR
cg11394115 ANK3 chr10 0.009748537 - T2D risk 1stExon
cg11394115 ANK3 chr10 0.009748537 - T2D risk 5'UTR
cg27237834 DNAJC13 chr3 0.009771705 - T2D risk Body
cg24494587 COL4A1 chr13 0.009778563 + T2D risk Body
cg21227845 RSF1 chr11 0.009787686 - T2D risk TSS200
cg14739926 RBBP6 chr16 0.009852285 + T2D risk 3'UTR
cg25418947 CALD1 chr7 0.009868578 - T2D risk Body
cg23336452 DIP2C chr10 0.009873616 + T2D risk Body
cg00573191 DNAJC13 chr3 0.00992477 - T2D risk Body
cg10721149 SCGN chr6 0.00993228 - T2D risk TSS200
cg01320657 TSGA10 chr2 0.009999317 - T2D risk TSS1500
cg18971502 RCAN2 chr6 0.010010364 - T2D risk 3'UTR
cg05192326 KIAA1217 chr10 0.010267053 - T2D risk 5'UTR
cg06553422 WIZ chr19 0.010294559 - T2D risk 5'UTR
cg20634733 CNTROB chr17 0.010300745 - T2D risk TSS200
cg05207834 SPAG9 chr17 0.01033824 - T2D risk TSS1500
cg23837756 ITGB1 chr10 0.01034482 - T2D risk TSS200
cg23837756 ITGB1 chr10 0.01034482 - T2D risk TSS1500
cg06540331 ACTN4 chr19 0.010358664 - T2D risk Body
cg06540331 ACTN4 chr19 0.010358664 - T2D risk ExonBnd
cg04848426 UXS1 chr2 0.010373127 - T2D risk Body
cg05931940 CLASP2 chr3 0.01040296 + T2D risk TSS200
cg07091346 CHID1 chr11 0.010505961 + T2D risk Body
cg05235126 TTC28 chr22 0.010538662 - T2D risk Body
cg10396491 ZHX2 chr8 0.01053938 + T2D risk 5'UTR
cg10180367 KIAA0355 chr19 0.010611865 - T2D risk Body
cg22244725 SPOCK1 chr5 0.010614202 - T2D risk Body
cg06571425 CUX2 chr12 0.010664265 + T2D risk Body
cg01454124 TENM2 chr5 0.01070171 - T2D risk Body
cg17253835 DACH1 chr13 0.010809252 + T2D risk Body
cg01209914 PTPRU chr1 0.010849381 + T2D risk Body
cg23688299 POC1B chr12 0.010854255 + T2D risk Body
cg04578520 PCYT1A chr3 0.01089141 - T2D risk TSS1500
cg08370325 NCOR1 chr17 0.010949912 - T2D risk Body
cg16604801 RAP1GAP2 chr17 0.011094504 + T2D risk Body



cg01043383 USP29 chr19 0.011099895 - T2D risk TSS1500
cg23564442 PACS2 chr14 0.011266352 + T2D risk Body
cg25036166 ROBO2 chr3 0.011301883 - T2D risk 5'UTR
cg25036166 ROBO2 chr3 0.011301883 - T2D risk ExonBnd
cg25036166 ROBO2 chr3 0.011301883 - T2D risk Body
cg01850561 ROBO2 chr3 0.011377746 + T2D risk Body
cg03813721 PPP1R12A chr12 0.011442819 - T2D risk Body
cg03813721 PPP1R12A chr12 0.011442819 - T2D risk TSS1500
cg27032197 CHKA chr11 0.011447858 + T2D risk TSS1500
cg06971761 AGPAT3 chr21 0.011448315 + T2D risk Body
cg00344870 ATXN1 chr6 0.0114582 - T2D risk 5'UTR
cg14557268 NF1 chr17 0.011475312 - T2D risk Body
cg16788172 DIP2C chr10 0.011494618 + T2D risk Body
cg16002826 ADCY5 chr3 0.011496037 + T2D risk Body
cg23893202 GLG1 chr16 0.011506675 - T2D risk Body
cg09983370 ATP8A1 chr4 0.011528705 - T2D risk Body
cg11230847 IFT74 chr9 0.011541761 - T2D risk 5'UTR
cg04373034 LMCD1 chr3 0.011610569 - T2D risk Body
cg17685679 ULK4 chr3 0.011652829 - T2D risk TSS200
cg09169291 ST6GAL1 chr3 0.011660336 + T2D risk 5'UTR
cg22030770 ATP6V1A chr3 0.011744751 - T2D risk TSS1500
cg04967789 ERC2 chr3 0.011779265 - T2D risk 3'UTR
cg19332831 GLG1 chr16 0.01179496 + T2D risk Body
cg01271805 ERC2 chr3 0.011799223 - T2D risk 3'UTR
cg21118091 LAMA4 chr6 0.011805275 - T2D risk Body
cg25113607 ATRNL1 chr10 0.011813043 + T2D risk Body
cg02909097 RAP1GAP2 chr17 0.011848872 + T2D risk Body
cg00151788 TSGA10 chr2 0.011859994 - T2D risk 5'UTR
cg23953684 TENM2 chr5 0.0119089 + T2D risk Body
cg16152137 NF1 chr17 0.011992328 - T2D risk Body
cg21265072 RNF157 chr17 0.0121371 + T2D risk Body
cg06081869 MYO6 chr6 0.01214891 - T2D risk Body
cg02100997 PTPRU chr1 0.01222446 - T2D risk Body
cg16886828 KDM4B chr19 0.012233543 + T2D risk 5'UTR
cg23599951 ERC2 chr3 0.012355125 + T2D risk Body
cg23580591 PRKAG2 chr7 0.012369383 + T2D risk Body
cg02146374 CNTROB chr17 0.012372576 - T2D risk TSS1500
cg02917536 TAB2 chr6 0.012408008 - T2D risk 5'UTR
cg02917536 TAB2 chr6 0.012408008 - T2D risk Body
cg04461691 RNF157 chr17 0.012421339 + T2D risk TSS1500
cg24236839 KDM4B chr19 0.012425208 - T2D risk Body
cg21818602 SUB1 chr5 0.012453925 - T2D risk 5'UTR
cg09717402 LAP3 chr4 0.012500764 + T2D risk Body
cg02926622 PLAGL1 chr6 0.012533109 - T2D risk TSS1500
cg21216828 WIZ chr19 0.01256054 - T2D risk 5'UTR
cg06639875 GRK5 chr10 0.01257963 + T2D risk Body
cg15170644 SSBP2 chr5 0.012699257 + T2D risk Body
cg18120564 COL4A1 chr13 0.01275358 + T2D risk Body
cg26205341 USP53 chr4 0.012756229 - T2D risk TSS200
cg14090880 MAST1 chr19 0.012784696 + T2D risk Body
cg13802740 YWHAQ chr2 0.012841988 - T2D risk 5'UTR
cg00465686 PDE7A chr8 0.012856762 + T2D risk TSS200
cg00465686 PDE7A chr8 0.012856762 + T2D risk Body
cg24059026 SMG7 chr1 0.012937781 - T2D risk TSS200
cg05951360 ZRANB1 chr10 0.012979111 + T2D risk Body
cg18121281 RCAN2 chr6 0.01299463 + T2D risk TSS1500
cg18121281 RCAN2 chr6 0.01299463 + T2D risk TSS200
cg03421485 DLL4 chr15 0.013017037 - T2D risk 1stExon
cg03421485 DLL4 chr15 0.013017037 - T2D risk 5'UTR
cg10601230 PACRG chr6 0.013022423 - T2D risk Body
cg16976419 NF1 chr17 0.013047957 + T2D risk Body
cg14311251 COL4A1 chr13 0.01306886 - T2D risk Body
cg08628601 ARPP19 chr15 0.013070268 + T2D risk TSS200
cg24571899 ANK3 chr10 0.013079171 - T2D risk Body
cg11979752 PRMT3 chr11 0.013207067 - T2D risk 5'UTR
cg11979752 PRMT3 chr11 0.013207067 - T2D risk 1stExon
cg20655035 UXS1 chr2 0.013236105 - T2D risk Body
cg15905329 CALD1 chr7 0.013311642 - T2D risk Body
cg15905329 CALD1 chr7 0.013311642 - T2D risk TSS1500
cg13984373 TMEM131 chr2 0.013344935 - T2D risk Body



cg06900493 AGPAT3 chr21 0.013346805 + T2D risk 5'UTR
cg05287064 MGRN1 chr16 0.013413824 + T2D risk Body
cg05680085 RHBDD1 chr2 0.013467412 - T2D risk TSS200
cg00934017 NGF chr1 0.013522739 - T2D risk 5'UTR
cg27569742 WIZ chr19 0.013533836 - T2D risk 5'UTR
cg14916213 RBM4 chr11 0.01361617 - T2D risk TSS1500
cg00699794 CEP126 chr11 0.013666545 + T2D risk Body
cg15262884 PLAGL1 chr6 0.013696368 + T2D risk 5'UTR
cg07808835 GGPS1 chr1 0.013750305 - T2D risk TSS1500
cg14284780 WWP2 chr16 0.013809073 + T2D risk Body
cg23241628 RTN4 chr2 0.013811925 - T2D risk TSS1500
cg11945022 DYNC1I1 chr7 0.013815386 + T2D risk 5'UTR
cg15923025 EIF4EBP3 chr5 0.013845962 - T2D risk TSS200
cg15490944 FAM160A1 chr4 0.013887219 - T2D risk TSS200
cg25266959 PICALM chr11 0.01389669 + T2D risk 1stExon
cg25266959 PICALM chr11 0.01389669 + T2D risk TSS1500
cg25266959 PICALM chr11 0.01389669 + T2D risk 5'UTR
cg09172820 CRYL1 chr13 0.01389741 + T2D risk Body
cg25543749 PACS2 chr14 0.013930172 + T2D risk Body
cg03819286 MGRN1 chr16 0.013930363 + T2D risk TSS1500
cg12620935 ARL15 chr5 0.014039319 + T2D risk Body
cg11337765 ATP6V1A chr3 0.014076084 - T2D risk TSS1500
cg10988169 ATP6V1H chr8 0.014143055 - T2D risk Body
cg14097577 NGLY1 chr3 0.014169365 - T2D risk 1stExon
cg14097577 NGLY1 chr3 0.014169365 - T2D risk Body
cg14097577 NGLY1 chr3 0.014169365 - T2D risk 5'UTR
cg02633409 KDM4B chr19 0.014207971 + T2D risk Body
cg10258953 MGRN1 chr16 0.014212395 - T2D risk Body
cg00504410 MGRN1 chr16 0.01421998 + T2D risk Body
cg23629707 PRKCE chr2 0.014270954 - T2D risk Body
cg10223066 CHFR chr12 0.014286836 - T2D risk TSS1500
cg09757353 GRK5 chr10 0.014305483 + T2D risk Body
cg21726913 PDE8A chr15 0.014310059 - T2D risk TSS1500
cg17090611 ZDHHC2 chr8 0.014310341 - T2D risk Body
cg00583022 NUF2 chr1 0.014437014 - T2D risk Body
cg14282393 RSF1 chr11 0.014456114 - T2D risk Body
cg14282393 RSF1 chr11 0.014456114 - T2D risk ExonBnd
cg15646900 ATP6V1H chr8 0.014461348 - T2D risk 5'UTR
cg15646900 ATP6V1H chr8 0.014461348 - T2D risk TSS200
cg15646900 ATP6V1H chr8 0.014461348 - T2D risk 1stExon
cg07793807 ITPKB chr1 0.014493738 - T2D risk Body
cg22740925 DNAH9 chr17 0.01453264 - T2D risk TSS1500
cg22740925 DNAH9 chr17 0.01453264 - T2D risk Body
cg03861105 RHOQ chr2 0.014726109 - T2D risk Body
cg12326440 DIP2C chr10 0.014843572 + T2D risk Body
cg08260760 ATRN chr20 0.014890598 - T2D risk TSS200
cg10208640 PHACTR1 chr6 0.014893627 + T2D risk Body
cg05456250 DYNC1I2 chr2 0.014939443 + T2D risk Body
cg02097532 ERC2 chr3 0.01494909 + T2D risk 3'UTR
cg15757430 TMEM219 chr16 0.014958801 + T2D risk 5'UTR
cg22395253 SRPK2 chr7 0.014963064 + T2D risk Body
cg26029744 NUF2 chr1 0.014978696 - T2D risk TSS200
cg14931586 PICALM chr11 0.015038946 - T2D risk TSS1500
cg05166989 FAM160A1 chr4 0.015120197 - T2D risk TSS1500
cg13230023 ARL8B chr3 0.01518438 - T2D risk TSS1500
cg07088328 DDHD2 chr8 0.015196386 - T2D risk 5'UTR
cg07088328 DDHD2 chr8 0.015196386 - T2D risk 1stExon
cg07088328 DDHD2 chr8 0.015196386 - T2D risk TSS1500
cg06055220 TSC22D1 chr13 0.015260905 + T2D risk Body
cg04338788 SEMA3G chr3 0.015263358 - T2D risk Body
cg05786622 ATXN1 chr6 0.015274515 - T2D risk 5'UTR
cg00839802 MAN1A1 chr6 0.015306395 - T2D risk TSS1500
cg05120042 TOP2A chr17 0.015380952 - T2D risk Body
cg20516364 CHID1 chr11 0.015480082 + T2D risk Body
cg03555487 PACS2 chr14 0.015489517 - T2D risk Body
cg03353560 ITGA1 chr5 0.015507176 - T2D risk 3'UTR
cg04398307 LAP3 chr4 0.015549786 - T2D risk TSS200
cg03168818 MGRN1 chr16 0.015576607 + T2D risk Body
cg25406344 GLG1 chr16 0.015597042 + T2D risk Body
cg15734437 RBBP6 chr16 0.015721257 - T2D risk 5'UTR



cg15734437 RBBP6 chr16 0.015721257 - T2D risk 1stExon
cg14150743 ST20 chr15 0.015772155 - T2D risk TSS200
cg14150743 ST20 chr15 0.015772155 - T2D risk Body
cg20565652 PPFIBP1 chr12 0.015779444 + T2D risk 5'UTR
cg15788149 MET chr7 0.015822254 - T2D risk TSS200
cg02875272 IFT74 chr9 0.015848311 - T2D risk TSS200
cg02875272 IFT74 chr9 0.015848311 - T2D risk 5'UTR
cg26130139 RHBDD1 chr2 0.015861304 - T2D risk Body
cg17863337 PRKACB chr1 0.015955693 - T2D risk Body
cg17863337 PRKACB chr1 0.015955693 - T2D risk TSS200
cg15713378 DIP2C chr10 0.01596382 - T2D risk Body
cg22991565 CUX1 chr7 0.015966672 + T2D risk Body
cg02788102 CADM1 chr11 0.015987941 + T2D risk Body
cg19374317 GAD1 chr2 0.016002777 - T2D risk 5'UTR
cg17466151 PACS1 chr11 0.016087716 + T2D risk Body
cg25102279 HMBOX1 chr8 0.016208768 - T2D risk 5'UTR
cg11226183 EVI5 chr1 0.01633038 - T2D risk Body
cg06914655 AGPAT3 chr21 0.016348837 + T2D risk 5'UTR
cg11206131 KDM4B chr19 0.0163833 + T2D risk 5'UTR
cg19955402 ANKHD1 chr5 0.016406793 - T2D risk TSS200
cg16267162 LAMA4 chr6 0.016532435 - T2D risk 5'UTR
cg07327568 CLOCK chr4 0.016620501 - T2D risk 5'UTR
cg15521264 CDH22 chr20 0.016695879 + T2D risk Body
cg01351037 PDE8A chr15 0.016775949 - T2D risk 5'UTR
cg01351037 PDE8A chr15 0.016775949 - T2D risk 1stExon
cg15105081 RSF1 chr11 0.016824862 - T2D risk TSS1500
cg11960802 TTC28 chr22 0.016857196 - T2D risk Body
cg00703798 DACH1 chr13 0.016917915 - T2D risk Body
cg16895710 DLL4 chr15 0.016926277 + T2D risk TSS200
cg00372940 WDR47 chr1 0.01695119 - T2D risk 5'UTR
cg06552970 PACRG chr6 0.017013417 + T2D risk Body
cg04206060 IFT74 chr9 0.017016024 - T2D risk TSS200
cg04206060 IFT74 chr9 0.017016024 - T2D risk 5'UTR
cg21117678 CUX1 chr7 0.017072043 - T2D risk TSS1500
cg01933801 ATP6V1H chr8 0.017126532 - T2D risk Body
cg26296928 RNF217 chr6 0.017233299 - T2D risk Body
cg21393846 RET chr10 0.017239406 - T2D risk Body
cg06105681 NCOR1 chr17 0.01725759 - T2D risk TSS200
cg06297677 TENM2 chr5 0.017411472 - T2D risk Body
cg12575809 RGS7 chr1 0.017438401 - T2D risk Body
cg12967395 PPFIBP1 chr12 0.017514399 - T2D risk TSS200
cg26394825 CHFR chr12 0.017528896 - T2D risk TSS1500
cg01975373 PDE7A chr8 0.017542338 - T2D risk Body
cg26336594 FAM160A1 chr4 0.017548585 - T2D risk TSS200
cg04813899 DIP2C chr10 0.017575564 + T2D risk Body
cg19541697 ASXL2 chr2 0.017591698 - T2D risk Body
cg07795928 ITPKB chr1 0.017629677 - T2D risk Body
cg07171476 ERC2 chr3 0.017691288 - T2D risk 3'UTR
cg26426732 TBC1D5 chr3 0.017712834 + T2D risk Body
cg17336204 CDH22 chr20 0.017715299 + T2D risk TSS200
cg16996815 INPP4A chr2 0.01777114 + T2D risk TSS1500
cg12575751 NUCB2 chr11 0.017849031 + T2D risk TSS1500
cg27431247 CHKA chr11 0.017867762 - T2D risk 1stExon
cg04678989 ACTN4 chr19 0.017887848 - T2D risk Body
cg02298969 SEC31A chr4 0.017915143 - T2D risk TSS200
cg21266908 RCAN2 chr6 0.017924306 - T2D risk TSS1500
cg19950608 APBA1 chr9 0.017946466 + T2D risk 5'UTR
cg18214799 SCARB2 chr4 0.017974961 - T2D risk TSS200
cg16200858 PRKACB chr1 0.018015151 + T2D risk Body
cg00349780 RAP1GAP2 chr17 0.018036527 + T2D risk Body
cg22215258 DYNC1I2 chr2 0.018059824 + T2D risk 5'UTR
cg02370734 PDE7A chr8 0.018070108 - T2D risk TSS1500
cg02370734 PDE7A chr8 0.018070108 - T2D risk Body
cg14512491 PRKCE chr2 0.018096567 + T2D risk Body
cg03581801 LAMA4 chr6 0.018113123 - T2D risk Body
cg14182461 RNF157 chr17 0.018138709 + T2D risk 3'UTR
cg25365055 FBXL2 chr3 0.018176175 + T2D risk Body
cg25442666 INPP4A chr2 0.018279533 + T2D risk 5'UTR
cg11166708 AGPAT3 chr21 0.018293774 - T2D risk 5'UTR
cg27074678 ST6GAL1 chr3 0.018352988 - T2D risk 5'UTR



cg26600937 PPFIBP1 chr12 0.018358969 - T2D risk 5'UTR
cg04482794 ITPKB chr1 0.018373836 - T2D risk 5'UTR
cg11929382 UBL3 chr13 0.018384398 - T2D risk TSS200
cg13914744 PACS2 chr14 0.018391874 + T2D risk Body
cg13914744 PACS2 chr14 0.018391874 + T2D risk 5'UTR
cg12188410 LAMA4 chr6 0.018393032 + T2D risk Body
cg16117273 PRKD1 chr14 0.018469599 - T2D risk TSS1500
cg18909295 CPLX2 chr5 0.018583773 + T2D risk TSS1500
cg05908907 SLIT3 chr5 0.018635498 - T2D risk Body
cg24531246 TSC22D1 chr13 0.018670168 - T2D risk 1stExon
cg24531246 TSC22D1 chr13 0.018670168 - T2D risk 5'UTR
cg17524821 WIZ chr19 0.018706278 + T2D risk Body
cg24736834 PDE8A chr15 0.018745099 - T2D risk TSS200
cg10698984 UBL3 chr13 0.018835977 - T2D risk 1stExon
cg10698984 UBL3 chr13 0.018835977 - T2D risk 5'UTR
cg15150883 CLASP2 chr3 0.018917266 + T2D risk Body
cg14724283 PTPRU chr1 0.018926699 + T2D risk Body
cg13315721 RAP1GAP2 chr17 0.01892916 + T2D risk Body
cg00508575 ATP2B1 chr12 0.018984625 + T2D risk TSS1500
cg14523158 CMTR1 chr6 0.018993657 - T2D risk Body
cg10175712 UNC80 chr2 0.01903352 + T2D risk Body
cg16105591 CPLX2 chr5 0.019072041 + T2D risk 5'UTR
cg12812502 ITGB1 chr10 0.019175524 - T2D risk TSS1500
cg23814172 DIP2C chr10 0.019179716 - T2D risk Body
cg02987481 NGF chr1 0.019270823 - T2D risk TSS1500
cg15092544 RAP1B chr12 0.019312945 - T2D risk 5'UTR
cg15092544 RAP1B chr12 0.019312945 - T2D risk 1stExon
cg27236825 ST20 chr15 0.019349784 - T2D risk 5'UTR
cg27236825 ST20 chr15 0.019349784 - T2D risk 1stExon
cg01098771 KDM4B chr19 0.019357704 - T2D risk TSS200
cg23976632 COX6A1 chr12 0.019364688 - T2D risk TSS200
cg08928203 CHKA chr11 0.019378357 - T2D risk 1stExon
cg08928203 CHKA chr11 0.019378357 - T2D risk 5'UTR
cg26660754 APC chr5 0.019408394 - T2D risk TSS200
cg20815026 NF1 chr17 0.019409948 - T2D risk TSS200
cg24912450 RBM4 chr11 0.019410877 - T2D risk 5'UTR
cg04709886 NPAT chr11 0.019421992 - T2D risk TSS1500
cg24105243 OXSM chr3 0.019425316 - T2D risk TSS200
cg24105243 NGLY1 chr3 0.019425316 - T2D risk TSS200
cg02221838 IFT74 chr9 0.019430274 - T2D risk 5'UTR
cg02221838 IFT74 chr9 0.019430274 - T2D risk TSS200
cg19696123 FARSB chr2 0.019439398 - T2D risk TSS200
cg25463381 CHFR chr12 0.01944191 - T2D risk TSS200
cg13419791 ST6GAL1 chr3 0.019442033 - T2D risk TSS1500
cg22907065 RHOA chr3 0.019442033 - T2D risk 1stExon
cg22907065 RHOA chr3 0.019442033 - T2D risk 5'UTR
cg13962022 ANKHD1 chr5 0.019442033 - T2D risk TSS1500
cg25828535 SMG7 chr1 0.019442033 - T2D risk TSS200
cg16144348 SEC31A chr4 0.019442033 - T2D risk TSS200
cg08292112 UBE2K chr4 0.019442033 - T2D risk 1stExon
cg06053805 NPAT chr11 0.019442033 - T2D risk TSS200
cg04574401 TSGA10 chr2 0.019442033 - T2D risk TSS1500
cg27089483 PRKAG2 chr7 0.019442033 - T2D risk TSS200
cg02984063 PACRG chr6 0.019442033 - T2D risk TSS200
cg02984063 PACRG chr6 0.019442033 - T2D risk 5'UTR
cg23915065 CLASP2 chr3 0.019442033 - T2D risk 5'UTR
cg23915065 CLASP2 chr3 0.019442033 - T2D risk 1stExon
cg20963592 LAP3 chr4 0.019442033 - T2D risk 1stExon
cg20963592 LAP3 chr4 0.019442033 - T2D risk 5'UTR
cg10024000 NF1 chr17 0.019442033 - T2D risk 1stExon
cg26781821 KIAA0232 chr4 0.019442033 - T2D risk TSS1500
cg22523077 CLOCK chr4 0.019442033 - T2D risk 5'UTR
cg07635530 EFCAB14 chr1 0.019442033 - T2D risk TSS200
cg25990494 ARIH1 chr15 0.019442033 - T2D risk TSS200
cg12399426 POC1B chr12 0.019442033 - T2D risk 1stExon
cg12399426 POC1B chr12 0.019442033 - T2D risk 5'UTR
cg12399426 POC1B chr12 0.019442033 - T2D risk Body
cg14979019 SPAG9 chr17 0.019442033 - T2D risk 5'UTR
cg14979019 SPAG9 chr17 0.019442033 - T2D risk 1stExon
cg05494627 PDE7A chr8 0.019442033 - T2D risk TSS1500



cg07979106 RAP2A chr13 0.019442033 - T2D risk TSS200
cg26928336 TMEM219 chr16 0.019442033 - T2D risk 5'UTR
cg19719838 DDHD2 chr8 0.019442033 - T2D risk 5'UTR
cg19719838 DDHD2 chr8 0.019442033 - T2D risk TSS200
cg09476286 ASXL2 chr2 0.019442033 - T2D risk TSS200
cg05039004 PTPRU chr1 0.019442033 - T2D risk Body
cg07810961 EIF4EBP3 chr5 0.019442033 - T2D risk 1stExon
cg07810961 EIF4EBP3 chr5 0.019442033 - T2D risk 5'UTR
cg17428694 NUF2 chr1 0.019442033 - T2D risk TSS200
cg12304817 KDM4B chr19 0.019442033 - T2D risk TSS200
cg21108232 TMEM219 chr16 0.019442033 - T2D risk TSS200
cg18457775 NPAT chr11 0.019442033 - T2D risk TSS1500
cg18566984 PACRG chr6 0.019442033 - T2D risk TSS1500
cg18566984 PACRG chr6 0.019442033 - T2D risk 5'UTR
cg27262745 PDK1 chr2 0.019442033 - T2D risk Body
cg27262745 PDK1 chr2 0.019442033 - T2D risk 1stExon
cg27262745 PDK1 chr2 0.019442033 - T2D risk 5'UTR
cg07161166 PRKACB chr1 0.019442033 - T2D risk TSS1500
cg14211415 TMEM131 chr2 0.019442033 - T2D risk TSS200
cg12429465 SCAF8 chr6 0.019442033 - T2D risk 1stExon
cg12429465 SCAF8 chr6 0.019442033 - T2D risk 5'UTR
cg07174911 HMBOX1 chr8 0.019442033 - T2D risk TSS1500
cg15288179 SUB1 chr5 0.019442033 - T2D risk 5'UTR
cg16480966 PHF21A chr11 0.019442033 - T2D risk 5'UTR
cg21070864 BIRC5 chr17 0.019442033 - T2D risk TSS200
cg06219686 NF1 chr17 0.019442033 - T2D risk TSS200
cg07697850 TMEM219 chr16 0.019442033 - T2D risk TSS200
cg12251884 ARIH1 chr15 0.019442033 - T2D risk 5'UTR
cg12251884 ARIH1 chr15 0.019442033 - T2D risk 1stExon
cg26606397 RAP1B chr12 0.019442033 - T2D risk 5'UTR
cg26606397 RAP1B chr12 0.019442033 - T2D risk 1stExon
cg13986821 CDK8 chr13 0.019442033 - T2D risk TSS1500
cg23494874 SEC31A chr4 0.019442033 - T2D risk TSS200
cg15769921 TOP2A chr17 0.019442033 - T2D risk Body
cg19901889 RAP1B chr12 0.019442033 - T2D risk 5'UTR
cg19901889 RAP1B chr12 0.019442033 - T2D risk 1stExon
cg24030675 NPAT chr11 0.019442033 - T2D risk TSS200
cg00991297 ITGB1 chr10 0.019442033 - T2D risk TSS1500
cg09315468 DDHD2 chr8 0.019442033 - T2D risk 5'UTR
cg09315468 DDHD2 chr8 0.019442033 - T2D risk 1stExon
cg03783058 ATRN chr20 0.019442033 - T2D risk TSS200
cg19084174 ASXL2 chr2 0.019442033 - T2D risk TSS200
cg06750635 NPAT chr11 0.019442033 - T2D risk TSS200
cg10120925 FARSB chr2 0.019442033 - T2D risk 5'UTR
cg10120925 FARSB chr2 0.019442033 - T2D risk 1stExon
cg12275661 ITGB1 chr10 0.019442033 - T2D risk TSS1500
cg12275661 ITGB1 chr10 0.019442033 - T2D risk 5'UTR
cg12275661 ITGB1 chr10 0.019442033 - T2D risk 1stExon
cg12374519 TIMM23 chr10 0.019442033 - T2D risk TSS1500
cg21273703 CHFR chr12 0.019442033 - T2D risk TSS200
cg14604386 MAN1A1 chr6 0.019442033 - T2D risk 5'UTR
cg14604386 MAN1A1 chr6 0.019442033 - T2D risk 1stExon
cg15152666 PDE8A chr15 0.019442033 - T2D risk TSS200
cg26275371 ENAH chr1 0.019442033 - T2D risk Body
cg21830066 SNX4 chr3 0.019442033 - T2D risk TSS200
cg24738909 ASXL2 chr2 0.019442033 - T2D risk TSS200
cg11218092 LMCD1 chr3 0.019442033 - T2D risk TSS200
cg22385817 CNTROB chr17 0.019442033 - T2D risk TSS1500
cg13802269 USP53 chr4 0.019442033 - T2D risk TSS200
cg08532152 CTR9 chr11 0.019442033 - T2D risk TSS200
cg20064047 ASH1L chr1 0.019442033 - T2D risk TSS1500
cg14621522 PDE8A chr15 0.019442033 - T2D risk TSS200
cg14621522 PDE8A chr15 0.019442033 - T2D risk 5'UTR
cg02920502 PICALM chr11 0.019442033 - T2D risk 1stExon
cg02920502 PICALM chr11 0.019442033 - T2D risk 5'UTR
cg03974985 TMEM131 chr2 0.019442033 - T2D risk TSS200
cg00550558 ATP6V1H chr8 0.019442033 - T2D risk 5'UTR
cg00550558 ATP6V1H chr8 0.019442033 - T2D risk TSS200
cg08033122 CLOCK chr4 0.019442033 - T2D risk TSS200
cg08033122 CLOCK chr4 0.019442033 - T2D risk TSS1500



cg08175981 PACS2 chr14 0.019442033 - T2D risk TSS200
cg25590798 GALK2 chr15 0.019442033 - T2D risk 5'UTR
cg25590798 GALK2 chr15 0.019442033 - T2D risk 1stExon
cg25590798 GALK2 chr15 0.019442033 - T2D risk Body
cg08704681 KIAA1217 chr10 0.019442033 - T2D risk TSS200
cg02170751 TMEM219 chr16 0.019442033 - T2D risk TSS200
cg03945322 ARIH1 chr15 0.019442033 - T2D risk TSS200
cg00803088 RET chr10 0.019442033 - T2D risk Body
cg26187048 PDE5A chr4 0.019442033 - T2D risk 5'UTR
cg26187048 PDE5A chr4 0.019442033 - T2D risk TSS200
cg26187048 PDE5A chr4 0.019442033 - T2D risk Body
cg21273856 NCOA7 chr6 0.019442033 - T2D risk 5'UTR
cg21273856 NCOA7 chr6 0.019442033 - T2D risk 1stExon
cg06517759 SUB1 chr5 0.019442033 - T2D risk 5'UTR
cg12454419 SCARB2 chr4 0.019442033 - T2D risk TSS200
cg00463356 PACS2 chr14 0.019442033 - T2D risk 5'UTR
cg00463356 PACS2 chr14 0.019442033 - T2D risk TSS200
cg10764405 CHKA chr11 0.019442033 - T2D risk Body
cg15969216 TSC22D1 chr13 0.019442033 - T2D risk 1stExon
cg15969216 TSC22D1 chr13 0.019442033 - T2D risk 5'UTR
cg27645750 ITGB1 chr10 0.019442033 - T2D risk TSS200
cg27645750 ITGB1 chr10 0.019442033 - T2D risk TSS1500
cg18986332 CLASP2 chr3 0.019442033 - T2D risk 5'UTR
cg18986332 CLASP2 chr3 0.019442033 - T2D risk 1stExon
cg09983462 SEZ6L chr22 0.019442033 - T2D risk TSS200
cg18831827 PDLIM5 chr4 0.019442033 - T2D risk 5'UTR
cg18831827 PDLIM5 chr4 0.019442033 - T2D risk Body
cg12619398 DDHD2 chr8 0.019442033 - T2D risk 5'UTR
cg12619398 DDHD2 chr8 0.019442033 - T2D risk TSS200
cg23708044 AGPAT3 chr21 0.019442033 - T2D risk TSS1500
cg20276511 WIZ chr19 0.019442033 - T2D risk Body
cg17055145 MYO6 chr6 0.019442033 - T2D risk 1stExon
cg17055145 MYO6 chr6 0.019442033 - T2D risk 5'UTR
cg14744768 MET chr7 0.019442033 - T2D risk TSS200
cg12297652 SCAF8 chr6 0.019442033 - T2D risk 1stExon
cg12297652 SCAF8 chr6 0.019442033 - T2D risk Body
cg12297652 SCAF8 chr6 0.019442033 - T2D risk 5'UTR
cg11948421 ATRN chr20 0.019442033 - T2D risk TSS200
cg20401102 PDLIM5 chr4 0.019442033 - T2D risk TSS200
cg10918452 AMD1 chr6 0.019442033 - T2D risk TSS200
cg06240275 SGSM2 chr17 0.019442033 - T2D risk TSS1500
cg12774325 IFT74 chr9 0.019442033 - T2D risk TSS1500
cg12774325 IFT74 chr9 0.019442033 - T2D risk 5'UTR
cg12774325 IFT74 chr9 0.019442033 - T2D risk 1stExon
cg00470794 CHFR chr12 0.019442033 - T2D risk TSS1500
cg18313583 GGPS1 chr1 0.019442033 - T2D risk TSS1500
cg23071995 PRMT3 chr11 0.019442033 - T2D risk 5'UTR
cg23071995 PRMT3 chr11 0.019442033 - T2D risk 1stExon
cg01373721 TIMM23 chr10 0.019442033 - T2D risk TSS1500
cg11697812 UBE2K chr4 0.019442033 - T2D risk TSS1500
cg20634234 FARSB chr2 0.019442033 - T2D risk TSS200
cg05707170 PPP1R12A chr12 0.019442033 - T2D risk Body
cg05707170 PPP1R12A chr12 0.019442033 - T2D risk 1stExon
cg14650005 AMD1 chr6 0.019442033 - T2D risk TSS200
cg12449162 CLIC5 chr6 0.019442033 - T2D risk 5'UTR
cg12449162 CLIC5 chr6 0.019442033 - T2D risk 1stExon
cg12449162 CLIC5 chr6 0.019442033 - T2D risk Body
cg16303686 DNAJC13 chr3 0.019442033 - T2D risk TSS1500
cg13717023 ARL15 chr5 0.019442033 - T2D risk TSS1500
cg23698058 PRKACB chr1 0.019442033 - T2D risk Body
cg22477592 NPAT chr11 0.019442033 - T2D risk TSS1500
cg03796881 ZHX2 chr8 0.019442033 - T2D risk 1stExon
cg03796881 ZHX2 chr8 0.019442033 - T2D risk 5'UTR
cg02596175 PRKAG2 chr7 0.019442033 - T2D risk TSS1500
cg10886005 TMEM131 chr2 0.019442033 - T2D risk 5'UTR
cg10886005 TMEM131 chr2 0.019442033 - T2D risk 1stExon
cg23539966 RTN4 chr2 0.019442033 - T2D risk TSS1500
cg23539966 RTN4 chr2 0.019442033 - T2D risk 1stExon
cg23539966 RTN4 chr2 0.019442033 - T2D risk 5'UTR
cg24224907 ACTN4 chr19 0.019442033 - T2D risk TSS200



cg24632656 IFT74 chr9 0.019442033 - T2D risk TSS1500
cg24632656 IFT74 chr9 0.019442033 - T2D risk TSS200
cg09483807 ATP6V1H chr8 0.019442033 - T2D risk TSS200
cg09483807 ATP6V1H chr8 0.019442033 - T2D risk 5'UTR
cg09483807 ATP6V1H chr8 0.019442033 - T2D risk 1stExon
cg02528979 SEC31A chr4 0.019442033 - T2D risk TSS1500
cg17510133 NUCB2 chr11 0.019442033 - T2D risk TSS200
cg01357613 ZHX2 chr8 0.019442033 - T2D risk 5'UTR
cg27298069 CLOCK chr4 0.019442033 - T2D risk TSS200
cg27298069 CLOCK chr4 0.019442033 - T2D risk 5'UTR
cg02570004 FBXO11 chr2 0.019442033 - T2D risk TSS1500
cg25901444 SLC29A4 chr7 0.019442033 - T2D risk Body
cg25655574 IFT74 chr9 0.019442033 - T2D risk TSS1500
cg25655574 IFT74 chr9 0.019442033 - T2D risk TSS200
cg17245548 TSGA10 chr2 0.019442033 - T2D risk 5'UTR
cg17245548 TSGA10 chr2 0.019442033 - T2D risk TSS200
cg05920643 RBBP6 chr16 0.019442033 - T2D risk 1stExon
cg02165443 PDE7A chr8 0.019442033 - T2D risk TSS1500
cg26127449 BIRC5 chr17 0.019442033 - T2D risk TSS200
cg16204216 NUP98 chr11 0.019442033 - T2D risk TSS200
cg02742186 CRYL1 chr13 0.019442033 - T2D risk TSS200
cg14853706 AMD1 chr6 0.019442033 - T2D risk 5'UTR
cg14853706 AMD1 chr6 0.019442033 - T2D risk Body
cg05051199 PCYT1A chr3 0.019442033 - T2D risk TSS1500
cg22418394 PACRG chr6 0.019442033 - T2D risk TSS200
cg22418394 PACRG chr6 0.019442033 - T2D risk 5'UTR
cg17135680 UXS1 chr2 0.019442033 - T2D risk TSS1500
cg03235761 CLEC16A chr16 0.019442033 - T2D risk TSS200
cg21907663 EVI5 chr1 0.019442033 - T2D risk Body
cg05059031 INPP4A chr2 0.019442033 - T2D risk TSS200
cg16643813 USP53 chr4 0.019442033 - T2D risk TSS1500
cg21161649 AGPAT3 chr21 0.019442033 - T2D risk TSS1500
cg14989602 ZDHHC2 chr8 0.019442033 - T2D risk TSS1500
cg10501090 ATRN chr20 0.019442033 - T2D risk Body
cg10501090 ATRN chr20 0.019442033 - T2D risk 1stExon
cg09543727 PDE5A chr4 0.019442033 - T2D risk TSS1500
cg23690033 MEIS2 chr15 0.019442033 - T2D risk TSS200
cg23690033 MEIS2 chr15 0.019442033 - T2D risk TSS1500
cg00256785 CHFR chr12 0.019442033 - T2D risk TSS200
cg09194362 POC1B chr12 0.019442033 - T2D risk TSS200
cg09194362 POC1B chr12 0.019442033 - T2D risk Body
cg01383668 ARPP19 chr15 0.019442033 - T2D risk Body
cg05787193 PRKACB chr1 0.019442033 - T2D risk TSS1500
cg19658926 HNRNPA2B1 chr7 0.019442033 - T2D risk TSS200
cg00563793 PACS1 chr11 0.019442033 - T2D risk TSS1500
cg06580782 WDR48 chr3 0.019442033 - T2D risk TSS200
cg22944368 PFKFB2 chr1 0.019442033 - T2D risk TSS200
cg25581784 TOP2A chr17 0.019442033 - T2D risk Body
cg02500844 CNTROB chr17 0.019442033 - T2D risk TSS1500
cg19042513 NUF2 chr1 0.019442033 - T2D risk TSS200
cg16781439 KREMEN1 chr22 0.019442033 - T2D risk TSS200
cg00551736 PRKAG2 chr7 0.019442033 - T2D risk 1stExon
cg12551582 CHFR chr12 0.019442033 - T2D risk TSS1500
cg21717959 PACRG chr6 0.019442033 - T2D risk TSS1500
cg21717959 PACRG chr6 0.019442033 - T2D risk 5'UTR
cg24050613 ST6GAL1 chr3 0.019442033 - T2D risk TSS1500
cg18334211 PRKAG2 chr7 0.019442033 - T2D risk Body
cg03461725 PDE8A chr15 0.019442033 - T2D risk TSS200
cg17152658 EFR3A chr8 0.019442033 - T2D risk 1stExon
cg17152658 EFR3A chr8 0.019442033 - T2D risk 5'UTR
cg15161218 AMD1 chr6 0.019442033 - T2D risk TSS200
cg04907505 RAP1B chr12 0.019442033 - T2D risk TSS1500
cg08902293 HNRNPA2B1 chr7 0.019442033 - T2D risk TSS1500
cg21378393 SGSM2 chr17 0.019442033 - T2D risk TSS1500
cg11328420 RHBDD1 chr2 0.019442033 - T2D risk TSS200
cg25204988 NF1 chr17 0.019442033 - T2D risk TSS200
cg04380635 SEC31A chr4 0.019442033 - T2D risk TSS200
cg15445111 SPPL2A chr15 0.019442033 - T2D risk 1stExon
cg15445111 SPPL2A chr15 0.019442033 - T2D risk 5'UTR
cg06452669 CCNB1 chr5 0.019442033 - T2D risk Body



cg13738611 RAP1B chr12 0.019442033 - T2D risk TSS200
cg17311778 RBBP6 chr16 0.019442033 - T2D risk TSS200
cg08699355 PPP1R12A chr12 0.019442033 - T2D risk TSS200
cg08699355 PPP1R12A chr12 0.019442033 - T2D risk 5'UTR
cg18829183 ARID2 chr12 0.019442033 - T2D risk Body
cg22827060 UBL3 chr13 0.019442033 - T2D risk 1stExon
cg22827060 UBL3 chr13 0.019442033 - T2D risk 5'UTR
cg07236904 CLOCK chr4 0.019442033 - T2D risk TSS1500
cg04933208 PTPRU chr1 0.019458157 - T2D risk Body
cg16130454 NUP98 chr11 0.019460563 - T2D risk 5'UTR
cg16130454 NUP98 chr11 0.019460563 - T2D risk 1stExon
cg01491794 YWHAQ chr2 0.019471534 - T2D risk TSS200
cg15657206 CTR9 chr11 0.019514762 - T2D risk TSS200
cg23545671 TSC22D1 chr13 0.019566852 - T2D risk Body
cg23545671 TSC22D1 chr13 0.019566852 - T2D risk TSS200
cg11965312 CADM1 chr11 0.019590326 - T2D risk Body
cg11843606 RHBDD1 chr2 0.019625316 - T2D risk 5'UTR
cg01402631 SPOCK1 chr5 0.019703919 - T2D risk Body
cg04446677 TAB2 chr6 0.019715255 + T2D risk Body
cg14793086 LCA5 chr6 0.019718289 - T2D risk 1stExon
cg14793086 LCA5 chr6 0.019718289 - T2D risk 5'UTR
cg03570279 RSF1 chr11 0.019736528 + T2D risk Body
cg21490755 PDE7A chr8 0.019739303 - T2D risk TSS1500
cg02454372 DYNC1I1 chr7 0.019758195 + T2D risk Body
cg17671846 AGPAT3 chr21 0.019759588 + T2D risk 5'UTR
cg00506738 PRMT3 chr11 0.019798507 - T2D risk 5'UTR
cg00506738 PRMT3 chr11 0.019798507 - T2D risk 1stExon
cg13176143 SSB chr2 0.019806017 - T2D risk 1stExon
cg13176143 SSB chr2 0.019806017 - T2D risk 5'UTR
cg14975318 NUCB2 chr11 0.019817963 - T2D risk 5'UTR
cg04121115 TMEM59 chr1 0.019824856 - T2D risk TSS200
cg04941409 MYO6 chr6 0.019842467 - T2D risk Body
cg23938220 APC chr5 0.019882079 - T2D risk 5'UTR
cg23938220 APC chr5 0.019882079 - T2D risk TSS200
cg20351189 SEZ6L chr22 0.019909262 - T2D risk Body
cg24023097 FAM160A1 chr4 0.019925983 - T2D risk TSS200
cg23924526 PRKCE chr2 0.019935616 + T2D risk Body
cg15582684 CHID1 chr11 0.020003244 - T2D risk 5'UTR
cg15582684 CHID1 chr11 0.020003244 - T2D risk TSS200
cg26163463 EIF4EBP3 chr5 0.020037123 + T2D risk TSS1500
cg24713673 ASH1L chr1 0.020050712 - T2D risk Body
cg25283175 BIRC5 chr17 0.020064432 - T2D risk 3'UTR
cg07196207 SEC31A chr4 0.020096901 - T2D risk 1stExon
cg07196207 SEC31A chr4 0.020096901 - T2D risk 5'UTR
cg21160551 ZHX2 chr8 0.020134092 - T2D risk Body
cg18324467 RNF157 chr17 0.02017273 - T2D risk TSS1500
cg00590260 DIP2C chr10 0.020233117 - T2D risk Body
cg05418333 CUX1 chr7 0.020254517 + T2D risk Body
cg01058983 TBC1D5 chr3 0.020257499 - T2D risk TSS1500
cg04069454 ATP8A2 chr13 0.020265262 + T2D risk Body
cg07479864 ARIH1 chr15 0.020276184 - T2D risk TSS200
cg00464814 ATXN1 chr6 0.020283114 + T2D risk 5'UTR
cg11010242 HNRNPA2B1 chr7 0.020289521 - T2D risk TSS200
cg00491154 GLG1 chr16 0.020290439 + T2D risk Body
cg00595231 TMEM131 chr2 0.020306379 + T2D risk Body
cg09744584 CLOCK chr4 0.02031211 - T2D risk 5'UTR
cg09744584 CLOCK chr4 0.02031211 - T2D risk TSS1500
cg17978764 CLIC5 chr6 0.0203515 - T2D risk Body
cg09144707 GAD1 chr2 0.020396822 + T2D risk Body
cg20013571 KIAA0355 chr19 0.020407319 + T2D risk Body
cg25727952 CRYL1 chr13 0.020409102 - T2D risk Body
cg26230138 TMEM131 chr2 0.020426892 + T2D risk Body
cg10937807 DIP2C chr10 0.020464145 + T2D risk Body
cg13982511 PRMT3 chr11 0.020476082 - T2D risk 5'UTR
cg13982511 PRMT3 chr11 0.020476082 - T2D risk 1stExon
cg19153494 LMX1B chr9 0.020503638 - T2D risk TSS200
cg16856264 NF1 chr17 0.020530999 - T2D risk Body
cg16589614 AGPAT3 chr21 0.020539932 + T2D risk Body
cg06306684 CHID1 chr11 0.020608183 - T2D risk TSS1500
cg06306684 CHID1 chr11 0.020608183 - T2D risk 5'UTR



cg00145849 UBE2K chr4 0.020611589 - T2D risk TSS200
cg17139035 DDHD2 chr8 0.020611731 - T2D risk TSS1500
cg15980305 FBXO11 chr2 0.020690062 - T2D risk 1stExon
cg21346528 HMBOX1 chr8 0.020717775 + T2D risk Body
cg22888007 FNIP2 chr4 0.020759077 - T2D risk Body
cg09955645 DIP2C chr10 0.02077217 - T2D risk Body
cg07986519 PPFIBP1 chr12 0.020779882 + T2D risk TSS1500
cg17317180 NUCB2 chr11 0.02078079 - T2D risk TSS1500
cg05890550 RAP1GAP2 chr17 0.020888506 - T2D risk TSS200
cg09306188 MGRN1 chr16 0.020928695 + T2D risk Body
cg05148930 UXS1 chr2 0.020950274 + T2D risk Body
cg11413800 MAST1 chr19 0.021087732 + T2D risk 5'UTR
cg11413800 MAST1 chr19 0.021087732 + T2D risk 1stExon
cg02512074 TMEM131 chr2 0.021092417 + T2D risk Body
cg04230700 COL4A1 chr13 0.021108986 - T2D risk Body
cg02171500 CHKA chr11 0.021113731 - T2D risk Body
cg05928023 ATRN chr20 0.021172121 - T2D risk TSS200
cg16308229 PTP4A2 chr1 0.021228951 + T2D risk Body
cg27227281 SRPK2 chr7 0.021273138 + T2D risk Body
cg06913008 POC1B chr12 0.021277858 - T2D risk TSS200
cg06913008 POC1B chr12 0.021277858 - T2D risk Body
cg25421615 SVIP chr11 0.021320188 - T2D risk TSS200
cg15258722 COL4A1 chr13 0.021367616 + T2D risk 3'UTR
cg13721302 SRPK2 chr7 0.02137882 - T2D risk Body
cg24462974 PCYT1A chr3 0.021393155 + T2D risk 1stExon
cg24462974 PCYT1A chr3 0.021393155 + T2D risk 5'UTR
cg19548539 CHID1 chr11 0.021429532 + T2D risk 5'UTR
cg19548539 CHID1 chr11 0.021429532 + T2D risk TSS200
cg02523617 UBE2K chr4 0.021506157 - T2D risk TSS1500
cg17933386 SSBP2 chr5 0.02153772 - T2D risk TSS200
cg18143675 CUX1 chr7 0.021585951 - T2D risk Body
cg24180839 ARL15 chr5 0.021610187 - T2D risk Body
cg08305551 MAST1 chr19 0.021639569 + T2D risk Body
cg09822191 PPFIBP1 chr12 0.021646798 - T2D risk 5'UTR
cg09040184 PDE7A chr8 0.021684243 - T2D risk TSS200
cg00393957 ATXN1 chr6 0.021753228 - T2D risk 5'UTR
cg00777989 GALK2 chr15 0.021775481 - T2D risk Body
cg25936980 ARIH1 chr15 0.02177761 - T2D risk Body
cg18520125 FLT1 chr13 0.021795102 + T2D risk Body
cg11388000 CEP126 chr11 0.021821991 + T2D risk Body
cg08432204 NCOA7 chr6 0.021829597 - T2D risk Body
cg07238439 TPCN1 chr12 0.021844734 + T2D risk Body
cg24749470 CADM1 chr11 0.021935428 + T2D risk Body
cg07097949 UBL3 chr13 0.021942354 + T2D risk Body
cg20073681 MGRN1 chr16 0.021954467 + T2D risk TSS1500
cg03960871 ST20 chr15 0.021969442 - T2D risk 1stExon
cg03960871 ST20 chr15 0.021969442 - T2D risk 5'UTR
cg03960871 ST20 chr15 0.021969442 - T2D risk Body
cg14429526 DIP2C chr10 0.021983397 - T2D risk Body
cg08806444 ARL8B chr3 0.021993759 - T2D risk 5'UTR
cg08806444 ARL8B chr3 0.021993759 - T2D risk 1stExon
cg13477178 DIP2C chr10 0.022003914 - T2D risk Body
cg17758563 ATXN1 chr6 0.02207735 + T2D risk Body
cg24713789 AGPAT3 chr21 0.02209715 - T2D risk 5'UTR
cg26831416 ACTN4 chr19 0.022144892 - T2D risk Body
cg15547001 CADM1 chr11 0.022217589 + T2D risk Body
cg11392877 PDE8A chr15 0.022222015 - T2D risk TSS1500
cg02967392 PACS2 chr14 0.022222525 - T2D risk 5'UTR
cg11561371 PHF21A chr11 0.022230431 - T2D risk TSS1500
cg06973293 SCARB2 chr4 0.022235489 - T2D risk 5'UTR
cg06973293 SCARB2 chr4 0.022235489 - T2D risk 1stExon
cg17989243 RSF1 chr11 0.02223613 + T2D risk Body
cg14233507 SKAP1 chr17 0.022313637 - T2D risk TSS200
cg11783515 KIAA0355 chr19 0.022354302 - T2D risk Body
cg03076324 DNAJC1 chr10 0.022365812 - T2D risk 5'UTR
cg03076324 DNAJC1 chr10 0.022365812 - T2D risk 1stExon
cg13432682 ITPKB chr1 0.022368851 + T2D risk Body
cg19392911 ST20 chr15 0.022395239 - T2D risk TSS200
cg19392911 ST20 chr15 0.022395239 - T2D risk Body
cg20848842 TANC2 chr17 0.022434524 - T2D risk Body



cg08317883 CUX2 chr12 0.022471153 + T2D risk Body
cg14228269 KCNJ12 chr17 0.022510101 + T2D risk 5'UTR
cg13094511 INPP4A chr2 0.022523716 - T2D risk TSS200
cg14720477 TENM2 chr5 0.022524858 - T2D risk Body
cg10324413 ARIH1 chr15 0.02253398 - T2D risk ExonBnd
cg10324413 ARIH1 chr15 0.02253398 - T2D risk Body
cg19207033 PDE7A chr8 0.022569261 - T2D risk TSS200
cg26572392 KIAA1217 chr10 0.022594487 + T2D risk TSS1500
cg26572392 KIAA1217 chr10 0.022594487 + T2D risk 5'UTR
cg10370262 PRKAG2 chr7 0.022605278 + T2D risk Body
cg02941444 ADCY5 chr3 0.022643022 - T2D risk Body
cg02941444 ADCY5 chr3 0.022643022 - T2D risk TSS1500
cg10102384 PACRG chr6 0.022782658 - T2D risk TSS200
cg10102384 PACRG chr6 0.022782658 - T2D risk TSS1500
cg18345406 FAM160A1 chr4 0.022844415 - T2D risk 5'UTR
cg06023506 PRKCE chr2 0.022868171 + T2D risk Body
cg23506964 CLOCK chr4 0.022879407 - T2D risk TSS1500
cg14323109 KDR chr4 0.022904526 - T2D risk TSS200
cg23723775 NUP98 chr11 0.022917757 + T2D risk Body
cg00577935 APC chr5 0.022964932 - T2D risk TSS1500
cg00577935 APC chr5 0.022964932 - T2D risk 5'UTR
cg18281160 CADM1 chr11 0.023025933 - T2D risk TSS200
cg05496738 ASXL2 chr2 0.023053243 - T2D risk TSS1500
cg10505257 MGRN1 chr16 0.023073177 + T2D risk Body
cg01061590 PPFIBP1 chr12 0.02313812 - T2D risk 5'UTR
cg01061590 PPFIBP1 chr12 0.02313812 - T2D risk 1stExon
cg00995902 ERC2 chr3 0.023142164 + T2D risk Body
cg14892570 WIZ chr19 0.023174274 + T2D risk 5'UTR
cg15286601 SRPK2 chr7 0.023284802 + T2D risk Body
cg11774909 KIAA1217 chr10 0.023290958 - T2D risk Body
cg24130534 NUF2 chr1 0.023316562 - T2D risk TSS200
cg17652206 USP53 chr4 0.02334831 - T2D risk TSS200
cg21796999 SGSM2 chr17 0.023413823 + T2D risk 3'UTR
cg09306986 CREBBP chr16 0.023424221 + T2D risk Body
cg08060515 GALK2 chr15 0.023440839 - T2D risk 5'UTR
cg08060515 GALK2 chr15 0.023440839 - T2D risk 1stExon
cg00164350 ACTN4 chr19 0.023456695 + T2D risk Body
cg18892778 PRKAG2 chr7 0.023491763 - T2D risk 5'UTR
cg18892778 PRKAG2 chr7 0.023491763 - T2D risk Body
cg15615045 CLEC16A chr16 0.023640267 - T2D risk Body
cg10282410 CALD1 chr7 0.023693716 - T2D risk Body
cg02198771 BCAT1 chr12 0.023696023 + T2D risk Body
cg00934564 TTC28 chr22 0.023767739 + T2D risk Body
cg03961189 CTR9 chr11 0.023772398 - T2D risk TSS200
cg13393195 TPCN1 chr12 0.023876737 + T2D risk TSS200
cg24167027 KCNJ12 chr17 0.023911462 + T2D risk TSS1500
cg04996852 CREBBP chr16 0.023916841 - T2D risk 1stExon
cg04996852 CREBBP chr16 0.023916841 - T2D risk 5'UTR
cg23888154 ATP8A1 chr4 0.023943715 - T2D risk TSS200
cg02847074 CUX2 chr12 0.023959896 - T2D risk Body
cg07123198 HNRNPA2B1 chr7 0.024051372 + T2D risk Body
cg10809719 DIP2C chr10 0.024052813 - T2D risk Body
cg06993329 CHID1 chr11 0.024092576 + T2D risk Body
cg27067133 RET chr10 0.02413563 + T2D risk Body
cg06648971 SNX4 chr3 0.024178584 - T2D risk 5'UTR
cg06648971 SNX4 chr3 0.024178584 - T2D risk 1stExon
cg08306029 DIP2C chr10 0.02429273 - T2D risk Body
cg27097962 PACS2 chr14 0.024303171 - T2D risk TSS1500
cg06578097 PRMT3 chr11 0.02432605 - T2D risk TSS1500
cg04263685 ATP6V1H chr8 0.024331422 - T2D risk TSS200
cg04263685 ATP6V1H chr8 0.024331422 - T2D risk TSS1500
cg11848677 POLA1 chrX 0.024367256 - T2D risk Body
cg17339505 RET chr10 0.024374926 - T2D risk 1stExon
cg17339505 RET chr10 0.024374926 - T2D risk 5'UTR
cg19681027 CHKA chr11 0.024405248 - T2D risk 1stExon
cg09359751 TMEM131 chr2 0.024412259 + T2D risk Body
cg15419330 TENM2 chr5 0.024454077 - T2D risk Body
cg00436183 ATXN1 chr6 0.024454443 + T2D risk Body
cg17844160 ARL15 chr5 0.024476039 + T2D risk TSS200
cg06644086 EFR3A chr8 0.02449602 - T2D risk ExonBnd



cg06644086 EFR3A chr8 0.02449602 - T2D risk Body
cg13965276 RBM4 chr11 0.024516377 - T2D risk TSS1500
cg16386051 ATP8A1 chr4 0.024587117 + T2D risk Body
cg20702204 CHFR chr12 0.02466733 + T2D risk Body
cg18267330 INPP4A chr2 0.024670746 - T2D risk 5'UTR
cg01994290 PLEKHG3 chr14 0.024672275 - T2D risk TSS1500
cg10989326 EVI5 chr1 0.024694484 - T2D risk TSS1500
cg17521868 KIAA1217 chr10 0.024713455 - T2D risk TSS200
cg17521868 KIAA1217 chr10 0.024713455 - T2D risk 5'UTR
cg17521868 KIAA1217 chr10 0.024713455 - T2D risk Body
cg07626446 AMD1 chr6 0.024790939 - T2D risk 5'UTR
cg04635366 PDE5A chr4 0.02480554 - T2D risk Body
cg04635366 PDE5A chr4 0.02480554 - T2D risk TSS200
cg04635366 PDE5A chr4 0.02480554 - T2D risk 5'UTR
cg19038894 WWP2 chr16 0.024915468 - T2D risk Body
cg04384209 KDM4B chr19 0.024939169 + T2D risk 5'UTR
cg22780174 DIP2C chr10 0.024993104 - T2D risk Body
cg12243267 USP29 chr19 0.025020476 - T2D risk TSS1500
cg04627328 PDE3A chr12 0.025025903 + T2D risk Body
cg19419598 ITGA1 chr5 0.025033216 - T2D risk TSS200
cg21620743 GLG1 chr16 0.025058495 - T2D risk Body
cg13870451 SLIT3 chr5 0.025148972 + T2D risk Body
cg01056637 ATP8A2 chr13 0.025445006 - T2D risk Body
cg12523815 PHF21A chr11 0.025469717 - T2D risk 5'UTR
cg18242990 GNA12 chr7 0.025475485 - T2D risk TSS200
cg00607264 DNAJC1 chr10 0.025513177 - T2D risk 5'UTR
cg00607264 DNAJC1 chr10 0.025513177 - T2D risk 1stExon
cg07764140 DENND4C chr9 0.025564473 + T2D risk Body
cg02811712 ARPP19 chr15 0.025578459 - T2D risk TSS1500
cg13586204 TSGA10 chr2 0.025754783 - T2D risk Body
cg00422519 APBA1 chr9 0.025814893 - T2D risk Body
cg22734228 CUX1 chr7 0.025819 + T2D risk Body
cg07566917 DIP2C chr10 0.025836505 + T2D risk Body
cg12430467 TJP1 chr15 0.02586164 + T2D risk TSS1500
cg26360121 KIAA0355 chr19 0.025864072 - T2D risk 5'UTR
cg26360121 KIAA0355 chr19 0.025864072 - T2D risk 1stExon
cg18189314 RGS7 chr1 0.025897574 - T2D risk Body
cg10692693 CUX1 chr7 0.025924483 - T2D risk Body
cg11844827 HNRNPA2B1 chr7 0.025960315 - T2D risk 5'UTR
cg11844827 HNRNPA2B1 chr7 0.025960315 - T2D risk 1stExon
cg20140940 RGS7 chr1 0.026005194 - T2D risk Body
cg11115622 PLEKHG3 chr14 0.026006498 - T2D risk TSS1500
cg01676918 EFR3A chr8 0.026013137 + T2D risk Body
cg03253073 PRKAG2 chr7 0.026104627 + T2D risk Body
cg12316290 UBL3 chr13 0.026128525 - T2D risk TSS1500
cg25642172 ARPP19 chr15 0.026129365 + T2D risk TSS1500
cg18763911 WIZ chr19 0.026228307 - T2D risk TSS1500
cg04397316 TAB2 chr6 0.026236281 - T2D risk 5'UTR
cg04397316 TAB2 chr6 0.026236281 - T2D risk Body
cg22912359 TOP2A chr17 0.02625151 - T2D risk TSS200
cg26926919 ERC2 chr3 0.026278916 - T2D risk 3'UTR
cg15929700 INPP4A chr2 0.026504195 - T2D risk Body
cg25429446 ANK2 chr4 0.026520162 - T2D risk Body
cg11283604 PRKAG2 chr7 0.026525806 + T2D risk Body
cg24120297 DACH1 chr13 0.026529218 - T2D risk Body
cg23838943 KDM4B chr19 0.026593793 + T2D risk Body
cg16403964 TMEM131 chr2 0.026619016 - T2D risk Body
cg10010183 PTPRU chr1 0.026669164 - T2D risk Body
cg09664975 PRKACB chr1 0.026734571 + T2D risk TSS200
cg00868206 TAB2 chr6 0.02677362 - T2D risk 5'UTR
cg00868206 TAB2 chr6 0.02677362 - T2D risk Body
cg03738400 PDE8A chr15 0.026793935 - T2D risk 5'UTR
cg03738400 PDE8A chr15 0.026793935 - T2D risk Body
cg00494000 GRK5 chr10 0.0267951 - T2D risk Body
cg05476493 LAMA4 chr6 0.026796573 + T2D risk Body
cg21018689 PRKAG2 chr7 0.026798587 - T2D risk TSS200
cg17472610 CUX1 chr7 0.026867614 + T2D risk Body
cg22124678 ZHX2 chr8 0.026896419 - T2D risk TSS200
cg20931305 ATXN1 chr6 0.026902277 - T2D risk 5'UTR
cg07208650 NCOA2 chr8 0.026921706 + T2D risk Body



cg16072823 DIP2C chr10 0.026939761 + T2D risk Body
cg02698770 CLEC16A chr16 0.026961419 + T2D risk Body
cg23736485 WIZ chr19 0.026964283 - T2D risk TSS1500
cg07676002 CDH22 chr20 0.027061854 - T2D risk 1stExon
cg07676002 CDH22 chr20 0.027061854 - T2D risk 5'UTR
cg19770550 MMS19 chr10 0.027067838 - T2D risk 1stExon
cg19770550 MMS19 chr10 0.027067838 - T2D risk 5'UTR
cg09805925 DIP2C chr10 0.027138255 + T2D risk Body
cg10254692 PLAGL1 chr6 0.027178629 - T2D risk TSS1500
cg24368124 PACS1 chr11 0.027206513 - T2D risk Body
cg06212607 GGPS1 chr1 0.027273147 - T2D risk TSS200
cg14933266 NF1 chr17 0.027302576 - T2D risk 1stExon
cg14933266 NF1 chr17 0.027302576 - T2D risk 5'UTR
cg01216424 DDC chr7 0.027319531 - T2D risk Body
cg13945567 FAM160A1 chr4 0.027333049 - T2D risk 5'UTR
cg13945567 FAM160A1 chr4 0.027333049 - T2D risk 1stExon
cg20311501 APC chr5 0.027348636 - T2D risk 5'UTR
cg20311501 APC chr5 0.027348636 - T2D risk TSS200
cg04631584 PHACTR1 chr6 0.027348734 - T2D risk Body
cg27585914 CALD1 chr7 0.027392472 - T2D risk 5'UTR
cg05148789 PRMT3 chr11 0.027402351 - T2D risk Body
cg00722097 AMD1 chr6 0.027405342 - T2D risk TSS200
cg01352634 FBXO11 chr2 0.027407413 - T2D risk TSS1500
cg02601626 CHID1 chr11 0.027519183 + T2D risk Body
cg13029606 ARHGEF9 chrX 0.027538324 - T2D risk Body
cg03552472 TIMM23 chr10 0.02764772 - T2D risk TSS1500
cg03879109 CREBBP chr16 0.027764475 - T2D risk 3'UTR
cg08804258 LMCD1 chr3 0.02777256 - T2D risk TSS200
cg16559695 PACS2 chr14 0.027826679 - T2D risk 3'UTR
cg05526886 RHBDD1 chr2 0.027842609 - T2D risk 5'UTR
cg05439814 RBBP6 chr16 0.027855516 - T2D risk TSS200
cg26875355 TOP2A chr17 0.027864381 + T2D risk Body
cg26875355 TOP2A chr17 0.027864381 + T2D risk ExonBnd
cg09516362 NQO1 chr16 0.027877827 - T2D risk 5'UTR
cg09516362 NQO1 chr16 0.027877827 - T2D risk 1stExon
cg06030477 KIAA1217 chr10 0.027895742 - T2D risk Body
cg04816971 USP53 chr4 0.027926672 + T2D risk 5'UTR
cg04816971 USP53 chr4 0.027926672 + T2D risk 1stExon
cg26791649 RAP2A chr13 0.027933999 + T2D risk 3'UTR
cg00688802 RHBDD1 chr2 0.027984573 - T2D risk 3'UTR
cg25042258 CUL1 chr7 0.028021988 + T2D risk Body
cg13404079 PLEKHG3 chr14 0.028037202 - T2D risk TSS200
cg07831198 ACTN4 chr19 0.028226892 + T2D risk Body
cg24318365 DIP2C chr10 0.028407675 + T2D risk Body
cg03217795 PRKCB chr16 0.028469014 - T2D risk 1stExon
cg06934615 SMG7 chr1 0.028490823 - T2D risk 1stExon
cg06934615 SMG7 chr1 0.028490823 - T2D risk 5'UTR
cg10124355 KDM4B chr19 0.028512825 + T2D risk Body
cg07638884 ROBO2 chr3 0.028536259 - T2D risk TSS1500
cg09806900 CUL1 chr7 0.02864076 + T2D risk Body
cg26889586 RCAN2 chr6 0.028648496 - T2D risk Body
cg16136926 CLASP2 chr3 0.028718514 - T2D risk Body
cg16136926 CLASP2 chr3 0.028718514 - T2D risk TSS1500
cg08466495 ATXN1 chr6 0.028723622 - T2D risk 5'UTR
cg09018718 ATXN1 chr6 0.028763593 + T2D risk 5'UTR
cg17864737 TANC2 chr17 0.028774117 + T2D risk Body
cg06337717 CRYL1 chr13 0.02878514 - T2D risk Body
cg06569421 CUX1 chr7 0.028785915 + T2D risk Body
cg16519495 ENAH chr1 0.028889338 + T2D risk Body
cg07507918 PLAGL1 chr6 0.028892491 - T2D risk TSS200
cg03778388 PPP1R12A chr12 0.028929064 - T2D risk Body
cg03778388 PPP1R12A chr12 0.028929064 - T2D risk 1stExon
cg21311644 UXS1 chr2 0.028966925 + T2D risk TSS1500
cg01291392 SGSM2 chr17 0.029011274 + T2D risk Body
cg10390979 CLEC16A chr16 0.02901973 - T2D risk Body
cg22703532 GRK5 chr10 0.029062318 + T2D risk Body
cg13072810 ANK2 chr4 0.029114527 - T2D risk Body
cg02060584 ANK2 chr4 0.029163183 - T2D risk TSS200
cg02060584 ANK2 chr4 0.029163183 - T2D risk Body
cg15094819 DNAH9 chr17 0.029194917 - T2D risk 1stExon



cg22206842 SPOCK1 chr5 0.029248502 + T2D risk Body
cg18721155 DIP2C chr10 0.029254111 - T2D risk Body
cg15716812 APBA1 chr9 0.029330959 + T2D risk 1stExon
cg15716812 APBA1 chr9 0.029330959 + T2D risk 5'UTR
cg22814146 BCAT1 chr12 0.029359968 + T2D risk Body
cg01211769 SKAP1 chr17 0.029406955 - T2D risk Body
cg03565923 SPOCK1 chr5 0.029476385 - T2D risk Body
cg00982952 GLG1 chr16 0.029507594 - T2D risk Body
cg25977384 CLEC16A chr16 0.029567047 - T2D risk Body
cg25642020 KDM4B chr19 0.029600462 + T2D risk 5'UTR
cg24835999 DDC chr7 0.0296077 - T2D risk Body
cg10306584 TTC28 chr22 0.029652959 - T2D risk Body
cg05697637 ATP8A1 chr4 0.029654541 - T2D risk TSS1500
cg09547578 PPFIBP1 chr12 0.029763415 + T2D risk Body
cg00173911 ATXN1 chr6 0.029790549 + T2D risk 5'UTR
cg06682763 RSF1 chr11 0.029868683 - T2D risk Body
cg07280272 DLL4 chr15 0.029892234 + T2D risk 3'UTR
cg08799032 PRKCE chr2 0.029932153 + T2D risk Body
cg12850545 NCOA7 chr6 0.029933761 - T2D risk 5'UTR
cg11180303 HMBOX1 chr8 0.029959338 - T2D risk TSS1500
cg25986496 BIRC5 chr17 0.030031781 + T2D risk TSS1500
cg07398555 TANC2 chr17 0.030072518 + T2D risk Body
cg04656576 TENM2 chr5 0.030073563 - T2D risk Body
cg11703569 PDK1 chr2 0.030107253 - T2D risk Body
cg27010421 DYNC1I1 chr7 0.030111788 - T2D risk Body
cg01690625 CLEC16A chr16 0.030118864 + T2D risk Body
cg21647361 CUX1 chr7 0.03023356 - T2D risk Body
cg18682873 RHOQ chr2 0.030305673 - T2D risk TSS200
cg21232943 ACSS2 chr20 0.03030678 - T2D risk Body
cg21232943 ACSS2 chr20 0.03030678 - T2D risk ExonBnd
cg11382054 PPFIBP1 chr12 0.030358462 - T2D risk 5'UTR
cg06193766 DIP2C chr10 0.030390368 - T2D risk Body
cg05755092 NUP98 chr11 0.030390562 - T2D risk 5'UTR
cg05755092 NUP98 chr11 0.030390562 - T2D risk 1stExon
cg08545398 TMEM59 chr1 0.03043891 - T2D risk TSS200
cg04254159 PDE7A chr8 0.030463294 + T2D risk TSS200
cg04254159 PDE7A chr8 0.030463294 + T2D risk Body
cg26314512 DIP2C chr10 0.030465885 - T2D risk Body
cg09830206 PACS1 chr11 0.030467739 + T2D risk Body
cg25648198 ANK3 chr10 0.030474284 - T2D risk Body
cg25612405 CREBBP chr16 0.030478547 + T2D risk Body
cg23128634 RANBP17 chr5 0.030489026 - T2D risk TSS200
cg17077815 TMEM131 chr2 0.030490469 + T2D risk Body
cg25043477 RSF1 chr11 0.030514837 - T2D risk 1stExon
cg25043477 RSF1 chr11 0.030514837 - T2D risk 5'UTR
cg15291615 CLEC16A chr16 0.030573126 + T2D risk Body
cg19928336 SRPK2 chr7 0.030578612 - T2D risk TSS200
cg21332508 RAP1GAP2 chr17 0.030653865 - T2D risk Body
cg25173240 UBE2K chr4 0.030659816 - T2D risk Body
cg23758158 RET chr10 0.030690457 + T2D risk Body
cg22565961 SSBP2 chr5 0.030692343 + T2D risk Body
cg20333536 ARHGAP32 chr11 0.030763198 - T2D risk Body
cg13931914 TPCN1 chr12 0.030775848 - T2D risk TSS1500
cg13600448 CLEC16A chr16 0.030784856 - T2D risk Body
cg16333971 UBL3 chr13 0.030830346 + T2D risk TSS200
cg25712088 DIP2C chr10 0.030910925 - T2D risk Body
cg13366219 RNF157 chr17 0.030917438 - T2D risk 1stExon
cg00033551 MGRN1 chr16 0.030945957 + T2D risk Body
cg00033551 MGRN1 chr16 0.030945957 + T2D risk 3'UTR
cg13837816 TAB2 chr6 0.030988623 + T2D risk TSS1500
cg15128842 CALD1 chr7 0.031046976 + T2D risk Body
cg17852997 CRYL1 chr13 0.031051835 + T2D risk TSS1500
cg09292525 KIAA0232 chr4 0.03107503 - T2D risk Body
cg25400013 NPAT chr11 0.031220031 - T2D risk TSS200
cg23245009 DIP2C chr10 0.031380313 - T2D risk Body
cg04287966 ATP8A2 chr13 0.031533802 - T2D risk Body
cg02350295 CREBBP chr16 0.031577889 + T2D risk Body
cg15562220 SCGN chr6 0.03158852 - T2D risk TSS200
cg11527220 SPAG9 chr17 0.031625765 - T2D risk 3'UTR
cg03914662 PACS1 chr11 0.031626636 - T2D risk Body



cg08323023 TAB2 chr6 0.031653583 + T2D risk Body
cg07782585 RET chr10 0.031672887 + T2D risk Body
cg04988768 COL4A1 chr13 0.031681588 - T2D risk Body
cg13319197 PHF21A chr11 0.031768425 - T2D risk 5'UTR
cg18216587 CNTNAP2 chr7 0.031790718 - T2D risk Body
cg16261875 CLIC5 chr6 0.031823769 + T2D risk TSS1500
cg16261875 CLIC5 chr6 0.031823769 + T2D risk Body
cg27039612 TOP2A chr17 0.031843363 + T2D risk TSS1500
cg08013355 TENM2 chr5 0.03186499 - T2D risk Body
cg22434185 ST20 chr15 0.031932467 - T2D risk TSS200
cg22434185 ST20 chr15 0.031932467 - T2D risk Body
cg17054841 SLC29A4 chr7 0.031944644 + T2D risk Body
cg21373996 DIP2C chr10 0.031979835 + T2D risk Body
cg01444209 RGS7 chr1 0.032095664 + T2D risk Body
cg04996334 LMX1B chr9 0.032181236 - T2D risk Body
cg03111576 CLEC16A chr16 0.03219285 + T2D risk Body
cg24417971 CUX1 chr7 0.032234548 - T2D risk Body
cg27016993 PLAGL1 chr6 0.032256622 + T2D risk 5'UTR
cg11385204 DIP2C chr10 0.032286472 + T2D risk Body
cg23454289 CUX1 chr7 0.032331206 + T2D risk Body
cg18204079 PRKCE chr2 0.03235377 + T2D risk 1stExon
cg18204079 PRKCE chr2 0.03235377 + T2D risk 5'UTR
cg25618486 TPCN1 chr12 0.032360788 + T2D risk Body
cg27307154 CDK8 chr13 0.032368715 - T2D risk Body
cg23805664 UNC80 chr2 0.032380585 + T2D risk Body
cg10810761 IFT74 chr9 0.032397748 - T2D risk 5'UTR
cg10810761 IFT74 chr9 0.032397748 - T2D risk 1stExon
cg17953636 SVIP chr11 0.032409595 + T2D risk 1stExon
cg17953636 SVIP chr11 0.032409595 + T2D risk 5'UTR
cg15735507 CLEC16A chr16 0.032412765 + T2D risk Body
cg18225582 PLEKHG3 chr14 0.03245934 - T2D risk 1stExon
cg18225582 PLEKHG3 chr14 0.03245934 - T2D risk 5'UTR
cg03746851 KCNJ12 chr17 0.032481307 + T2D risk 5'UTR
cg03991849 PACS2 chr14 0.032657167 - T2D risk TSS1500
cg02730492 COL4A1 chr13 0.032706939 + T2D risk Body
cg15305836 PRKAG2 chr7 0.032824918 - T2D risk Body
cg26225767 CUX2 chr12 0.032846872 + T2D risk Body
cg05589743 ULK4 chr3 0.032882243 + T2D risk 5'UTR
cg17870270 LCA5 chr6 0.032938828 - T2D risk TSS200
cg22230648 TOX3 chr16 0.032942203 - T2D risk Body
cg00491607 POC1B chr12 0.032942256 - T2D risk 5'UTR
cg00491607 POC1B chr12 0.032942256 - T2D risk Body
cg24119463 CLEC16A chr16 0.032969755 + T2D risk TSS1500
cg14407304 MGRN1 chr16 0.033175817 - T2D risk Body
cg13796605 TSC22D1 chr13 0.03319851 - T2D risk Body
cg13796605 TSC22D1 chr13 0.03319851 - T2D risk 5'UTR
cg15650664 MET chr7 0.033256907 + T2D risk Body
cg25283471 PRMT3 chr11 0.033296032 - T2D risk 5'UTR
cg25283471 PRMT3 chr11 0.033296032 - T2D risk 1stExon
cg11723361 ANKHD1 chr5 0.033368189 + T2D risk TSS1500
cg13471712 PHF21A chr11 0.033482695 + T2D risk 3'UTR
cg02976843 RAP1GAP2 chr17 0.033510246 + T2D risk Body
cg21030867 ULK4 chr3 0.033543432 - T2D risk Body
cg18793367 CUX1 chr7 0.033563466 - T2D risk Body
cg03216410 KDM4B chr19 0.033635874 - T2D risk 5'UTR
cg07873251 DLL4 chr15 0.033636393 + T2D risk TSS1500
cg09992406 DIP2C chr10 0.033661526 + T2D risk Body
cg10128878 PACS1 chr11 0.033691787 - T2D risk Body
cg17918227 CADM1 chr11 0.033764939 - T2D risk Body
cg05867001 PACS2 chr14 0.033777233 - T2D risk Body
cg05867001 PACS2 chr14 0.033777233 - T2D risk 5'UTR
cg19815354 RSF1 chr11 0.033788805 - T2D risk Body
cg11201273 DDHD2 chr8 0.033933739 - T2D risk TSS1500
cg11201273 DDHD2 chr8 0.033933739 - T2D risk TSS200
cg22216302 ACSS2 chr20 0.033935668 - T2D risk Body
cg26691415 KIAA1217 chr10 0.033971837 - T2D risk Body
cg12651632 TANC2 chr17 0.034057873 + T2D risk 3'UTR
cg17545334 HNRNPA2B1 chr7 0.034116825 + T2D risk TSS1500
cg04571417 CLEC16A chr16 0.034234639 + T2D risk Body
cg01640577 SEC31A chr4 0.034266992 - T2D risk 1stExon



cg01640577 SEC31A chr4 0.034266992 - T2D risk TSS200
cg01640577 SEC31A chr4 0.034266992 - T2D risk 5'UTR
cg24879426 RHOA chr3 0.034356255 - T2D risk TSS1500
cg09524422 ITPKB chr1 0.034375863 - T2D risk Body
cg10644659 CUX1 chr7 0.034434599 - T2D risk Body
cg24317988 ITGB1 chr10 0.034440703 - T2D risk TSS200
cg24317988 ITGB1 chr10 0.034440703 - T2D risk TSS1500
cg08672557 DNAJC1 chr10 0.034508464 + T2D risk TSS200
cg03555233 ZHX2 chr8 0.034531408 - T2D risk 5'UTR
cg19684445 NCOA7 chr6 0.034545244 - T2D risk 5'UTR
cg19684445 NCOA7 chr6 0.034545244 - T2D risk Body
cg04127538 KIAA1109 chr4 0.034555331 + T2D risk Body
cg24030260 TSGA10 chr2 0.034603441 + T2D risk 5'UTR
cg07173655 ATP8A2 chr13 0.034694751 - T2D risk Body
cg23333125 GNA12 chr7 0.03475359 - T2D risk Body
cg23333125 GNA12 chr7 0.03475359 - T2D risk TSS1500
cg07717559 RAP1GAP2 chr17 0.034808073 - T2D risk TSS1500
cg01404615 DKK2 chr4 0.034941888 + T2D risk TSS1500
cg15818800 DNAJC1 chr10 0.035026824 - T2D risk 5'UTR
cg15818800 DNAJC1 chr10 0.035026824 - T2D risk 1stExon
cg02227323 PACS1 chr11 0.035126186 + T2D risk Body
cg02369548 INPP4A chr2 0.035218122 + T2D risk 5'UTR
cg13415865 RAP1GAP2 chr17 0.035227558 + T2D risk Body
cg01056945 RHOQ chr2 0.035335506 - T2D risk TSS1500
cg13732130 PRKD1 chr14 0.03539769 + T2D risk Body
cg19351350 SLC7A2 chr8 0.035436802 + T2D risk 3'UTR
cg05769535 TBC1D5 chr3 0.035483044 - T2D risk Body
cg13303737 TSGA10 chr2 0.035493766 - T2D risk 5'UTR
cg13303737 TSGA10 chr2 0.035493766 - T2D risk TSS200
cg26814089 ARL15 chr5 0.03550658 + T2D risk Body
cg00811729 ARID2 chr12 0.035524283 + T2D risk Body
cg14535460 TENM2 chr5 0.035711126 + T2D risk Body
cg15010352 MAST1 chr19 0.035790304 - T2D risk TSS1500
cg21261709 SRPK2 chr7 0.035857013 - T2D risk Body
cg20472384 DIP2C chr10 0.035910911 - T2D risk Body
cg25030932 CHID1 chr11 0.036023304 + T2D risk Body
cg07223180 CRYL1 chr13 0.03636115 + T2D risk Body
cg20096382 CUX2 chr12 0.036376172 + T2D risk Body
cg05780074 SEC31A chr4 0.036469927 - T2D risk 1stExon
cg05780074 SEC31A chr4 0.036469927 - T2D risk 5'UTR
cg05656497 COL4A1 chr13 0.036495385 - T2D risk Body
cg16766259 SRPK2 chr7 0.036509898 - T2D risk Body
cg17287921 PRKCE chr2 0.036515603 - T2D risk Body
cg02590295 PDE7A chr8 0.036526401 - T2D risk TSS1500
cg25022682 SEZ6L chr22 0.0365392 + T2D risk TSS1500
cg16842483 DNAJC13 chr3 0.036618801 + T2D risk Body
cg08517826 CLASP2 chr3 0.036644864 - T2D risk TSS200
cg00166213 ARL15 chr5 0.036682182 - T2D risk TSS200
cg00022633 CDK8 chr13 0.03670937 + T2D risk TSS1500
cg09754479 NPAT chr11 0.036783883 - T2D risk Body
cg19963795 DIP2C chr10 0.036827749 + T2D risk Body
cg18604876 ARL8B chr3 0.036948335 + T2D risk 1stExon
cg16185493 ATRN chr20 0.036953988 - T2D risk TSS200
cg14540221 PRKAG2 chr7 0.037058756 - T2D risk Body
cg17865602 PLAGL1 chr6 0.037065244 - T2D risk 5'UTR
cg21187117 SSB chr2 0.03716886 - T2D risk Body
cg05326539 PRKAG2 chr7 0.037209311 - T2D risk Body
cg06643120 CDH22 chr20 0.037217499 - T2D risk 5'UTR
cg21638053 ITGA1 chr5 0.037298671 - T2D risk Body
cg15507730 MEIS2 chr15 0.037347366 - T2D risk 5'UTR
cg15507730 MEIS2 chr15 0.037347366 - T2D risk TSS1500
cg21408822 ZRANB1 chr10 0.037376898 - T2D risk 3'UTR
cg00040007 DLL4 chr15 0.037393797 - T2D risk Body
cg01762919 PRKCE chr2 0.037445616 - T2D risk Body
cg18297057 DIP2C chr10 0.037602355 + T2D risk Body
cg07922290 CLEC16A chr16 0.037649592 - T2D risk Body
cg26116937 DIP2C chr10 0.037668754 - T2D risk Body
cg16434502 TANC2 chr17 0.037757788 - T2D risk Body
cg05063232 FAM160A1 chr4 0.037780446 - T2D risk Body
cg02773832 TPCN1 chr12 0.03781149 + T2D risk 5'UTR



cg02773832 TPCN1 chr12 0.03781149 + T2D risk Body
cg07489553 YWHAQ chr2 0.037837141 - T2D risk TSS200
cg00733379 TTC28 chr22 0.037857232 + T2D risk Body
cg16684217 PHACTR1 chr6 0.037883144 + T2D risk Body
cg15922553 PACRG chr6 0.038073678 + T2D risk Body
cg14450821 SPPL2A chr15 0.038089127 - T2D risk TSS1500
cg05837493 NGF chr1 0.038130688 - T2D risk TSS200
cg25265627 PDE3A chr12 0.038183443 - T2D risk TSS200
cg19156280 NGLY1 chr3 0.038257279 + T2D risk Body
cg19156280 NGLY1 chr3 0.038257279 + T2D risk TSS200
cg15721571 ATP2B1 chr12 0.038372808 + T2D risk Body
cg24997329 ZRANB1 chr10 0.038525392 - T2D risk Body
cg03644484 KIAA1109 chr4 0.038574845 + T2D risk Body
cg20964024 CUX2 chr12 0.038641384 + T2D risk Body
cg21545840 SLIT3 chr5 0.038850728 - T2D risk TSS1500
cg15959980 GLG1 chr16 0.038909862 + T2D risk Body
cg01510349 KIAA1217 chr10 0.038936613 - T2D risk Body

ch.11.1834293R PICALM chr11 0.039064592 - T2D risk Body
cg01307861 FLT1 chr13 0.03907315 + T2D risk Body
cg00446055 WWP2 chr16 0.039163304 + T2D risk Body
cg25595873 MMS19 chr10 0.039189979 - T2D risk Body
cg25576151 ASH1L chr1 0.039222096 + T2D risk TSS200
cg21438192 STX6 chr1 0.039256374 - T2D risk Body
cg01445838 PLAGL1 chr6 0.039269722 + T2D risk 5'UTR
cg07790831 ENAH chr1 0.03936557 + T2D risk Body
cg26143941 POLA1 chrX 0.039375552 - T2D risk Body
cg15066676 TSHZ1 chr18 0.039391353 - T2D risk 5'UTR
cg15066676 TSHZ1 chr18 0.039391353 - T2D risk Body
cg04547369 SRPK2 chr7 0.039484087 + T2D risk Body
cg12702819 NCOA2 chr8 0.039491297 - T2D risk Body
cg13276896 PACS2 chr14 0.039491477 + T2D risk 1stExon
cg14556874 SEZ6L chr22 0.039523517 + T2D risk Body
cg10657965 CUX1 chr7 0.039685226 + T2D risk Body
cg11915049 AGPAT3 chr21 0.03970077 + T2D risk 5'UTR
cg00219169 DIP2C chr10 0.039703649 - T2D risk Body
cg25358033 TPCN1 chr12 0.039704796 + T2D risk Body
cg27016906 AMD1 chr6 0.039711797 - T2D risk TSS200
cg12260340 TTC28 chr22 0.03979997 + T2D risk Body
cg25287071 ITPKB chr1 0.039826726 - T2D risk Body
cg16683383 CHKA chr11 0.039891475 + T2D risk Body
cg25726357 PACRG chr6 0.039916392 - T2D risk TSS1500
cg23713998 PRKD1 chr14 0.040025517 - T2D risk Body
cg15411065 NF1 chr17 0.040054244 - T2D risk Body
cg18794793 MGRN1 chr16 0.04006229 + T2D risk Body
cg13300744 CUX2 chr12 0.040100255 + T2D risk Body
cg11209200 PDE7A chr8 0.040137026 + T2D risk 3'UTR
cg11209200 PDE7A chr8 0.040137026 + T2D risk Body
cg06492521 DIP2C chr10 0.040235982 - T2D risk Body
cg05951822 CLEC16A chr16 0.04029014 - T2D risk Body
cg10659922 COX6A1 chr12 0.04029492 - T2D risk TSS200
cg25240153 PRKCB chr16 0.040309345 + T2D risk Body
cg05711928 DNAJC13 chr3 0.040314236 - T2D risk TSS200
cg20020409 ERC2 chr3 0.04032628 - T2D risk 3'UTR
cg10203440 CREBBP chr16 0.040327969 + T2D risk 3'UTR
cg25309588 ATP8A1 chr4 0.040338897 - T2D risk TSS1500
cg01951659 CUX1 chr7 0.040341361 + T2D risk Body
cg13196844 PHACTR1 chr6 0.040353795 + T2D risk Body
cg07062711 MEIS2 chr15 0.040436065 + T2D risk 5'UTR
cg07062711 MEIS2 chr15 0.040436065 + T2D risk 1stExon
cg07062711 MEIS2 chr15 0.040436065 + T2D risk TSS1500
cg09272951 EIF4EBP3 chr5 0.040550935 + T2D risk TSS1500
cg24509673 NGF chr1 0.040713392 - T2D risk 5'UTR
cg26551894 CALD1 chr7 0.040720258 + T2D risk Body
cg22556505 CNTNAP2 chr7 0.040722963 - T2D risk Body
cg04135372 INPP4A chr2 0.040735102 - T2D risk 1stExon
cg04135372 INPP4A chr2 0.040735102 - T2D risk 5'UTR
cg25726864 SPPL2A chr15 0.04074291 + T2D risk TSS1500
cg25181710 ASXL2 chr2 0.040770152 - T2D risk Body
cg21256968 SCARB2 chr4 0.041056146 + T2D risk TSS1500
cg17587986 DIP2C chr10 0.04112923 - T2D risk Body



cg20212867 ANK2 chr4 0.041173413 - T2D risk Body
cg06657455 DIP2C chr10 0.041207984 - T2D risk Body
cg20423765 EFR3A chr8 0.04137214 + T2D risk Body
cg11173615 PHACTR1 chr6 0.041403892 - T2D risk Body
cg25374325 FAM160A1 chr4 0.041472943 + T2D risk 5'UTR
cg16162970 PACS2 chr14 0.041482268 - T2D risk TSS1500
cg19723459 TPCN1 chr12 0.041504995 + T2D risk TSS1500
cg08552375 PPFIBP1 chr12 0.041545266 + T2D risk 5'UTR
cg02516134 CALD1 chr7 0.04156196 - T2D risk Body
cg02516134 CALD1 chr7 0.04156196 - T2D risk TSS1500
cg08164617 DYNC1I1 chr7 0.041562217 - T2D risk 1stExon
cg08164617 DYNC1I1 chr7 0.041562217 - T2D risk 5'UTR
cg00295485 UXS1 chr2 0.041590747 + T2D risk Body
cg14513298 ANK2 chr4 0.041678883 + T2D risk Body
cg23309631 SRPK2 chr7 0.041704799 + T2D risk Body
cg18107623 PRKAG2 chr7 0.04170979 + T2D risk Body
cg23524021 PPFIBP1 chr12 0.041727516 + T2D risk 5'UTR
cg03670816 ARL15 chr5 0.041737471 - T2D risk TSS200
cg09395195 NF1 chr17 0.041802689 - T2D risk Body
cg11732619 SLIT3 chr5 0.041807909 - T2D risk 1stExon
cg11732619 SLIT3 chr5 0.041807909 - T2D risk 5'UTR
cg00610223 ATXN1 chr6 0.041845185 - T2D risk 5'UTR
cg23740281 ITPKB chr1 0.041887403 + T2D risk Body
cg06977068 KREMEN1 chr22 0.041965778 - T2D risk TSS200
cg04031411 CLEC16A chr16 0.042089996 + T2D risk Body
cg24718838 TMEM59 chr1 0.042173622 - T2D risk TSS1500
cg01471384 DKK2 chr4 0.042234048 + T2D risk 1stExon
cg01471384 DKK2 chr4 0.042234048 + T2D risk 5'UTR
cg23318892 PRMT3 chr11 0.042283018 + T2D risk Body
cg03668948 SGSM2 chr17 0.042317005 - T2D risk Body
cg21240898 MAN1A1 chr6 0.042503801 + T2D risk Body
cg09376993 NCOA2 chr8 0.04259376 - T2D risk 5'UTR
cg00808648 PACS2 chr14 0.042658538 - T2D risk TSS1500
cg00587523 SKAP1 chr17 0.042682141 - T2D risk 3'UTR
cg05083115 SEZ6L chr22 0.042839126 + T2D risk Body
cg09120938 CHFR chr12 0.042915208 + T2D risk Body
cg05082153 FNIP2 chr4 0.042947447 - T2D risk Body
cg27035480 CREBBP chr16 0.04295531 + T2D risk Body
cg27549075 PTP4A2 chr1 0.043022951 + T2D risk Body
cg27549075 PTP4A2 chr1 0.043022951 + T2D risk 3'UTR
cg23947050 ATP8A2 chr13 0.043075271 - T2D risk Body
cg27382164 CHFR chr12 0.043086376 - T2D risk TSS1500
cg12445727 SLIT3 chr5 0.043091723 - T2D risk Body
cg20311754 COL4A1 chr13 0.043105653 + T2D risk Body
cg13757758 RNF217 chr6 0.0431169 - T2D risk TSS1500
cg19206986 ATP8A1 chr4 0.043177055 + T2D risk 5'UTR
cg19206986 ATP8A1 chr4 0.043177055 + T2D risk 1stExon
cg05904325 PDLIM5 chr4 0.043237228 - T2D risk 5'UTR
cg05904325 PDLIM5 chr4 0.043237228 - T2D risk Body
cg01804844 TSHZ1 chr18 0.043266865 - T2D risk 5'UTR
cg13989165 ADCY5 chr3 0.043368786 + T2D risk Body
cg24127021 PRKAG2 chr7 0.043405871 + T2D risk 5'UTR
cg24127021 PRKAG2 chr7 0.043405871 + T2D risk Body
cg25181749 CDK8 chr13 0.043443638 - T2D risk TSS1500
cg25090499 ATP8A2 chr13 0.043454492 - T2D risk Body
cg17429234 DYNC1I1 chr7 0.043565957 + T2D risk TSS1500
cg01630177 PHACTR1 chr6 0.043691163 - T2D risk Body
cg14236976 LMX1B chr9 0.043734697 - T2D risk Body
cg03022050 CUX1 chr7 0.043824411 + T2D risk Body
cg24213184 APBA1 chr9 0.043869412 - T2D risk TSS1500
cg04166393 GNA12 chr7 0.043878723 + T2D risk TSS1500
cg15448064 WIZ chr19 0.043899563 - T2D risk 5'UTR
cg12603144 TOX3 chr16 0.043969073 - T2D risk Body
cg24818905 NF1 chr17 0.043980232 + T2D risk Body
cg23060991 CHKA chr11 0.043995934 + T2D risk Body
cg08448751 SEMA3G chr3 0.044001369 + T2D risk TSS1500
cg23302638 BIRC5 chr17 0.044001766 + T2D risk TSS200
cg20576160 ZDHHC2 chr8 0.044017189 + T2D risk Body
cg14310768 FBXO11 chr2 0.044024545 - T2D risk TSS1500
cg08406370 PRKCB chr16 0.044028995 - T2D risk TSS1500



cg07893813 ARPP19 chr15 0.044083678 - T2D risk 5'UTR
cg07893813 ARPP19 chr15 0.044083678 - T2D risk 1stExon
cg27487288 TBC1D5 chr3 0.044196873 - T2D risk 5'UTR
cg01482556 MGRN1 chr16 0.044254206 - T2D risk TSS200
cg17433934 UXS1 chr2 0.044283516 + T2D risk Body
cg12355505 PRKAG2 chr7 0.044363171 - T2D risk TSS200
cg04209949 TBC1D5 chr3 0.044394385 - T2D risk 5'UTR
cg25204272 DLL4 chr15 0.044505065 - T2D risk 1stExon
cg25204272 DLL4 chr15 0.044505065 - T2D risk 5'UTR
cg10788204 RBM4 chr11 0.044556858 - T2D risk 3'UTR
cg04683496 DIP2C chr10 0.044604192 + T2D risk Body
cg02185962 ASH1L chr1 0.044666303 - T2D risk TSS1500
cg09292077 ASH1L chr1 0.044691989 + T2D risk Body
cg07962838 PPFIBP1 chr12 0.044785171 - T2D risk 5'UTR
cg23635429 ATRNL1 chr10 0.044838151 - T2D risk TSS1500
cg08230856 PRKCE chr2 0.044996875 + T2D risk Body
cg19081576 POC1B chr12 0.045037452 - T2D risk Body
cg19081576 POC1B chr12 0.045037452 - T2D risk 5'UTR
cg04130273 RNF157 chr17 0.045041143 + T2D risk Body
cg11853350 APBA1 chr9 0.045046132 - T2D risk 3'UTR
cg17874426 NCOR1 chr17 0.045073163 - T2D risk TSS1500
cg08224503 ZRANB1 chr10 0.045124203 - T2D risk Body
cg14873699 PRKAG2 chr7 0.04518995 - T2D risk Body
cg08410533 DIP2C chr10 0.045227292 - T2D risk Body
cg15627145 ANK3 chr10 0.045227311 - T2D risk 3'UTR
cg18782992 ATP6V1H chr8 0.045234395 + T2D risk Body
cg18782992 ATP6V1H chr8 0.045234395 + T2D risk ExonBnd
cg09397579 PRKAG2 chr7 0.045313293 + T2D risk 5'UTR
cg09397579 PRKAG2 chr7 0.045313293 + T2D risk 1stExon
cg09397579 PRKAG2 chr7 0.045313293 + T2D risk Body
cg19689370 MEIS2 chr15 0.045383216 - T2D risk Body
cg19498178 TBC1D5 chr3 0.045413313 - T2D risk TSS1500
cg15464481 ADCY5 chr3 0.045415628 + T2D risk Body
cg03235471 ANK2 chr4 0.045416522 + T2D risk Body
cg00279717 GRK5 chr10 0.045468922 - T2D risk Body
cg11645724 KDM4B chr19 0.045536206 + T2D risk Body
cg24000316 CHFR chr12 0.045580599 - T2D risk Body
cg14651327 PRKCE chr2 0.045592224 + T2D risk Body
cg08775511 STX6 chr1 0.045609016 + T2D risk Body
cg01255349 PPFIBP1 chr12 0.045709779 - T2D risk TSS1500
cg10439678 ITGB1 chr10 0.045784519 - T2D risk Body
cg07060175 TENM2 chr5 0.045791403 + T2D risk Body
cg01331461 AGPAT3 chr21 0.045806789 + T2D risk TSS200
cg01331461 AGPAT3 chr21 0.045806789 + T2D risk 5'UTR
cg13466694 LMX1B chr9 0.046055574 + T2D risk Body
cg16679297 SLIT3 chr5 0.046135652 + T2D risk Body
cg10181075 ITGB1 chr10 0.046198688 + T2D risk Body
cg05050872 CEP126 chr11 0.046201396 - T2D risk TSS1500
cg26040729 RSF1 chr11 0.046244239 - T2D risk Body
cg11825411 DDC chr7 0.046261258 + T2D risk 5'UTR
cg13152204 PCYT1A chr3 0.046279515 - T2D risk 5'UTR
cg22443530 NGLY1 chr3 0.046295038 - T2D risk Body
cg11439186 ST6GAL1 chr3 0.0463196 + T2D risk 5'UTR
cg25593340 ST6GAL1 chr3 0.046328679 + T2D risk 5'UTR
cg26451575 HNRNPA2B1 chr7 0.046362551 - T2D risk TSS1500
cg01486576 SMG7 chr1 0.046392467 + T2D risk TSS1500
cg04202198 NPAT chr11 0.046511377 + T2D risk Body
cg05507494 ATP6V1H chr8 0.04663842 + T2D risk Body
cg21182176 GGPS1 chr1 0.046749358 - T2D risk Body
cg21182176 GGPS1 chr1 0.046749358 - T2D risk 5'UTR
cg13536079 ZHX2 chr8 0.046756064 + T2D risk 5'UTR
cg17989826 TOP2A chr17 0.046832224 + T2D risk Body
cg04208175 MGRN1 chr16 0.046877716 + T2D risk Body
cg22667208 SH3GL2 chr9 0.046889599 - T2D risk TSS200
cg07690219 RHOA chr3 0.046984974 + T2D risk TSS200
cg24335280 SGSM2 chr17 0.047001255 + T2D risk Body
cg23089673 ARL15 chr5 0.047076441 - T2D risk Body
cg24989405 UXS1 chr2 0.047097076 + T2D risk Body
cg26097157 GRK5 chr10 0.047103985 + T2D risk Body
cg15444369 ANK3 chr10 0.047119434 - T2D risk Body



cg04058636 TSHZ1 chr18 0.047159475 - T2D risk 5'UTR
cg06408211 RAP1GAP2 chr17 0.047175341 + T2D risk Body
cg25915539 ANK2 chr4 0.047202908 + T2D risk Body
cg17627973 SRPK2 chr7 0.047244575 - T2D risk Body
cg25678180 DIP2C chr10 0.047253714 - T2D risk Body
cg07553653 CMTR1 chr6 0.047356251 - T2D risk Body
cg26677958 PACS2 chr14 0.047405484 + T2D risk Body
cg14556531 MEIS2 chr15 0.047445623 + T2D risk 5'UTR
cg14556531 MEIS2 chr15 0.047445623 + T2D risk 1stExon
cg14556531 MEIS2 chr15 0.047445623 + T2D risk Body
cg14556531 MEIS2 chr15 0.047445623 + T2D risk TSS1500
cg23477316 NCOA7 chr6 0.04757604 - T2D risk 5'UTR
cg23477316 NCOA7 chr6 0.04757604 - T2D risk Body
cg12421075 ZRANB1 chr10 0.0475953 + T2D risk TSS200
cg19057779 AGPAT3 chr21 0.04763555 + T2D risk Body
cg24827399 PPP1R12A chr12 0.047660107 - T2D risk 1stExon
cg24827399 PPP1R12A chr12 0.047660107 - T2D risk 5'UTR
cg12467953 ATP4A chr19 0.047671026 - T2D risk Body
cg24110005 UXS1 chr2 0.047671234 - T2D risk Body
cg06493994 SCGN chr6 0.04768397 - T2D risk 5'UTR
cg06493994 SCGN chr6 0.04768397 - T2D risk 1stExon
cg19086309 CALD1 chr7 0.047720166 + T2D risk 5'UTR
cg02145728 ANK2 chr4 0.047734742 - T2D risk Body
cg15005456 RNF157 chr17 0.047778243 - T2D risk Body
cg16765393 GNA12 chr7 0.047869334 - T2D risk Body
cg05085782 UNC80 chr2 0.047874769 - T2D risk TSS1500
cg21100498 RBBP6 chr16 0.047879879 - T2D risk TSS200
cg23931853 PRKAG2 chr7 0.04788303 + T2D risk Body
cg16182699 CLEC16A chr16 0.04790823 - T2D risk Body
cg07645237 INPP4A chr2 0.047909117 - T2D risk 5'UTR
cg00624628 RGS7 chr1 0.047950293 + T2D risk Body
cg13657956 ATXN1 chr6 0.047954758 - T2D risk 5'UTR
cg02302026 MYO6 chr6 0.048046897 + T2D risk 5'UTR
cg26875655 CUX2 chr12 0.048145921 - T2D risk Body
cg26561082 DIP2C chr10 0.048268817 + T2D risk Body
cg24780234 SPOCK1 chr5 0.048300984 - T2D risk TSS1500
cg24366564 RAP1GAP2 chr17 0.048313911 + T2D risk Body
cg19900314 PPFIBP1 chr12 0.048395924 + T2D risk 5'UTR
cg03613077 RGS7 chr1 0.048447837 - T2D risk TSS1500
cg16794406 PHF21A chr11 0.048450476 + T2D risk TSS200
cg01566695 DIP2C chr10 0.048517061 - T2D risk Body
cg20570230 TSC22D1 chr13 0.048526776 + T2D risk Body
cg14022706 PDE5A chr4 0.048619795 - T2D risk TSS1500
cg20116519 GRK5 chr10 0.04869067 + T2D risk Body
cg22242408 FBXO11 chr2 0.048698002 + T2D risk 5'UTR
cg17204289 PRKAG2 chr7 0.048802705 + T2D risk 5'UTR
cg17204289 PRKAG2 chr7 0.048802705 + T2D risk 1stExon
cg17204289 PRKAG2 chr7 0.048802705 + T2D risk Body
cg07096446 FBXO11 chr2 0.048815651 + T2D risk Body
cg12762399 PRKAG2 chr7 0.048897684 - T2D risk Body
cg14936497 ERC2 chr3 0.048901767 + T2D risk 3'UTR
cg21891597 EFR3A chr8 0.04891537 + T2D risk Body
cg20198644 PFKFB2 chr1 0.048933231 - T2D risk Body
cg02392248 CUX1 chr7 0.049000369 - T2D risk Body
cg26585812 PDE7A chr8 0.049120252 + T2D risk Body
cg20130440 PACS1 chr11 0.049163713 - T2D risk Body
cg25122934 PPFIBP1 chr12 0.049206511 + T2D risk 5'UTR
cg08594973 EFR3A chr8 0.049213448 + T2D risk Body
cg16986150 PRKAG2 chr7 0.049222887 - T2D risk Body
cg07326692 DIP2C chr10 0.049252927 - T2D risk Body
cg21429728 FNIP2 chr4 0.049269505 + T2D risk Body
cg25003924 ARPP19 chr15 0.049283245 + T2D risk TSS1500
cg13524401 SCARB2 chr4 0.049314258 - T2D risk Body
cg06800829 CUX1 chr7 0.049315462 + T2D risk Body
cg06948106 SPOCK1 chr5 0.049397629 - T2D risk Body
cg21712619 DIP2C chr10 0.049409127 + T2D risk Body
cg26121591 CPLX2 chr5 0.04952096 + T2D risk 5'UTR
cg26121591 CPLX2 chr5 0.04952096 + T2D risk 1stExon
cg01351869 ST20 chr15 0.049586178 + T2D risk 5'UTR
cg01351869 ST20 chr15 0.049586178 + T2D risk 1stExon



cg02882775 SLIT3 chr5 0.049597374 - T2D risk Body
cg16754633 RAP1GAP2 chr17 0.049773343 + T2D risk Body
cg10556868 ATXN1 chr6 0.049797957 + T2D risk 5'UTR
cg06537894 MAST1 chr19 0.049811135 + T2D risk Body
cg13460297 DYNC1I2 chr2 0.049832378 + T2D risk Body
cg09547226 KDM4B chr19 0.049869977 + T2D risk Body
cg20793303 PRKCB chr16 0.04988844 + T2D risk Body
cg17316580 DLL4 chr15 0.05007634 - T2D risk Body
cg08942940 CNTROB chr17 0.050174862 - T2D risk Body
cg00241074 PRKAG2 chr7 0.05022253 - T2D risk 5'UTR
cg00241074 PRKAG2 chr7 0.05022253 - T2D risk Body
cg08991330 PLAGL1 chr6 0.050265146 - T2D risk 5'UTR
cg18114671 NOL4 chr18 0.050323409 + T2D risk TSS1500
cg06398129 PRKCE chr2 0.050374897 - T2D risk Body
cg26682701 CUX1 chr7 0.050437062 + T2D risk Body
cg20473250 PHF21A chr11 0.050466333 - T2D risk Body
cg06544239 GNA12 chr7 0.050543257 + T2D risk Body
cg23021192 ST20 chr15 0.050710448 - T2D risk Body
cg20580885 KREMEN1 chr22 0.050737043 - T2D risk Body
cg02102278 TENM2 chr5 0.050788153 + T2D risk Body
cg10479434 CLEC16A chr16 0.050805378 + T2D risk Body
cg19095271 CLOCK chr4 0.050896788 - T2D risk TSS1500
cg19356735 UBE2K chr4 0.05092026 + T2D risk TSS1500
cg24503846 PDLIM5 chr4 0.050930901 + T2D risk 5'UTR
cg24503846 PDLIM5 chr4 0.050930901 + T2D risk Body
cg09500975 TJP1 chr15 0.050940876 - T2D risk Body
cg01076459 RAP1GAP2 chr17 0.050964586 - T2D risk Body
cg27140914 WDR48 chr3 0.051005435 - T2D risk Body
cg22373676 UBL3 chr13 0.051018306 - T2D risk Body
cg08125682 CLEC16A chr16 0.051035282 - T2D risk 1stExon
cg08125682 CLEC16A chr16 0.051035282 - T2D risk 5'UTR
cg09054633 SPOCK1 chr5 0.051079397 - T2D risk 5'UTR
cg15433164 NGLY1 chr3 0.051117608 - T2D risk 1stExon
cg15433164 NGLY1 chr3 0.051117608 - T2D risk Body
cg15433164 NGLY1 chr3 0.051117608 - T2D risk 5'UTR
cg06795078 ATXN1 chr6 0.051162637 - T2D risk 5'UTR
cg06724937 SPPL2A chr15 0.051229613 - T2D risk Body
cg00225070 MTHFS chr15 0.051298848 - T2D risk TSS200
cg20653859 DIP2C chr10 0.051385036 - T2D risk Body
cg27159421 DIP2C chr10 0.051404395 + T2D risk Body
cg10862399 SLIT3 chr5 0.051465238 + T2D risk Body
cg16159152 GRK5 chr10 0.051589219 + T2D risk Body
cg12567780 ANK2 chr4 0.051631825 - T2D risk Body
cg27190240 NGLY1 chr3 0.051673572 - T2D risk Body
cg27190240 OXSM chr3 0.051673572 - T2D risk TSS1500
cg06678279 ERC2 chr3 0.051760685 - T2D risk 1stExon
cg06678279 ERC2 chr3 0.051760685 - T2D risk 5'UTR
cg11436846 PHACTR1 chr6 0.051852663 + T2D risk Body
cg22423225 MAN1A1 chr6 0.051854129 - T2D risk Body
cg19272109 DIP2C chr10 0.051857481 + T2D risk Body
cg25256141 CUX1 chr7 0.051934254 + T2D risk Body
cg14456980 NCOA7 chr6 0.052081715 - T2D risk 5'UTR
cg14456980 NCOA7 chr6 0.052081715 - T2D risk Body
cg13555290 ANK2 chr4 0.052090467 + T2D risk 5'UTR
cg08851719 NCOA2 chr8 0.052094398 - T2D risk TSS1500
cg04579211 DLL4 chr15 0.05214998 + T2D risk Body
cg22983896 PRKD1 chr14 0.052293429 - T2D risk Body
cg15388974 PRKD1 chr14 0.052348159 - T2D risk Body
cg27052183 RBM4 chr11 0.052492962 + T2D risk 3'UTR
cg21184174 NGF chr1 0.052587678 - T2D risk TSS1500
cg21795654 NUCB2 chr11 0.052666855 - T2D risk TSS200
cg22383872 TSGA10 chr2 0.052675761 + T2D risk TSS200
cg12594140 PACRG chr6 0.052691502 - T2D risk Body
cg02122937 DIP2C chr10 0.052765657 + T2D risk Body
cg25475877 PPP1R12A chr12 0.052785446 - T2D risk TSS200
cg25475877 PPP1R12A chr12 0.052785446 - T2D risk 1stExon
cg25475877 PPP1R12A chr12 0.052785446 - T2D risk 5'UTR
cg11407215 UXS1 chr2 0.052888745 - T2D risk Body
cg15019810 ST6GAL1 chr3 0.052900029 - T2D risk TSS200
cg16373141 PRKAG2 chr7 0.05295025 + T2D risk 5'UTR



cg16373141 PRKAG2 chr7 0.05295025 + T2D risk Body
cg13731422 TBC1D5 chr3 0.052985076 - T2D risk TSS200
cg08569022 ACSS2 chr20 0.05302764 - T2D risk Body
cg07990556 FNIP2 chr4 0.053108995 - T2D risk Body
cg05053115 PPFIBP1 chr12 0.053122437 - T2D risk Body
cg01765571 DIP2C chr10 0.053146998 - T2D risk Body
cg21429687 ANK3 chr10 0.053313693 + T2D risk Body
cg14724304 CUX1 chr7 0.053316567 - T2D risk Body
cg00504226 AGPAT3 chr21 0.053319695 + T2D risk 5'UTR
cg00504226 AGPAT3 chr21 0.053319695 + T2D risk TSS1500
cg08051310 PHACTR1 chr6 0.05337024 - T2D risk Body
cg09330105 TTC28 chr22 0.053376415 + T2D risk Body
cg26245302 PACRG chr6 0.053383373 - T2D risk TSS1500
cg26245302 PACRG chr6 0.053383373 - T2D risk 5'UTR
cg08549648 TENM2 chr5 0.053421335 - T2D risk Body
cg05065603 PCYT1A chr3 0.053467572 + T2D risk Body
cg07001793 ACTN4 chr19 0.053487023 + T2D risk Body
cg07001793 ACTN4 chr19 0.053487023 + T2D risk ExonBnd
cg02181256 ULK4 chr3 0.053533908 - T2D risk Body
cg08303370 TSGA10 chr2 0.053691023 + T2D risk 5'UTR
cg08303370 TSGA10 chr2 0.053691023 + T2D risk TSS200
cg22410827 CHID1 chr11 0.053698749 + T2D risk 5'UTR
cg26661922 WWP2 chr16 0.05371152 - T2D risk Body
cg03315866 ACTN4 chr19 0.053731158 - T2D risk Body
cg19877499 RHOA chr3 0.053748481 - T2D risk Body
cg13378134 HNRNPA2B1 chr7 0.053812174 - T2D risk TSS1500
cg15306595 GAD1 chr2 0.053887368 - T2D risk 1stExon
cg15306595 GAD1 chr2 0.053887368 - T2D risk 5'UTR
cg27639268 CUX2 chr12 0.053897586 + T2D risk Body
cg08918508 FLT1 chr13 0.05390446 - T2D risk Body
cg18804254 FAM160A1 chr4 0.053963486 + T2D risk Body
cg21931103 TSGA10 chr2 0.05402884 - T2D risk TSS1500
cg05546381 EFR3A chr8 0.05403097 - T2D risk Body
cg07974823 CRYL1 chr13 0.054086495 + T2D risk Body
cg18882624 CUX1 chr7 0.054224811 + T2D risk Body
cg24567591 CREBBP chr16 0.054249375 - T2D risk TSS1500
cg04803856 PACS2 chr14 0.054364475 - T2D risk Body
cg14536764 PRKCE chr2 0.054394037 + T2D risk Body
cg16521917 CNTNAP2 chr7 0.054507176 - T2D risk 5'UTR
cg16521917 CNTNAP2 chr7 0.054507176 - T2D risk 1stExon
cg22960833 KDM4B chr19 0.054527149 + T2D risk 5'UTR
cg18863666 DIP2C chr10 0.054542633 + T2D risk Body
cg04790450 LMCD1 chr3 0.054569617 - T2D risk Body
cg13834623 SCGN chr6 0.054610725 - T2D risk TSS200
cg15340582 ANKHD1 chr5 0.054685125 + T2D risk TSS1500
cg06940195 SRPK2 chr7 0.054806375 + T2D risk Body
cg22837512 NPAT chr11 0.054815916 + T2D risk TSS200
cg10773400 PICALM chr11 0.054853832 + T2D risk TSS1500
cg10773400 PICALM chr11 0.054853832 + T2D risk 5'UTR
cg00263806 SLC9A6 chrX 0.054959936 + T2D risk Body
cg26990332 CALD1 chr7 0.055090767 - T2D risk 5'UTR
cg13739115 GRK5 chr10 0.055147218 + T2D risk Body
cg24493060 SRPK2 chr7 0.055172611 - T2D risk Body
cg04594900 AGPAT3 chr21 0.055192218 + T2D risk 5'UTR
cg00367584 PRKAG2 chr7 0.05521788 - T2D risk TSS1500
cg00367584 PRKAG2 chr7 0.05521788 - T2D risk Body
cg04922684 UNC80 chr2 0.05527002 - T2D risk Body
cg09958018 ULK4 chr3 0.055285637 - T2D risk 5'UTR
cg08943997 PACS2 chr14 0.055290763 - T2D risk Body
cg02551232 INPP4A chr2 0.055298864 - T2D risk 5'UTR
cg10071009 DENND4C chr9 0.055315125 - T2D risk TSS1500
cg26337222 FNIP2 chr4 0.055341336 - T2D risk Body
cg10652646 MEIS2 chr15 0.055466719 + T2D risk TSS1500
cg01923816 ARL15 chr5 0.055489871 + T2D risk Body
cg00531176 HMBOX1 chr8 0.055548951 - T2D risk 5'UTR
cg00939347 DIP2C chr10 0.055571855 + T2D risk Body
cg23082773 RSF1 chr11 0.05570039 + T2D risk Body
cg10335826 RGS7 chr1 0.055838145 + T2D risk Body
cg21284038 COL4A1 chr13 0.055963921 - T2D risk Body
cg04633966 WWP2 chr16 0.055964358 + T2D risk ExonBnd



cg04633966 WWP2 chr16 0.055964358 + T2D risk Body
cg11534240 SMG7 chr1 0.056036452 + T2D risk 5'UTR
cg11534240 SMG7 chr1 0.056036452 + T2D risk Body
cg16814576 ACTN4 chr19 0.056053084 + T2D risk Body
cg16814576 ACTN4 chr19 0.056053084 + T2D risk ExonBnd
cg16838957 ADCY5 chr3 0.056124237 - T2D risk Body
cg01022678 ITGA1 chr5 0.056208359 - T2D risk Body
cg09335647 CNTNAP2 chr7 0.056210496 - T2D risk Body
cg23190719 CALD1 chr7 0.056216556 + T2D risk Body
cg23190719 CALD1 chr7 0.056216556 + T2D risk TSS1500
cg13319049 UBE2K chr4 0.056273496 - T2D risk TSS200
cg05101809 SLC29A4 chr7 0.05630941 + T2D risk Body
cg16951854 RHOA chr3 0.056314507 - T2D risk 1stExon
cg16951854 RHOA chr3 0.056314507 - T2D risk 5'UTR
cg06440804 RNF157 chr17 0.056370294 + T2D risk Body
cg09355523 UBL3 chr13 0.056376117 + T2D risk Body
cg16872693 ULK4 chr3 0.056396861 - T2D risk 5'UTR
cg14773466 DIP2C chr10 0.056475512 + T2D risk Body
cg13125822 GRK5 chr10 0.056549128 + T2D risk Body
cg23340957 RHBDD1 chr2 0.056562199 - T2D risk Body
cg09578826 RAP1GAP2 chr17 0.056567392 + T2D risk Body
cg16697062 EVI5 chr1 0.056573739 - T2D risk Body
cg11839163 CALD1 chr7 0.056614312 - T2D risk Body
cg14282407 CNTROB chr17 0.056653133 - T2D risk 1stExon
cg14282407 CNTROB chr17 0.056653133 - T2D risk 5'UTR
cg22080856 INPP4A chr2 0.056666367 + T2D risk Body
cg13763577 UNC80 chr2 0.056701632 - T2D risk Body
cg26723848 SPOCK1 chr5 0.05672027 + T2D risk Body
cg23581176 LAMA4 chr6 0.056800924 - T2D risk Body
cg14696996 NOTCH3 chr19 0.056804155 + T2D risk Body
cg21478902 COL4A1 chr13 0.056934895 - T2D risk Body
cg12749890 ATP8A1 chr4 0.056978322 + T2D risk Body
cg25786780 MAST1 chr19 0.056983505 + T2D risk Body
cg17416338 KDM4B chr19 0.057026509 - T2D risk Body
cg05191928 GNA12 chr7 0.057066008 - T2D risk TSS200
cg10793390 PRKD1 chr14 0.057107333 - T2D risk Body
cg19209588 NF1 chr17 0.057133628 + T2D risk Body
cg14537362 LMX1B chr9 0.0571455 - T2D risk TSS1500
cg20909611 POC1B chr12 0.0572146 + T2D risk Body
cg27545052 SLIT3 chr5 0.057233358 - T2D risk Body
cg21508011 TENM2 chr5 0.057335 - T2D risk Body
cg22353116 CUX1 chr7 0.057414206 - T2D risk Body
cg21322636 RHOA chr3 0.057447296 - T2D risk TSS200
cg11228682 ATXN1 chr6 0.057487257 - T2D risk Body
cg04430362 CUX1 chr7 0.057507467 + T2D risk Body
cg05459517 ZHX2 chr8 0.057585302 - T2D risk 5'UTR
cg20969685 KIAA1217 chr10 0.05764123 - T2D risk TSS200
cg13389229 RHOA chr3 0.05765282 + T2D risk TSS1500
cg24948802 KIAA0355 chr19 0.057670972 - T2D risk TSS200
cg14562149 LMX1B chr9 0.057706143 - T2D risk Body
cg23003043 SLC30A8 chr8 0.057850126 + T2D risk 5'UTR
cg25282292 MGRN1 chr16 0.057930179 + T2D risk Body
cg21392975 ARID2 chr12 0.057988756 - T2D risk Body
cg26912640 RAP1B chr12 0.057994487 + T2D risk 5'UTR
cg21351795 PDK1 chr2 0.057999265 - T2D risk Body
cg07883956 PDE8A chr15 0.058020027 - T2D risk TSS1500
cg13741289 LAP3 chr4 0.058030245 - T2D risk TSS200
cg14325408 ARHGAP32 chr11 0.058212521 + T2D risk TSS1500
cg16112623 AGPAT3 chr21 0.058222591 + T2D risk 5'UTR
cg01966076 PACS2 chr14 0.058242026 - T2D risk TSS1500
cg23388451 SLC29A4 chr7 0.058311116 + T2D risk Body
cg19466590 CUL1 chr7 0.058396336 - T2D risk 1stExon
cg19466590 CUL1 chr7 0.058396336 - T2D risk 5'UTR
cg19539318 DYNC1I2 chr2 0.058409405 - T2D risk 5'UTR
cg16143506 CNTNAP2 chr7 0.05843683 + T2D risk Body
cg04000159 ATP6V1H chr8 0.058519775 - T2D risk 5'UTR
cg04000159 ATP6V1H chr8 0.058519775 - T2D risk TSS200
cg04000159 ATP6V1H chr8 0.058519775 - T2D risk 1stExon
cg02654164 JPH2 chr20 0.058520011 + T2D risk Body
cg16514866 ZHX2 chr8 0.058590508 - T2D risk 5'UTR



cg15344021 SGSM2 chr17 0.058601324 + T2D risk TSS1500
cg20036294 ASH1L chr1 0.0587475 + T2D risk Body
cg09075678 NCOA7 chr6 0.058769544 + T2D risk TSS1500
cg21426559 CUX2 chr12 0.058787016 - T2D risk Body
cg03680528 TSHZ1 chr18 0.058810089 + T2D risk Body
cg11588907 NOL4 chr18 0.05885576 + T2D risk TSS1500
cg11588907 NOL4 chr18 0.05885576 + T2D risk Body
cg22322653 INPP4A chr2 0.058894543 + T2D risk Body
cg03080498 ATXN1 chr6 0.058895395 + T2D risk 5'UTR
cg07035875 TOX3 chr16 0.058909946 - T2D risk 5'UTR
cg07035875 TOX3 chr16 0.058909946 - T2D risk Body
cg18074825 CHKA chr11 0.058989792 - T2D risk TSS200
cg17554032 ADCY5 chr3 0.059092356 + T2D risk Body
cg17554032 ADCY5 chr3 0.059092356 + T2D risk ExonBnd
cg07937514 TBC1D5 chr3 0.059103904 - T2D risk 5'UTR
cg14717331 KIAA0355 chr19 0.059110005 - T2D risk 5'UTR
cg20838039 CUX1 chr7 0.059143613 + T2D risk Body
cg20227627 PRKCE chr2 0.059219378 + T2D risk Body
cg19524983 SCAF11 chr12 0.059289351 - T2D risk Body
cg01170069 SUB1 chr5 0.059362133 - T2D risk Body
cg02151160 KCNIP3 chr2 0.059374529 + T2D risk Body
cg02463970 DIP2C chr10 0.059408035 + T2D risk Body
cg07801814 FLT1 chr13 0.059424884 - T2D risk Body
cg27188079 SSBP2 chr5 0.059441473 + T2D risk Body
cg10132348 KIAA0232 chr4 0.059443513 - T2D risk TSS200
cg27272447 PPFIBP1 chr12 0.059562132 - T2D risk 5'UTR
cg02667335 CHFR chr12 0.059649961 + T2D risk TSS1500
cg25292151 RAP1GAP2 chr17 0.059700326 + T2D risk Body
cg07759052 HMBOX1 chr8 0.059742807 - T2D risk 5'UTR
cg15003182 DDC chr7 0.059745018 + T2D risk Body
cg14438812 DIP2C chr10 0.059755853 + T2D risk Body
cg06840100 SSBP2 chr5 0.059875308 - T2D risk ExonBnd
cg06840100 SSBP2 chr5 0.059875308 - T2D risk Body
cg14276794 LYVE1 chr11 0.059897442 - T2D risk TSS1500
cg20342375 NPAT chr11 0.060029412 - T2D risk 1stExon
cg20342375 NPAT chr11 0.060029412 - T2D risk 5'UTR
cg21034903 DYNC1I2 chr2 0.060032884 + T2D risk 5'UTR
cg03990813 ERC2 chr3 0.060051366 - T2D risk 3'UTR
cg25933772 ANK2 chr4 0.060178437 - T2D risk 5'UTR
cg10956403 SPAG9 chr17 0.060336422 - T2D risk Body
cg02286270 ATP8A2 chr13 0.060342465 - T2D risk Body
cg20274441 ITPKB chr1 0.060410634 + T2D risk Body
cg01886570 ZHX2 chr8 0.060439882 + T2D risk Body
cg21643314 MEIS2 chr15 0.060454021 - T2D risk TSS200
cg21643314 MEIS2 chr15 0.060454021 - T2D risk Body
cg21643314 MEIS2 chr15 0.060454021 - T2D risk 5'UTR
cg21827294 CHFR chr12 0.060454723 + T2D risk Body
cg21848076 ITGA1 chr5 0.060552553 - T2D risk Body
cg20564330 EFCAB14 chr1 0.060621484 + T2D risk Body
cg01965598 ARL15 chr5 0.060658578 - T2D risk TSS1500
cg16385733 TENM2 chr5 0.060768719 - T2D risk Body
cg05420217 PRKAG2 chr7 0.060809939 + T2D risk Body
cg04348857 RGS7 chr1 0.060826361 + T2D risk Body
cg22598607 AGPAT3 chr21 0.060863624 - T2D risk 5'UTR
cg00733767 UXS1 chr2 0.060900566 + T2D risk Body
cg01120308 PICALM chr11 0.061022688 - T2D risk TSS1500
cg00160667 PTPRU chr1 0.061039774 - T2D risk Body
cg24443768 RTN4 chr2 0.061097041 - T2D risk Body
cg02676865 MMS19 chr10 0.061131342 + T2D risk TSS1500
cg13637899 IFT74 chr9 0.061224495 + T2D risk 5'UTR
cg24670566 PDE5A chr4 0.061304682 - T2D risk Body
cg12677723 WIZ chr19 0.061354477 + T2D risk 5'UTR
cg13599482 LMX1B chr9 0.061358952 + T2D risk Body
cg16289485 CUX2 chr12 0.061436179 - T2D risk Body
cg20599496 DIP2C chr10 0.061439032 + T2D risk Body
cg09759619 NCOR1 chr17 0.061615597 + T2D risk Body
cg17918753 PRKAG2 chr7 0.061642156 + T2D risk Body
cg10869360 PACS2 chr14 0.061679369 + T2D risk 5'UTR
cg10869360 PACS2 chr14 0.061679369 + T2D risk Body
cg16416127 ARL15 chr5 0.061726038 - T2D risk Body



cg16652181 ARHGAP32 chr11 0.061730684 - T2D risk Body
cg23730151 DDHD2 chr8 0.061848917 - T2D risk Body
cg00735962 PRKCB chr16 0.061863931 + T2D risk TSS200
cg12381367 GRK5 chr10 0.061866078 - T2D risk Body
cg10502136 PHACTR1 chr6 0.061875815 - T2D risk Body
cg22586777 FNIP2 chr4 0.061902412 - T2D risk Body
cg27421267 DIP2C chr10 0.061956411 - T2D risk Body
cg06297554 DIP2C chr10 0.062078115 - T2D risk Body
cg18072147 DIP2C chr10 0.062104373 + T2D risk Body
cg03951877 PHACTR1 chr6 0.062248676 + T2D risk Body
cg08318174 ANK3 chr10 0.062274638 - T2D risk 1stExon
cg08318174 ANK3 chr10 0.062274638 - T2D risk 5'UTR
cg16923402 GLG1 chr16 0.062511968 + T2D risk Body
cg15822966 NGLY1 chr3 0.062540806 - T2D risk Body
cg11345143 CRYL1 chr13 0.06255048 + T2D risk Body
cg02566775 PLAGL1 chr6 0.06259248 - T2D risk 5'UTR
cg21672040 RHBDD1 chr2 0.062840018 - T2D risk TSS1500
cg00943291 PLEKHG3 chr14 0.062964399 + T2D risk Body
cg05952475 PACRG chr6 0.062985414 + T2D risk Body
cg10753966 ERC2 chr3 0.063360927 + T2D risk 3'UTR
cg07031120 PHACTR1 chr6 0.063373827 - T2D risk TSS1500
cg14819891 SLIT3 chr5 0.063690391 - T2D risk Body
cg08430686 APBA1 chr9 0.063717401 - T2D risk 3'UTR
cg06731842 UBL3 chr13 0.063802842 - T2D risk Body
cg20893537 GRK5 chr10 0.063860241 + T2D risk Body
cg04503332 KDM4B chr19 0.063907837 + T2D risk 5'UTR
cg04935465 ANK3 chr10 0.063917238 + T2D risk Body
cg06083412 NCOA2 chr8 0.063947138 + T2D risk 5'UTR
cg12832649 SPOCK1 chr5 0.064061529 - T2D risk 5'UTR
cg14399236 TSGA10 chr2 0.064065608 - T2D risk TSS1500
cg23449764 CHID1 chr11 0.06410476 + T2D risk TSS1500
cg02220924 KIAA0232 chr4 0.064152431 + T2D risk Body
cg23065882 STX6 chr1 0.06419086 + T2D risk Body
cg22513805 SLIT3 chr5 0.064329452 - T2D risk Body
cg11702143 RHOA chr3 0.064333978 - T2D risk 5'UTR
cg08633479 USP29 chr19 0.064341902 - T2D risk TSS1500
cg01077501 CALD1 chr7 0.064370984 + T2D risk Body
cg08135810 EFCAB14 chr1 0.064411175 - T2D risk TSS1500
cg03095884 KIAA1217 chr10 0.064447596 - T2D risk 5'UTR
cg12955895 ACTN4 chr19 0.064468643 - T2D risk TSS200
cg23447136 ATP6V1H chr8 0.064531705 - T2D risk TSS200
cg23447136 ATP6V1H chr8 0.064531705 - T2D risk 5'UTR
cg23447136 ATP6V1H chr8 0.064531705 - T2D risk 1stExon
cg04911819 KIAA1217 chr10 0.064601795 - T2D risk 5'UTR
cg04911819 KIAA1217 chr10 0.064601795 - T2D risk Body
cg25065191 SMG7 chr1 0.064604139 + T2D risk 5'UTR
cg25065191 SMG7 chr1 0.064604139 + T2D risk Body
cg13051970 DDC chr7 0.064627863 + T2D risk TSS1500
cg13051970 DDC chr7 0.064627863 + T2D risk 5'UTR
cg26961479 ANK3 chr10 0.064639265 - T2D risk Body
cg19619882 ZHX2 chr8 0.064686726 - T2D risk 5'UTR
cg20567148 CUX1 chr7 0.064736044 + T2D risk Body
cg08801671 RBM4 chr11 0.064854237 - T2D risk TSS200
cg07501939 CDH22 chr20 0.064890222 + T2D risk 5'UTR
cg04171526 GLG1 chr16 0.06490355 - T2D risk Body
cg24450494 ATRNL1 chr10 0.064918494 - T2D risk TSS1500
cg22516717 AGPAT3 chr21 0.064929521 + T2D risk 5'UTR
cg16550555 ARL8B chr3 0.065032533 + T2D risk Body
cg16535796 DYNC1I1 chr7 0.065060135 + T2D risk Body
cg27324928 KIAA1109 chr4 0.0650992 - T2D risk Body
cg12255246 NCOA7 chr6 0.065115546 - T2D risk 5'UTR
cg05068987 MAST1 chr19 0.065116667 + T2D risk Body
cg02160692 FBXO11 chr2 0.065146849 - T2D risk 5'UTR
cg24816286 ATP6V1H chr8 0.065156802 + T2D risk Body
cg09808639 GRK5 chr10 0.065194198 + T2D risk Body
cg04257889 PRKAG2 chr7 0.065194542 - T2D risk TSS1500
cg09097923 RSF1 chr11 0.065212857 - T2D risk Body
cg22007448 RSF1 chr11 0.065218385 + T2D risk Body
cg12524865 CUX1 chr7 0.06523324 + T2D risk Body
cg01432450 ACTN4 chr19 0.065266759 + T2D risk Body



cg20449833 RHOQ chr2 0.065406323 - T2D risk 1stExon
cg22240188 SLIT3 chr5 0.065580486 + T2D risk Body
cg15733028 USP53 chr4 0.06569399 + T2D risk 5'UTR
cg00248174 RET chr10 0.065715353 - T2D risk Body
cg19261940 SKAP1 chr17 0.065812642 + T2D risk Body
cg05813079 PRKD1 chr14 0.065847835 + T2D risk Body
cg02402946 CRYL1 chr13 0.065870885 - T2D risk Body
cg06985534 MAN1A2 chr1 0.065905837 - T2D risk TSS1500
cg12072445 RANBP17 chr5 0.06590638 + T2D risk Body
cg05204898 INPP4A chr2 0.06597766 + T2D risk Body
cg24323734 RHBDD1 chr2 0.066089336 + T2D risk ExonBnd
cg24323734 RHBDD1 chr2 0.066089336 + T2D risk Body
cg10823320 CUX2 chr12 0.06615071 + T2D risk Body
cg13173125 PICALM chr11 0.066203106 - T2D risk TSS1500
cg13173125 PICALM chr11 0.066203106 - T2D risk 5'UTR
cg17448192 ST6GAL1 chr3 0.066250517 - T2D risk 5'UTR
cg23279833 RNF157 chr17 0.066552097 + T2D risk Body
cg08351324 ANKHD1 chr5 0.066573896 - T2D risk TSS200
cg11791922 ARL15 chr5 0.066594213 - T2D risk Body
cg26874693 CUX2 chr12 0.066653117 - T2D risk Body
cg12394112 SEZ6L chr22 0.066671099 + T2D risk Body
cg11693202 RET chr10 0.066708632 + T2D risk Body
cg17075098 UBL3 chr13 0.066839075 + T2D risk Body
cg00070105 ATP8A2 chr13 0.067025024 - T2D risk Body
cg07276957 ARID2 chr12 0.067050442 - T2D risk TSS1500
cg19632186 NCOR1 chr17 0.067117464 + T2D risk Body
cg00093930 PTPRU chr1 0.067253915 + T2D risk Body
cg06059332 CNTNAP2 chr7 0.067255343 + T2D risk Body
cg17465343 SCARB2 chr4 0.067275847 - T2D risk Body
cg24988884 UBL3 chr13 0.067377946 - T2D risk 1stExon
cg24988884 UBL3 chr13 0.067377946 - T2D risk 5'UTR
cg22884793 SKAP1 chr17 0.067526165 - T2D risk Body
cg20200091 ARPP19 chr15 0.067536717 + T2D risk 5'UTR
cg20200091 ARPP19 chr15 0.067536717 + T2D risk 1stExon
cg20200091 ARPP19 chr15 0.067536717 + T2D risk TSS200
cg22732210 PDE3A chr12 0.067569156 + T2D risk Body
cg05296590 IFT74 chr9 0.067620431 - T2D risk TSS1500
cg05296590 IFT74 chr9 0.067620431 - T2D risk TSS200
cg24606374 NCOA7 chr6 0.067663896 + T2D risk 5'UTR
cg03951374 MEIS2 chr15 0.067707897 + T2D risk 5'UTR
cg03951374 MEIS2 chr15 0.067707897 + T2D risk 1stExon
cg03951374 MEIS2 chr15 0.067707897 + T2D risk Body
cg13881958 ULK4 chr3 0.06771705 - T2D risk 5'UTR
cg09605217 WWP2 chr16 0.067775798 + T2D risk Body
cg20995188 UXS1 chr2 0.067821804 + T2D risk Body
cg20828207 PLAGL1 chr6 0.067844174 + T2D risk 5'UTR
cg10776914 ATXN1 chr6 0.06795167 - T2D risk 5'UTR
cg27413543 SEC31A chr4 0.067978282 - T2D risk 5'UTR
cg01032359 CUX2 chr12 0.068016538 - T2D risk Body
cg19820851 NUP98 chr11 0.06803561 - T2D risk Body
cg27100547 CREBBP chr16 0.068064021 + T2D risk Body
cg19563415 DIP2C chr10 0.068064904 - T2D risk Body
cg22630180 CREBBP chr16 0.068256271 + T2D risk Body
cg16573071 CMTR1 chr6 0.068323841 + T2D risk Body
cg11076143 TBC1D5 chr3 0.068373439 + T2D risk Body
cg15927566 ATP8A1 chr4 0.068381043 + T2D risk Body
cg21579197 MEIS2 chr15 0.068490327 - T2D risk Body
cg19879479 LCA5 chr6 0.068521265 + T2D risk 5'UTR
cg19210045 SSB chr2 0.068540165 - T2D risk 5'UTR
cg13314908 PRKCE chr2 0.068544315 + T2D risk Body
cg18887119 CREBBP chr16 0.06865954 + T2D risk Body
cg10820926 PRKD1 chr14 0.06869299 - T2D risk TSS1500
cg06924803 CUX1 chr7 0.068767377 - T2D risk Body
cg01483459 NOTCH3 chr19 0.068788441 + T2D risk Body
cg13342014 AGPAT3 chr21 0.068865716 + T2D risk 5'UTR
cg05617873 KCNIP3 chr2 0.068936953 + T2D risk Body
cg09186074 PACRG chr6 0.06894508 - T2D risk TSS1500
cg25300699 MYO6 chr6 0.068963437 + T2D risk 5'UTR
cg01067813 CNTNAP2 chr7 0.069027994 - T2D risk Body
cg23489038 CUX2 chr12 0.069105402 - T2D risk Body



cg18157349 PTP4A2 chr1 0.069221921 + T2D risk 5'UTR
cg21388639 FNIP2 chr4 0.069255238 - T2D risk Body
cg18641731 ITGB1 chr10 0.069310047 + T2D risk TSS1500
cg01146238 RTN4 chr2 0.069322036 - T2D risk Body
cg15468403 PDLIM5 chr4 0.069340547 - T2D risk 5'UTR
cg15468403 PDLIM5 chr4 0.069340547 - T2D risk Body
cg08801806 CPLX2 chr5 0.069356209 + T2D risk TSS1500
cg08801806 CPLX2 chr5 0.069356209 + T2D risk 5'UTR
cg07835844 PRKCE chr2 0.069412149 + T2D risk Body
cg17419619 CUX1 chr7 0.069458827 - T2D risk Body
cg07637515 ANK3 chr10 0.06948156 - T2D risk TSS200
cg07637515 ANK3 chr10 0.06948156 - T2D risk Body
cg08066991 CADM1 chr11 0.06948238 - T2D risk TSS1500
cg15874270 KIAA1109 chr4 0.069570946 + T2D risk Body
cg16859636 DIP2C chr10 0.069635188 - T2D risk Body
cg27356916 PRKCE chr2 0.069644232 - T2D risk Body
cg05424366 GLA chrX 0.069771414 - T2D risk TSS200
cg16975584 CNTNAP2 chr7 0.069918452 - T2D risk Body
cg14932349 CREBBP chr16 0.069972832 + T2D risk Body
cg14790078 ATP8A2 chr13 0.070011735 - T2D risk Body
cg25637520 KDM4B chr19 0.070022081 - T2D risk Body
cg22498565 ERC2 chr3 0.070078335 + T2D risk 3'UTR
cg07703189 SPAG9 chr17 0.070153152 + T2D risk Body
cg03431155 CUX1 chr7 0.070154572 + T2D risk Body
cg01498940 CLEC16A chr16 0.070179554 - T2D risk Body
cg25301180 ERC2 chr3 0.070197034 - T2D risk 5'UTR
cg07913806 KIAA1217 chr10 0.07027319 + T2D risk 5'UTR
cg26181622 TSC22D1 chr13 0.070309057 - T2D risk Body
cg26181622 TSC22D1 chr13 0.070309057 - T2D risk TSS200
cg14870223 WDR48 chr3 0.070366471 - T2D risk TSS1500
cg03315649 KDM4B chr19 0.07049326 + T2D risk Body
cg21543067 ATXN1 chr6 0.070527267 + T2D risk 5'UTR
cg03436619 TJP1 chr15 0.07058048 + T2D risk Body
cg10982015 RAP1B chr12 0.070708357 + T2D risk TSS200
cg21047761 RAP2A chr13 0.070729395 + T2D risk Body
cg26633278 JPH2 chr20 0.070773494 - T2D risk Body
cg05029456 COL4A1 chr13 0.070784182 - T2D risk Body
cg11199097 DIP2C chr10 0.07090778 - T2D risk Body
cg22071344 FBXO11 chr2 0.070931543 - T2D risk TSS200
cg20177355 MEIS2 chr15 0.070972495 - T2D risk Body
cg07624399 MAN1A1 chr6 0.071130676 + T2D risk Body
cg12811648 CHFR chr12 0.071145347 + T2D risk Body
cg11284316 UNC80 chr2 0.071151578 - T2D risk TSS1500
cg21030186 ST8SIA1 chr12 0.07128409 + T2D risk Body
cg06484340 WIZ chr19 0.071413772 - T2D risk Body
cg02899718 DACH1 chr13 0.071493272 - T2D risk TSS200
cg27422872 TTC28 chr22 0.071618047 - T2D risk Body
cg19922774 DIP2C chr10 0.07165762 - T2D risk Body
cg17012439 ANK3 chr10 0.071742221 - T2D risk Body
cg20049294 COX6A1 chr12 0.071769294 + T2D risk TSS1500
cg12777520 LMX1B chr9 0.071798391 - T2D risk Body
cg15720343 HMBOX1 chr8 0.071826654 + T2D risk 5'UTR
cg19032370 EVI5 chr1 0.071926164 + T2D risk Body
cg15440158 CNTNAP2 chr7 0.071954791 + T2D risk Body
cg19744947 NGLY1 chr3 0.072085024 - T2D risk 1stExon
cg19744947 OXSM chr3 0.072085024 - T2D risk TSS200
cg19744947 NGLY1 chr3 0.072085024 - T2D risk 5'UTR
cg02993324 TBC1D5 chr3 0.072184197 - T2D risk Body
cg20300093 ADCY5 chr3 0.072258673 + T2D risk Body
cg19412649 ADCY5 chr3 0.072303072 - T2D risk Body
cg18271538 RGS7 chr1 0.07234355 - T2D risk TSS1500
cg05764011 DIP2C chr10 0.072402292 + T2D risk Body
cg27271216 SLIT3 chr5 0.072432714 + T2D risk Body
cg25289587 ULK4 chr3 0.07257705 + T2D risk Body
cg00569467 PPP1R12A chr12 0.072601162 + T2D risk Body
cg00569467 PPP1R12A chr12 0.072601162 + T2D risk 5'UTR
cg26084484 EIF4EBP3 chr5 0.072621689 - T2D risk TSS200
cg19218679 CUX2 chr12 0.072665179 + T2D risk Body
cg15119553 ZDHHC2 chr8 0.07277232 + T2D risk Body
cg26714410 TSC22D1 chr13 0.072858287 + T2D risk 1stExon



cg11200635 RET chr10 0.072913128 + T2D risk Body
cg06915371 FAM160A1 chr4 0.072923564 - T2D risk 5'UTR
cg09125924 PRKAG2 chr7 0.072956353 - T2D risk Body
cg00218203 RNF157 chr17 0.072956888 + T2D risk Body
cg14270670 PLAGL1 chr6 0.072978852 + T2D risk 5'UTR
cg14877165 SLC30A8 chr8 0.073036812 - T2D risk 5'UTR
cg07238071 TTC28 chr22 0.073042719 + T2D risk Body
cg17323493 PRKAG2 chr7 0.073134754 - T2D risk 5'UTR
cg17323493 PRKAG2 chr7 0.073134754 - T2D risk 1stExon
cg01105969 UXS1 chr2 0.073176454 + T2D risk Body
cg09638638 ROBO2 chr3 0.073193261 - T2D risk Body
cg15637465 SLIT3 chr5 0.07322094 - T2D risk TSS200
cg04265219 CALD1 chr7 0.073305919 + T2D risk Body
cg10523019 RHBDD1 chr2 0.073595037 - T2D risk TSS1500
cg06805542 ATP6V1A chr3 0.07364886 + T2D risk TSS200
cg16884529 TSGA10 chr2 0.073773119 + T2D risk 5'UTR
cg24169326 RAP1GAP2 chr17 0.073899435 + T2D risk Body
cg08549604 PRKCE chr2 0.07402194 - T2D risk Body
cg20973743 GALK2 chr15 0.074032168 + T2D risk TSS200
cg13806256 PDE8A chr15 0.074105191 + T2D risk 5'UTR
cg13806256 PDE8A chr15 0.074105191 + T2D risk Body
cg09666988 TMEM150C chr4 0.074181459 - T2D risk 5'UTR
cg16556156 CLEC16A chr16 0.074201642 + T2D risk Body
cg21303386 RGS7 chr1 0.074285412 - T2D risk 1stExon
cg21303386 RGS7 chr1 0.074285412 - T2D risk 5'UTR
cg05621401 RET chr10 0.074410639 + T2D risk TSS1500
cg00370962 TBC1D5 chr3 0.074425388 - T2D risk 3'UTR
cg27493411 CUX1 chr7 0.074461996 - T2D risk Body
cg14246949 RNF157 chr17 0.074509339 + T2D risk Body
cg06062145 KIAA0232 chr4 0.074524693 + T2D risk Body
cg09314071 PDE8A chr15 0.074548039 - T2D risk TSS200
cg19715936 DDC chr7 0.074626311 + T2D risk TSS1500
cg19277832 FAM160A1 chr4 0.07472304 - T2D risk Body
cg03164627 KDM4B chr19 0.074769048 + T2D risk Body
cg02728819 SEZ6L chr22 0.074806226 - T2D risk Body
cg14933993 AGPAT3 chr21 0.074852159 - T2D risk 5'UTR
cg10891242 UBE2K chr4 0.07492237 - T2D risk Body

ch.12.917204F ARID2 chr12 0.074941401 - T2D risk Body
cg25255793 SPOCK1 chr5 0.074952859 + T2D risk Body
cg21883853 IFT74 chr9 0.074961105 - T2D risk 5'UTR
cg21883853 IFT74 chr9 0.074961105 - T2D risk 1stExon
cg24109744 KDM4B chr19 0.074993548 + T2D risk Body
cg27653304 TOP2A chr17 0.075007778 - T2D risk TSS1500
cg02588451 ITPKB chr1 0.075151246 + T2D risk Body
cg03898692 LMX1B chr9 0.075169045 + T2D risk Body
cg25949390 SPOCK1 chr5 0.075193644 - T2D risk Body
cg04842268 ADCY5 chr3 0.075387477 + T2D risk Body
cg04842268 ADCY5 chr3 0.075387477 + T2D risk TSS1500
cg11889652 ACSS2 chr20 0.075425361 + T2D risk TSS1500
cg08448413 ZRANB1 chr10 0.075619282 - T2D risk Body
cg07562773 TTC28 chr22 0.075657123 + T2D risk Body
cg09030501 PICALM chr11 0.075661978 + T2D risk Body
cg09250423 MGRN1 chr16 0.075707894 + T2D risk Body
cg09736391 FLT1 chr13 0.0757257 - T2D risk Body
cg24124245 ATXN1 chr6 0.075782349 - T2D risk 5'UTR
cg23855392 MTHFS chr15 0.075828605 - T2D risk TSS1500
cg00671200 ITPKB chr1 0.075833869 + T2D risk Body
cg14820288 TJP1 chr15 0.076030013 - T2D risk TSS200
cg14820288 TJP1 chr15 0.076030013 - T2D risk Body
cg06387496 GNA12 chr7 0.076052966 - T2D risk Body
cg27515949 ARID2 chr12 0.076095445 - T2D risk TSS1500
cg15799238 ST6GAL1 chr3 0.076185946 + T2D risk Body
cg15799238 ST6GAL1 chr3 0.076185946 + T2D risk 5'UTR
cg21763405 PACRG chr6 0.076190192 - T2D risk Body
cg08995547 PRKCE chr2 0.076265412 + T2D risk Body
cg10886161 KDM4B chr19 0.076283923 + T2D risk TSS1500
cg07330094 HMBOX1 chr8 0.076477871 + T2D risk TSS1500
cg16402822 SLIT3 chr5 0.076495768 - T2D risk Body
cg04610971 FLT1 chr13 0.076526419 - T2D risk Body
cg01881193 GLG1 chr16 0.076541038 + T2D risk Body



cg24461627 DIP2C chr10 0.076593027 + T2D risk Body
cg16604136 NUF2 chr1 0.076701275 + T2D risk TSS1500
cg14401320 PACS2 chr14 0.076869675 - T2D risk Body
cg10216586 AMD1 chr6 0.076879143 - T2D risk TSS200
cg22909935 SPOCK1 chr5 0.077000863 - T2D risk Body
cg23274381 WIZ chr19 0.077070561 + T2D risk TSS1500
cg13789186 TSGA10 chr2 0.077147139 - T2D risk TSS200
cg08002929 FLT1 chr13 0.077276236 + T2D risk Body
cg20227944 CUX2 chr12 0.077285738 + T2D risk Body
cg00690392 ENAH chr1 0.077299561 + T2D risk Body
cg06129867 ACTN4 chr19 0.07737733 - T2D risk Body
cg06086267 CUX1 chr7 0.077397385 - T2D risk Body
cg06834689 PACRG chr6 0.07749633 + T2D risk Body
cg21078344 KDM4B chr19 0.077647686 + T2D risk TSS1500
cg14479889 APC chr5 0.077777144 - T2D risk 5'UTR
cg14479889 APC chr5 0.077777144 - T2D risk TSS200
cg01535834 PLEKHG3 chr14 0.077805892 + T2D risk Body
cg17082299 SLC7A2 chr8 0.077819285 + T2D risk 5'UTR
cg05510976 ATP8A2 chr13 0.077867349 - T2D risk Body
cg19760211 DIP2C chr10 0.077940146 + T2D risk Body
cg04597111 PDE8A chr15 0.078012093 + T2D risk TSS200
cg09310194 ANK3 chr10 0.078020829 - T2D risk Body
cg22273925 KIAA1217 chr10 0.078086864 - T2D risk 5'UTR
cg02558625 COL4A1 chr13 0.078144693 - T2D risk Body
cg09864285 WDR48 chr3 0.078405389 - T2D risk Body
cg10702789 PHACTR1 chr6 0.078406285 + T2D risk Body
cg12252378 YWHAQ chr2 0.078427246 - T2D risk Body
cg23409774 CPLX2 chr5 0.078470349 - T2D risk 5'UTR
cg20338628 DDHD2 chr8 0.078515333 - T2D risk 5'UTR
cg20338628 DDHD2 chr8 0.078515333 - T2D risk 1stExon
cg20338628 DDHD2 chr8 0.078515333 - T2D risk TSS1500
cg20513448 SRPK2 chr7 0.078556248 + T2D risk Body
cg26284782 PRKAG2 chr7 0.078565731 + T2D risk TSS1500
cg26284782 PRKAG2 chr7 0.078565731 + T2D risk Body
cg04296126 CUX1 chr7 0.078590486 - T2D risk Body
cg10501629 ATP2B1 chr12 0.078635099 + T2D risk 1stExon
cg07988148 SEZ6L chr22 0.07866379 + T2D risk Body
cg06035718 PPFIBP1 chr12 0.078719526 + T2D risk 5'UTR
cg00647165 WIZ chr19 0.078724244 + T2D risk Body

ch.8.2442961R ZHX2 chr8 0.07878747 - T2D risk 3'UTR
cg04670553 ST20 chr15 0.078791033 + T2D risk TSS1500
cg13398842 SPOCK1 chr5 0.078799108 + T2D risk Body
cg00222867 PDE8A chr15 0.07880154 + T2D risk Body
cg02466933 YWHAQ chr2 0.07880836 - T2D risk Body
cg20679659 NCOA2 chr8 0.078851787 + T2D risk Body
cg06499487 NCOA2 chr8 0.078859934 + T2D risk 5'UTR
cg27433898 PACRG chr6 0.078894472 + T2D risk Body
cg27557698 ATP2B1 chr12 0.078918682 + T2D risk Body
cg19313221 KDM4B chr19 0.078925451 + T2D risk Body
cg02512806 CREBBP chr16 0.078949061 + T2D risk 3'UTR
cg02425445 PRKCB chr16 0.079010728 - T2D risk Body
cg27190034 RHBDD1 chr2 0.079054792 - T2D risk TSS1500
cg14877066 RBBP6 chr16 0.079071544 - T2D risk TSS200
cg07337544 KCNIP3 chr2 0.079133682 + T2D risk Body
cg00002176 CDH22 chr20 0.079158545 + T2D risk 5'UTR
cg23471095 UXS1 chr2 0.079206535 + T2D risk Body
cg21071625 ACTN4 chr19 0.079248101 + T2D risk Body
cg24947064 ITGA1 chr5 0.0793508 + T2D risk Body
cg15937315 ATXN1 chr6 0.079379232 + T2D risk 5'UTR
cg01169610 INPP4A chr2 0.079480616 - T2D risk 5'UTR
cg16977735 DIP2C chr10 0.079519089 - T2D risk Body
cg02630660 ULK4 chr3 0.079636572 + T2D risk Body
cg06342430 ACSS2 chr20 0.079653693 - T2D risk TSS1500
cg20543478 ROBO2 chr3 0.079709971 - T2D risk 1stExon
cg20543478 ROBO2 chr3 0.079709971 - T2D risk Body
cg05078268 YWHAQ chr2 0.079729383 + T2D risk Body
cg26832686 WWP2 chr16 0.079842303 - T2D risk TSS1500
cg26832686 WWP2 chr16 0.079842303 - T2D risk Body
cg24750905 KIAA0355 chr19 0.079879484 + T2D risk 5'UTR
cg27170206 CLEC16A chr16 0.079906097 + T2D risk 3'UTR



cg09436970 SEC31A chr4 0.079947432 + T2D risk Body
cg14853265 CHFR chr12 0.079990359 - T2D risk Body
cg16470539 NF1 chr17 0.080045485 - T2D risk Body
cg21269770 PRKCE chr2 0.080202945 - T2D risk Body
cg08017248 GALK2 chr15 0.080254957 + T2D risk TSS1500
cg05948872 PFKFB2 chr1 0.080257352 + T2D risk 3'UTR
cg21687563 TTC28 chr22 0.080307604 - T2D risk Body
cg20820758 RBM4 chr11 0.08031322 - T2D risk TSS1500
cg19215386 TSHZ1 chr18 0.08032222 - T2D risk TSS1500
cg03437106 ENAH chr1 0.080399922 - T2D risk Body

ch.11.150762R NUP98 chr11 0.08068562 - T2D risk Body
cg12641456 FAM160A1 chr4 0.080688358 - T2D risk 5'UTR
cg00968444 ITPKB chr1 0.08070163 - T2D risk Body
cg25124489 PRKCE chr2 0.080702986 - T2D risk Body
cg19462712 KIAA0355 chr19 0.080713686 + T2D risk TSS1500
cg17167343 HMBOX1 chr8 0.080738688 - T2D risk ExonBnd
cg17167343 HMBOX1 chr8 0.080738688 - T2D risk Body
cg14719533 LMX1B chr9 0.080761108 + T2D risk Body
cg16751732 ST6GAL1 chr3 0.080896652 + T2D risk TSS200
cg09063254 ANK2 chr4 0.080913694 - T2D risk 5'UTR
cg20981107 PTPRU chr1 0.080954269 + T2D risk Body
cg20699548 NCOA2 chr8 0.080987501 + T2D risk Body
cg09607915 FBXO11 chr2 0.080991429 + T2D risk 5'UTR
cg08134221 PRKD1 chr14 0.081032876 + T2D risk Body
cg08134221 PRKD1 chr14 0.081032876 + T2D risk ExonBnd
cg05517612 ATXN1 chr6 0.08107465 + T2D risk 5'UTR
cg13504585 ITPKB chr1 0.081108541 + T2D risk Body
cg04150737 PRMT3 chr11 0.081109648 - T2D risk 5'UTR
cg04150737 PRMT3 chr11 0.081109648 - T2D risk 1stExon
cg24867601 SRPK2 chr7 0.081194377 - T2D risk Body
cg11674432 RET chr10 0.08125819 + T2D risk TSS200
cg18404346 PACS2 chr14 0.081460228 + T2D risk 5'UTR
cg22063108 GNA12 chr7 0.08146182 + T2D risk Body
cg24946206 CDK8 chr13 0.081594734 + T2D risk Body
cg26941996 PDK1 chr2 0.081695483 - T2D risk Body
cg10281478 DYNC1I1 chr7 0.081708238 + T2D risk 5'UTR
cg15014008 ANK3 chr10 0.081847373 - T2D risk Body
cg20876266 LMCD1 chr3 0.081996363 - T2D risk 5'UTR
cg20876266 LMCD1 chr3 0.081996363 - T2D risk Body
cg02627993 PACS2 chr14 0.082162193 - T2D risk Body
cg20694160 TBC1D5 chr3 0.082174935 + T2D risk 5'UTR
cg18175470 ANK3 chr10 0.082261832 - T2D risk TSS1500
cg09099082 CPLX2 chr5 0.082340629 + T2D risk 5'UTR
cg15379182 LYVE1 chr11 0.082365263 + T2D risk TSS1500
cg19417382 TSHZ1 chr18 0.082491601 - T2D risk 5'UTR
cg19417382 TSHZ1 chr18 0.082491601 - T2D risk Body
cg00150307 PRKCE chr2 0.082493675 + T2D risk Body
cg18771566 ADCY5 chr3 0.082598615 + T2D risk Body
cg03039399 CREBBP chr16 0.082601016 - T2D risk TSS1500
cg17536287 LCA5 chr6 0.082604555 - T2D risk Body
cg11672338 DIP2C chr10 0.082616375 + T2D risk Body
cg19140503 DIP2C chr10 0.082656874 - T2D risk Body
cg01576496 PPP1R12A chr12 0.082661203 + T2D risk Body
cg01576496 PPP1R12A chr12 0.082661203 + T2D risk 5'UTR
cg07571734 PRKAG2 chr7 0.082708049 - T2D risk Body
cg25309998 ARHGAP32 chr11 0.082822072 - T2D risk Body
cg10410319 ATP8A2 chr13 0.0828452 + T2D risk Body
cg02430645 CRYL1 chr13 0.08299602 + T2D risk Body
cg01652814 CHID1 chr11 0.083116692 + T2D risk Body
cg23181591 ZHX2 chr8 0.083123887 - T2D risk TSS200
cg24861502 TTC28 chr22 0.08315972 - T2D risk Body
cg20054872 KIAA1217 chr10 0.083180252 - T2D risk Body
cg19715414 ATP4A chr19 0.083191135 - T2D risk Body
cg16106678 COX6A1 chr12 0.083194 + T2D risk Body
cg17793819 ZHX2 chr8 0.083275721 - T2D risk TSS200
cg27250470 SLIT3 chr5 0.083290371 - T2D risk Body
cg16013247 USP29 chr19 0.083335518 + T2D risk TSS1500
cg13054773 TTC28 chr22 0.083370818 - T2D risk 3'UTR
cg01025883 PRKCB chr16 0.083391537 + T2D risk Body
cg04694761 CALD1 chr7 0.083402272 - T2D risk Body



cg18314814 TMEM131 chr2 0.083443901 - T2D risk Body
cg22520850 CUX2 chr12 0.083457819 + T2D risk Body
cg20383390 MAN1A2 chr1 0.083474724 + T2D risk TSS1500
cg00148035 CUX2 chr12 0.083478401 + T2D risk Body
cg06614534 CREBBP chr16 0.083505955 + T2D risk Body
cg22583260 TBC1D5 chr3 0.083527837 - T2D risk Body
cg01735503 WWP2 chr16 0.083594503 + T2D risk Body
cg22823546 MDM1 chr12 0.083614435 - T2D risk TSS200
cg01638592 CUX2 chr12 0.083637421 - T2D risk Body
cg14416206 CPLX2 chr5 0.08371142 + T2D risk 5'UTR
cg02263539 ST6GAL1 chr3 0.083714 + T2D risk 5'UTR
cg00588858 MGRN1 chr16 0.083848899 - T2D risk 1stExon
cg12589798 CDH22 chr20 0.083856417 + T2D risk Body
cg19978728 CADM1 chr11 0.083911846 - T2D risk Body
cg13369138 BCAT1 chr12 0.083917741 - T2D risk Body
cg07433663 MEIS2 chr15 0.083936661 - T2D risk 5'UTR
cg07433663 MEIS2 chr15 0.083936661 - T2D risk 1stExon
cg07433663 MEIS2 chr15 0.083936661 - T2D risk Body
cg07383652 USP53 chr4 0.084092184 + T2D risk Body
cg07003745 APC chr5 0.084121329 + T2D risk TSS200
cg05906024 SLIT3 chr5 0.084230696 - T2D risk Body
cg09395855 GRK5 chr10 0.084283267 - T2D risk 1stExon
cg09395855 GRK5 chr10 0.084283267 - T2D risk 5'UTR
cg13680764 PDLIM5 chr4 0.08429689 - T2D risk 5'UTR
cg13680764 PDLIM5 chr4 0.08429689 - T2D risk Body
cg20288630 PDE5A chr4 0.08434848 - T2D risk TSS1500
cg00826997 CNTNAP2 chr7 0.084479186 - T2D risk Body
cg03416839 TSGA10 chr2 0.084540384 - T2D risk 5'UTR
cg13235654 NDUFB3 chr2 0.084561025 + T2D risk TSS200
cg14567877 ADCY5 chr3 0.084629072 - T2D risk Body
cg16226396 DYNC1I1 chr7 0.084666831 + T2D risk 5'UTR
cg24247923 MET chr7 0.084754889 - T2D risk Body
cg12223863 DIP2C chr10 0.084966516 + T2D risk Body
cg14821713 RTN4 chr2 0.084979694 + T2D risk Body
cg15991288 WDR47 chr1 0.085052813 - T2D risk 5'UTR
cg08886760 ZHX2 chr8 0.085080892 + T2D risk TSS200
cg16442712 KIAA1217 chr10 0.085112858 - T2D risk Body
cg02868535 RHBDD1 chr2 0.085262685 - T2D risk Body
cg21021145 SRPK2 chr7 0.085276272 - T2D risk 3'UTR
cg00914222 PTPRU chr1 0.085424412 - T2D risk Body
cg18366149 TANC2 chr17 0.085568255 + T2D risk Body
cg05842220 MGRN1 chr16 0.085578741 + T2D risk Body
cg01512405 RAP1GAP2 chr17 0.085593589 + T2D risk Body
cg16523267 ANK2 chr4 0.085603702 + T2D risk Body
cg19990476 DIP2C chr10 0.085707846 + T2D risk Body
cg21926603 ZHX2 chr8 0.0857317 + T2D risk 5'UTR
cg18815674 SEZ6L chr22 0.085771797 + T2D risk Body
cg12213687 COL4A1 chr13 0.085805802 + T2D risk Body
cg00350652 WDR47 chr1 0.085827045 - T2D risk 5'UTR
cg00350652 WDR47 chr1 0.085827045 - T2D risk 1stExon
cg12114033 MTHFS chr15 0.085919776 + T2D risk Body
cg14958756 SLIT3 chr5 0.085943794 + T2D risk Body
cg20721322 CNTNAP2 chr7 0.085971432 + T2D risk Body
cg14697542 PLEKHG3 chr14 0.08597466 - T2D risk Body
cg13197260 KIAA1109 chr4 0.08614715 - T2D risk Body
cg15841929 KREMEN1 chr22 0.086151491 - T2D risk TSS1500
cg26492514 SLIT3 chr5 0.08622602 - T2D risk TSS200
cg18518183 DYNC1I2 chr2 0.086260983 - T2D risk 5'UTR
cg20860792 NF1 chr17 0.086426599 - T2D risk Body
cg16957546 ARHGEF9 chrX 0.086444798 - T2D risk Body
cg10000052 KDM4B chr19 0.086505685 + T2D risk Body
cg10908116 COL4A1 chr13 0.086541229 - T2D risk Body
cg26309538 ATXN1 chr6 0.086714083 + T2D risk 5'UTR
cg14415107 ARL8B chr3 0.08679648 - T2D risk Body
cg19145774 EFCAB14 chr1 0.086803951 - T2D risk TSS200
cg11103458 CUX1 chr7 0.086827947 + T2D risk Body
cg17098934 KIAA1217 chr10 0.087021057 - T2D risk 1stExon
cg17098934 KIAA1217 chr10 0.087021057 - T2D risk 5'UTR
cg12216730 ARHGAP32 chr11 0.087023291 - T2D risk Body
cg14970299 SNX4 chr3 0.087025813 - T2D risk Body



cg03238819 POLA1 chrX 0.087064294 - T2D risk Body
cg16113692 SVIP chr11 0.087122823 + T2D risk TSS200
cg11815250 ITPKB chr1 0.087234696 - T2D risk Body
cg11360973 DIP2C chr10 0.087312919 - T2D risk Body
cg14631997 APBA1 chr9 0.087342243 - T2D risk Body
cg18095824 FNIP2 chr4 0.087358853 + T2D risk Body
cg22689999 ZHX2 chr8 0.08739544 + T2D risk 5'UTR
cg18450283 TSC22D1 chr13 0.087425937 - T2D risk TSS1500
cg23042076 RET chr10 0.087467692 + T2D risk TSS1500
cg11319586 ANK3 chr10 0.087527392 - T2D risk Body
cg04117301 KIAA1217 chr10 0.087628039 - T2D risk Body
cg08784934 DIP2C chr10 0.087667116 - T2D risk Body
cg02696607 PRKAG2 chr7 0.087682947 + T2D risk 5'UTR
cg02696607 PRKAG2 chr7 0.087682947 + T2D risk Body
cg26446348 ATP6V1A chr3 0.087711825 - T2D risk TSS1500
cg23653587 EFR3A chr8 0.087744487 - T2D risk Body
cg15337037 NCOA7 chr6 0.08776028 + T2D risk 5'UTR
cg05953394 PRKAG2 chr7 0.087864401 - T2D risk 5'UTR
cg05953394 PRKAG2 chr7 0.087864401 - T2D risk 1stExon
cg09209398 CALD1 chr7 0.087887265 - T2D risk Body
cg02148222 ST6GAL1 chr3 0.087889565 - T2D risk 5'UTR
cg15287092 SEMA3G chr3 0.087994057 - T2D risk TSS200
cg25011019 ROBO2 chr3 0.088084019 - T2D risk TSS1500
cg00218631 NUCB2 chr11 0.088149048 - T2D risk TSS1500
cg11834221 ENAH chr1 0.088239125 - T2D risk Body
cg12887131 NGF chr1 0.088273781 + T2D risk 5'UTR
cg15348714 KDM4B chr19 0.08838771 + T2D risk Body
cg09579303 CEP126 chr11 0.088441251 + T2D risk Body
cg16939412 EVI5 chr1 0.08848421 + T2D risk Body
cg25020678 DIP2C chr10 0.088504305 + T2D risk Body
cg21282015 PRKCB chr16 0.088516787 - T2D risk Body
cg02322135 ANK2 chr4 0.088527708 + T2D risk TSS1500
cg02322135 ANK2 chr4 0.088527708 + T2D risk Body
cg14878943 DNAH9 chr17 0.088624213 + T2D risk TSS1500
cg14878943 DNAH9 chr17 0.088624213 + T2D risk Body
cg12182708 MMS19 chr10 0.088653999 - T2D risk Body
cg05961406 FLT1 chr13 0.088704672 - T2D risk Body
cg05960592 ACTN4 chr19 0.088772135 - T2D risk Body
cg22674082 TMEM131 chr2 0.08878443 - T2D risk Body
cg00290373 CCNB1 chr5 0.088811691 - T2D risk TSS1500
cg05334416 MEIS2 chr15 0.088859875 - T2D risk Body
cg26760731 NPEPPS chr17 0.088962581 + T2D risk Body
cg24687287 ACTN4 chr19 0.088982077 + T2D risk Body
cg17034775 JPH2 chr20 0.089259665 - T2D risk Body
cg12592716 CUL1 chr7 0.089392296 - T2D risk TSS1500
cg11551879 CUX2 chr12 0.089454778 + T2D risk Body
cg15717277 SLIT3 chr5 0.089503401 - T2D risk Body
cg11109845 CUL1 chr7 0.089557052 - T2D risk TSS1500
cg25506204 ASH1L chr1 0.089591188 + T2D risk 5'UTR
cg09551249 RAP1GAP2 chr17 0.089594945 + T2D risk Body
cg06273077 LAP3 chr4 0.089603195 - T2D risk Body
cg16167782 TSHZ1 chr18 0.089613995 + T2D risk 5'UTR
cg24682385 CREBBP chr16 0.089637821 - T2D risk Body
cg09592133 ANK2 chr4 0.089697533 - T2D risk Body
cg24979630 PPP1R12A chr12 0.089709638 - T2D risk TSS200
cg24979630 PPP1R12A chr12 0.089709638 - T2D risk TSS1500
cg16329050 PHF21A chr11 0.089849369 - T2D risk Body
cg23168390 ATP6V1A chr3 0.089864888 - T2D risk TSS1500
cg02755111 LMCD1 chr3 0.089936884 - T2D risk TSS200
cg04896165 BCAT1 chr12 0.090040797 - T2D risk 3'UTR
cg20475884 CUX1 chr7 0.090045513 + T2D risk Body
cg11062167 RHOQ chr2 0.090052932 - T2D risk Body
cg27325293 PTPRU chr1 0.090406927 - T2D risk Body
cg14648069 MDM1 chr12 0.090563854 - T2D risk TSS200
cg11123018 SCGN chr6 0.090640408 - T2D risk TSS1500
cg02656354 KCNIP3 chr2 0.090668663 + T2D risk Body
cg12419525 KANTR chrX 0.090692051 + T2D risk Body
cg14931884 DIP2C chr10 0.09076248 - T2D risk Body
cg02628470 SGSM2 chr17 0.090774972 - T2D risk Body
cg01637244 OXSM chr3 0.09078043 + T2D risk Body



cg08224852 ATXN1 chr6 0.090832718 - T2D risk Body
cg08116711 CUX1 chr7 0.090854852 + T2D risk Body
cg21787390 PTPRU chr1 0.090877583 - T2D risk Body
cg06906156 CLEC16A chr16 0.091047985 + T2D risk Body
cg15673843 KDM4B chr19 0.09106224 + T2D risk 5'UTR
cg07226883 PPP1R12A chr12 0.09108588 + T2D risk Body
cg21748697 ST8SIA1 chr12 0.091119933 - T2D risk Body
cg06888756 UXS1 chr2 0.091149463 + T2D risk Body
cg06888756 UXS1 chr2 0.091149463 + T2D risk TSS200
cg06677151 DIP2C chr10 0.091175692 + T2D risk Body
cg13952914 AGPAT3 chr21 0.091177953 + T2D risk Body
cg15831911 PACRG chr6 0.091213427 + T2D risk Body
cg24133278 WDR48 chr3 0.091218694 + T2D risk TSS200
cg02146462 RAP1GAP2 chr17 0.09122132 - T2D risk Body
cg19567415 TANC2 chr17 0.091241425 - T2D risk Body
cg20885511 FAM160A1 chr4 0.091318176 - T2D risk Body
cg27355431 TMEM131 chr2 0.091320656 + T2D risk Body
cg14729344 GRK5 chr10 0.091405886 - T2D risk Body
cg23840797 PLAGL1 chr6 0.091424531 + T2D risk TSS1500
cg23840797 PLAGL1 chr6 0.091424531 + T2D risk 5'UTR
cg26732500 DIP2C chr10 0.091504956 + T2D risk Body
cg16431278 TMEM131 chr2 0.091510876 + T2D risk Body
cg24292404 TMEM131 chr2 0.091522733 + T2D risk Body
cg18917803 CADM1 chr11 0.091535686 + T2D risk Body
cg16883353 ATP8A1 chr4 0.091777075 + T2D risk Body
cg19145162 TANC2 chr17 0.091795433 + T2D risk Body
cg08896015 TSHZ1 chr18 0.091853949 - T2D risk 5'UTR
cg08896015 TSHZ1 chr18 0.091853949 - T2D risk Body
cg10651775 CDH22 chr20 0.091868387 + T2D risk Body
cg08192373 GRK5 chr10 0.091870923 - T2D risk Body
cg11159701 CUX1 chr7 0.091890968 - T2D risk Body
cg13569053 PTPRU chr1 0.092075335 - T2D risk Body
cg08414807 FAM155B chrX 0.092204458 - T2D risk Body
cg20056213 SLIT3 chr5 0.092227799 - T2D risk Body
cg11200649 RBM4 chr11 0.092233922 - T2D risk Body
cg03130149 NUP98 chr11 0.092531374 + T2D risk TSS200
cg18281014 AGPAT3 chr21 0.092622398 + T2D risk 5'UTR
cg03165700 NPAT chr11 0.092760802 - T2D risk Body
cg14197032 FNIP2 chr4 0.092905023 + T2D risk 3'UTR
cg20053681 CADM1 chr11 0.092952968 - T2D risk Body
cg05435739 PRKCE chr2 0.093040599 - T2D risk Body
cg27589676 PICALM chr11 0.093058676 - T2D risk TSS200
cg27589676 PICALM chr11 0.093058676 - T2D risk TSS1500
cg00109643 PICALM chr11 0.093144613 + T2D risk TSS200
cg00109643 PICALM chr11 0.093144613 + T2D risk 5'UTR
cg11134095 ATXN1 chr6 0.093293349 + T2D risk 5'UTR
cg00506589 ATRNL1 chr10 0.093332662 - T2D risk 1stExon
cg00506589 ATRNL1 chr10 0.093332662 - T2D risk Body
cg00506589 ATRNL1 chr10 0.093332662 - T2D risk 5'UTR
cg12714060 KDM4B chr19 0.093418698 - T2D risk 5'UTR
cg05459609 MGRN1 chr16 0.093498578 + T2D risk Body
cg18617276 KREMEN1 chr22 0.093505885 + T2D risk Body
cg13562751 PHACTR1 chr6 0.093709973 + T2D risk Body
cg19898923 FAM160A1 chr4 0.093731878 - T2D risk Body
cg01209168 ARL8B chr3 0.093860294 + T2D risk Body
cg14522884 GGPS1 chr1 0.09386365 - T2D risk TSS1500
cg05558454 DIP2C chr10 0.093895016 - T2D risk Body
cg19203174 DYNC1I1 chr7 0.093953465 - T2D risk Body
cg23464070 SRPK2 chr7 0.094000156 - T2D risk Body
cg23464070 SRPK2 chr7 0.094000156 - T2D risk 5'UTR
cg23464070 SRPK2 chr7 0.094000156 - T2D risk 1stExon
cg00594011 DKK2 chr4 0.094008007 + T2D risk 1stExon
cg08067561 DNAH9 chr17 0.094242874 + T2D risk Body
cg02606218 GALK2 chr15 0.094289907 + T2D risk 5'UTR
cg02606218 GALK2 chr15 0.094289907 + T2D risk 1stExon
cg19334977 DIP2C chr10 0.094332978 - T2D risk Body
cg17141125 RHOA chr3 0.094340502 - T2D risk ExonBnd
cg17141125 RHOA chr3 0.094340502 - T2D risk Body
cg14241731 FLT1 chr13 0.094368216 - T2D risk Body
cg14241731 FLT1 chr13 0.094368216 - T2D risk 3'UTR



cg13529101 CUX1 chr7 0.094418474 - T2D risk Body
cg01380361 PFKFB2 chr1 0.094445079 + T2D risk TSS1500
cg27236859 ASH1L chr1 0.094449123 + T2D risk Body
cg19779712 ATP6V1H chr8 0.094456745 - T2D risk Body
cg18762243 ITPKB chr1 0.094463337 + T2D risk 5'UTR
cg01755850 SLIT3 chr5 0.094598784 - T2D risk Body
cg20217971 ITGB1 chr10 0.094619266 + T2D risk 5'UTR
cg07888803 TMEM131 chr2 0.094714446 + T2D risk Body
cg12505433 TBC1D5 chr3 0.094780059 - T2D risk Body
cg01009386 RNF217 chr6 0.094849988 + T2D risk Body
cg27604944 DACH1 chr13 0.094871295 - T2D risk 1stExon
cg08275306 RET chr10 0.094943139 - T2D risk TSS200
cg09986153 HMBOX1 chr8 0.094971708 + T2D risk Body
cg22920997 SPOCK1 chr5 0.095015924 - T2D risk Body
cg13611347 NOL4 chr18 0.095025174 - T2D risk Body
cg01688293 CHFR chr12 0.095041498 + T2D risk Body
cg08384163 DNAJC13 chr3 0.0950415 - T2D risk Body
cg05416676 PRKCB chr16 0.095041585 + T2D risk Body
cg04545942 DACH1 chr13 0.095122597 + T2D risk Body
cg25668052 GLG1 chr16 0.095128474 + T2D risk Body
cg16910830 CNTNAP2 chr7 0.095175377 + T2D risk TSS200
cg26303213 ATXN1 chr6 0.095376008 - T2D risk 5'UTR
cg17868330 CNTNAP2 chr7 0.095389738 + T2D risk Body
cg13675662 PACS1 chr11 0.095423016 + T2D risk Body
cg06930433 GLG1 chr16 0.095450039 + T2D risk Body
cg23370213 SLC7A2 chr8 0.095608711 + T2D risk 5'UTR
cg00967809 NGF chr1 0.095765941 + T2D risk 5'UTR
cg23264914 CHID1 chr11 0.095769343 + T2D risk Body
cg19265396 DYNC1I1 chr7 0.095837762 + T2D risk Body
cg18976140 RHOA chr3 0.095875735 + T2D risk TSS1500
cg03044067 EVI5 chr1 0.095880643 - T2D risk Body
cg05534191 RAP1GAP2 chr17 0.095894199 - T2D risk Body
cg10778837 CNTNAP2 chr7 0.095980496 + T2D risk Body
cg20973442 SEZ6L chr22 0.096115934 + T2D risk Body
cg17579214 RAP2A chr13 0.096457238 - T2D risk TSS1500
cg09548519 CRYL1 chr13 0.096536108 + T2D risk Body
cg13898290 GRK5 chr10 0.096661239 + T2D risk Body
cg14947116 CUL1 chr7 0.096772633 - T2D risk 5'UTR
cg09509035 GGPS1 chr1 0.096783984 - T2D risk TSS1500
cg26314924 DIP2C chr10 0.096793883 + T2D risk Body
cg07242169 TMEM219 chr16 0.096831264 + T2D risk Body
cg07242169 TMEM219 chr16 0.096831264 + T2D risk ExonBnd
cg02690148 TBC1D5 chr3 0.096886631 + T2D risk Body
cg14970340 PPFIBP1 chr12 0.097193317 - T2D risk TSS200
cg18235239 SLIT3 chr5 0.0971956 + T2D risk Body
cg23382224 PRKCB chr16 0.097274167 - T2D risk Body
cg24713490 TBC1D5 chr3 0.097340641 - T2D risk 5'UTR
cg24713490 TBC1D5 chr3 0.097340641 - T2D risk TSS1500
cg12267702 AGPAT3 chr21 0.09739062 + T2D risk Body
cg22352234 PLAGL1 chr6 0.097425094 + T2D risk 5'UTR
cg22352234 PLAGL1 chr6 0.097425094 + T2D risk 1stExon
cg01721051 KIAA1217 chr10 0.097456414 - T2D risk Body
cg11671075 DIP2C chr10 0.097584016 - T2D risk Body
cg13530999 LMX1B chr9 0.097636328 + T2D risk Body
cg26249524 TTC28 chr22 0.097647763 - T2D risk Body
cg09851241 ST6GAL1 chr3 0.097680204 + T2D risk 5'UTR
cg04756727 TTC28 chr22 0.097709346 - T2D risk Body
cg11242972 TANC2 chr17 0.097752448 + T2D risk Body
cg16692934 ZRANB1 chr10 0.097753359 - T2D risk Body
cg23591217 DNAH9 chr17 0.097968496 - T2D risk Body
cg14944514 CADM1 chr11 0.097974488 - T2D risk 5'UTR
cg14944514 CADM1 chr11 0.097974488 - T2D risk 1stExon
cg11466301 WWP2 chr16 0.098009156 - T2D risk TSS200
cg11466301 WWP2 chr16 0.098009156 - T2D risk Body
cg26072075 NCOA7 chr6 0.098017762 - T2D risk 5'UTR
cg26072075 NCOA7 chr6 0.098017762 - T2D risk Body
cg00164458 ENAH chr1 0.098162772 + T2D risk 3'UTR
cg05567468 MET chr7 0.098169961 + T2D risk 5'UTR
cg21941618 NUP98 chr11 0.098199647 - T2D risk Body
cg23521253 ZRANB1 chr10 0.098258551 + T2D risk Body



cg18042593 NPAT chr11 0.098336175 - T2D risk Body
cg24723457 DIP2C chr10 0.098393025 + T2D risk Body
cg08973369 ASB9 chrX 0.098486758 + T2D risk TSS1500
cg08973369 ASB9 chrX 0.098486758 + T2D risk 5'UTR
cg08973369 ASB9 chrX 0.098486758 + T2D risk 1stExon
cg00736299 MGRN1 chr16 0.098530901 - T2D risk Body
cg02962630 DLL4 chr15 0.098539161 + T2D risk Body
cg25440961 SH3GL2 chr9 0.098571946 - T2D risk TSS200
cg25676074 NCOA2 chr8 0.098600652 - T2D risk Body
cg16398541 SLIT3 chr5 0.09863389 - T2D risk Body
cg14169803 LAMA4 chr6 0.098671243 - T2D risk Body
cg21537212 TTC28 chr22 0.098683039 + T2D risk Body
cg23729501 PRKACB chr1 0.098728362 - T2D risk 5'UTR
cg23729501 PRKACB chr1 0.098728362 - T2D risk 1stExon
cg23729501 PRKACB chr1 0.098728362 - T2D risk Body
cg23729501 PRKACB chr1 0.098728362 - T2D risk TSS1500
cg09934706 KDM4B chr19 0.099041414 + T2D risk Body
cg15322661 NCOA2 chr8 0.09905894 + T2D risk Body
cg13081096 SRPK2 chr7 0.099117078 - T2D risk Body
cg20910830 MGRN1 chr16 0.099204478 + T2D risk Body
cg04540836 ZHX2 chr8 0.099281468 + T2D risk 5'UTR
cg21363967 NCOR1 chr17 0.099283371 + T2D risk Body
cg02045259 RET chr10 0.099362486 + T2D risk TSS200
cg05529091 CUX2 chr12 0.099405047 - T2D risk Body
cg25246084 KDM4B chr19 0.099440861 + T2D risk 5'UTR
cg17830540 ULK4 chr3 0.099492069 - T2D risk Body
cg05874111 CUX2 chr12 0.099759892 + T2D risk Body
cg02590038 MMS19 chr10 0.09976982 - T2D risk TSS1500
cg16899179 NCOA2 chr8 0.099775035 + T2D risk 5'UTR
cg16650112 PRKCB chr16 0.09979784 - T2D risk Body
cg20371505 ASXL2 chr2 0.099806102 - T2D risk Body
cg18610157 PACRG chr6 0.099854291 - T2D risk Body
cg27476859 GNA12 chr7 0.09987186 - T2D risk Body
cg01612449 RBM4 chr11 0.099885921 - T2D risk Body
cg01021653 FNIP2 chr4 0.099886191 - T2D risk Body
cg22513428 ATXN1 chr6 0.100059863 - T2D risk 5'UTR
cg17655851 APC chr5 0.100117934 - T2D risk Body
cg17655851 APC chr5 0.100117934 - T2D risk TSS1500
cg08289167 HMBOX1 chr8 0.100193104 - T2D risk Body
cg08186837 MAN1A2 chr1 0.100194288 + T2D risk 1stExon
cg08186837 MAN1A2 chr1 0.100194288 + T2D risk 5'UTR
cg09040793 ADCY5 chr3 0.10020745 - T2D risk Body
cg09040793 ADCY5 chr3 0.10020745 - T2D risk 1stExon
cg06825627 SLC7A2 chr8 0.100266253 - T2D risk 5'UTR
cg20399616 BCAT1 chr12 0.100282223 - T2D risk Body
cg07119616 LMX1B chr9 0.100284447 + T2D risk Body
cg06255206 ATRNL1 chr10 0.100361633 - T2D risk Body
cg06704738 ADCY5 chr3 0.100412624 + T2D risk Body
cg17176517 SNX4 chr3 0.100416438 + T2D risk 5'UTR
cg17176517 SNX4 chr3 0.100416438 + T2D risk 1stExon
cg18834673 AGPAT3 chr21 0.100463542 + T2D risk 5'UTR
cg01861603 MGRN1 chr16 0.100528153 - T2D risk Body
cg23304647 GNA12 chr7 0.100621219 - T2D risk Body
cg04486528 CNTNAP2 chr7 0.100679816 - T2D risk Body
cg15586931 RAP1GAP2 chr17 0.100689101 + T2D risk Body
cg18639734 RAP1GAP2 chr17 0.100689518 - T2D risk Body
cg24796870 CLOCK chr4 0.100717348 + T2D risk 5'UTR
cg17977409 SH3GL2 chr9 0.10077118 - T2D risk 5'UTR
cg17977409 SH3GL2 chr9 0.10077118 - T2D risk 1stExon
cg01874337 GNA12 chr7 0.10088366 - T2D risk Body
cg17722763 MGRN1 chr16 0.101092678 + T2D risk Body
cg16508202 CNTNAP2 chr7 0.101095753 - T2D risk Body
cg21472700 DYNC1I2 chr2 0.101109129 - T2D risk TSS200
cg05866785 PRMT3 chr11 0.101147231 - T2D risk Body
cg03545859 PACS1 chr11 0.101166293 + T2D risk Body
cg03545859 PACS1 chr11 0.101166293 + T2D risk ExonBnd
cg13790125 CADM1 chr11 0.101191751 - T2D risk Body
cg13669156 TMEM59 chr1 0.101236458 - T2D risk TSS1500
cg02925840 STX6 chr1 0.101301025 - T2D risk TSS200

ch.6.2322015F MAN1A1 chr6 0.101372124 - T2D risk Body



cg19109397 ANK3 chr10 0.101376734 - T2D risk Body
cg19691106 DNAJC1 chr10 0.101467057 - T2D risk Body
cg09677763 NUP98 chr11 0.101487398 - T2D risk 5'UTR
cg18342744 UBL3 chr13 0.101537462 - T2D risk TSS200
cg21367769 SCGN chr6 0.101543146 - T2D risk TSS1500
cg26302009 PHACTR1 chr6 0.101567597 + T2D risk Body
cg12469257 NGLY1 chr3 0.101604368 + T2D risk Body
cg12469257 NGLY1 chr3 0.101604368 + T2D risk 3'UTR
cg14128511 PPP1R12A chr12 0.101618236 + T2D risk TSS200
cg14128511 PPP1R12A chr12 0.101618236 + T2D risk TSS1500
cg02538052 PCYT1A chr3 0.101688053 + T2D risk TSS200
cg18232548 DDC chr7 0.101708249 - T2D risk Body
cg20803634 GRK5 chr10 0.101779141 + T2D risk Body
cg08249692 APC chr5 0.10180887 - T2D risk Body
cg08249692 APC chr5 0.10180887 - T2D risk TSS1500
cg15961785 SGSM2 chr17 0.101845115 + T2D risk TSS1500
cg18367720 PPFIBP1 chr12 0.10186525 - T2D risk 5'UTR
cg13892721 SEC31A chr4 0.101879673 - T2D risk TSS1500

ch.12.921239R ARID2 chr12 0.101898376 - T2D risk 3'UTR
cg01397469 CUX1 chr7 0.101929991 - T2D risk TSS1500
cg03910657 CADM1 chr11 0.101983911 - T2D risk Body
cg10137429 ERC2 chr3 0.102150818 - T2D risk 3'UTR
cg26377089 DNAJC13 chr3 0.102284076 - T2D risk Body
cg10041950 DIP2C chr10 0.102361006 - T2D risk Body
cg15201153 STX6 chr1 0.102447145 + T2D risk 3'UTR
cg15831653 DNAJC1 chr10 0.102493762 - T2D risk TSS1500
cg11802985 ERC2 chr3 0.102624484 - T2D risk 3'UTR
cg20862708 PLAGL1 chr6 0.102629214 - T2D risk 5'UTR
cg16633817 ROBO2 chr3 0.102638738 - T2D risk Body
cg04787525 DIP2C chr10 0.102749402 - T2D risk Body
cg01885875 ANK3 chr10 0.102758724 - T2D risk Body
cg16436782 COL4A1 chr13 0.102846065 - T2D risk Body
cg04431287 DIP2C chr10 0.102940779 - T2D risk Body
cg03097389 TSC22D1 chr13 0.103018756 + T2D risk 3'UTR
cg26964636 KIAA1217 chr10 0.103086593 - T2D risk Body
cg05977259 FBXO11 chr2 0.103099207 - T2D risk TSS1500
cg21001907 INPP4A chr2 0.103196801 + T2D risk 5'UTR
cg07534234 PACRG chr6 0.103223493 - T2D risk Body
cg26694487 SPPL2A chr15 0.103287428 + T2D risk TSS200
cg02048354 PDE5A chr4 0.103329193 - T2D risk 5'UTR
cg02048354 PDE5A chr4 0.103329193 - T2D risk TSS1500
cg02048354 PDE5A chr4 0.103329193 - T2D risk Body
cg21211608 RAP1B chr12 0.103367221 + T2D risk TSS1500
cg00202496 CLEC16A chr16 0.103383372 + T2D risk TSS1500
cg05855116 CUX1 chr7 0.103474632 + T2D risk Body
cg04826772 NPAT chr11 0.103485943 + T2D risk Body
cg14321837 UXS1 chr2 0.103486956 + T2D risk TSS1500
cg21962013 ATP8A2 chr13 0.103534979 + T2D risk Body
cg11553654 TTC28 chr22 0.103542574 + T2D risk TSS1500
cg05383524 MGRN1 chr16 0.103547135 + T2D risk Body
cg15502081 ZHX2 chr8 0.103554545 + T2D risk 5'UTR
cg12069553 RHOA chr3 0.103569669 - T2D risk TSS1500
cg03557226 NPEPPS chr17 0.103589966 - T2D risk Body
cg01211893 ITGA1 chr5 0.103615826 - T2D risk TSS1500
cg20962960 DDC chr7 0.103651896 - T2D risk Body
cg05901634 MGRN1 chr16 0.103732121 + T2D risk Body
cg14515032 RAP1GAP2 chr17 0.10380219 - T2D risk Body
cg14405825 DIP2C chr10 0.103835503 + T2D risk Body
cg05523065 TMEM150C chr4 0.104089824 + T2D risk TSS1500
cg14281340 PDE5A chr4 0.104345439 + T2D risk Body
cg14281340 PDE5A chr4 0.104345439 + T2D risk TSS200
cg14281340 PDE5A chr4 0.104345439 + T2D risk TSS1500
cg00580689 WDR47 chr1 0.104357837 + T2D risk TSS1500
cg17474248 TAB2 chr6 0.104384255 - T2D risk 5'UTR
cg17474248 TAB2 chr6 0.104384255 - T2D risk Body
cg14337526 RAP2A chr13 0.104594284 - T2D risk 5'UTR
cg14337526 RAP2A chr13 0.104594284 - T2D risk 1stExon
cg03224259 ZHX2 chr8 0.1046514 - T2D risk 5'UTR
cg25315613 TSHZ1 chr18 0.104759277 + T2D risk 5'UTR
cg25315613 TSHZ1 chr18 0.104759277 + T2D risk Body



cg16932062 PFKFB2 chr1 0.104771355 + T2D risk TSS1500
cg15678508 PRKAG2 chr7 0.104910301 + T2D risk 5'UTR
cg15678508 PRKAG2 chr7 0.104910301 + T2D risk Body
cg01845076 RAP1GAP2 chr17 0.1049206 - T2D risk Body
cg03914346 KREMEN1 chr22 0.104954409 - T2D risk Body
cg22721243 ATXN1 chr6 0.105020209 - T2D risk Body
cg11331655 SLIT3 chr5 0.105025389 + T2D risk Body
cg15211333 SRPK2 chr7 0.105042383 - T2D risk Body
cg15211333 SRPK2 chr7 0.105042383 - T2D risk TSS1500
cg14313834 CUX1 chr7 0.105073638 + T2D risk Body
cg04956866 SLIT3 chr5 0.105107429 + T2D risk Body
cg15705342 DNAJC13 chr3 0.10531611 - T2D risk TSS1500
cg05692641 ENAH chr1 0.105370396 - T2D risk Body
cg11650102 SGSM2 chr17 0.105375549 + T2D risk Body
cg21074468 ATXN1 chr6 0.105481626 - T2D risk 5'UTR
cg23876106 WWP2 chr16 0.1055579 - T2D risk Body
cg06642158 CREBBP chr16 0.105586095 - T2D risk Body
cg11774413 CLOCK chr4 0.105635792 - T2D risk 5'UTR
cg19731158 ROBO2 chr3 0.105671473 - T2D risk 5'UTR
cg19731158 ROBO2 chr3 0.105671473 - T2D risk Body
cg26632162 ZRANB1 chr10 0.105706621 - T2D risk Body
cg18876162 TANC2 chr17 0.105724708 - T2D risk Body
cg14768415 FAM160A1 chr4 0.105831136 + T2D risk 5'UTR
cg13617074 MEIS2 chr15 0.105911731 + T2D risk Body
cg17016175 TMEM131 chr2 0.105919546 - T2D risk Body
cg04779726 PRKAG2 chr7 0.105926676 - T2D risk TSS200
cg04779726 PRKAG2 chr7 0.105926676 - T2D risk 5'UTR
cg04779726 PRKAG2 chr7 0.105926676 - T2D risk Body
cg04787417 ROBO2 chr3 0.106000852 - T2D risk TSS1500
cg04787417 ROBO2 chr3 0.106000852 - T2D risk Body
cg23570433 CTR9 chr11 0.106065446 - T2D risk 1stExon
cg23570433 CTR9 chr11 0.106065446 - T2D risk 5'UTR
cg11228744 ERC2 chr3 0.106112588 - T2D risk 3'UTR
cg15400028 NPEPPS chr17 0.106117892 - T2D risk TSS200
cg07848601 RANBP17 chr5 0.106160856 - T2D risk Body
cg04508138 KCNIP3 chr2 0.106206275 + T2D risk Body
cg23432480 INPP4A chr2 0.106272734 + T2D risk 5'UTR
cg12182153 SLIT3 chr5 0.106484915 - T2D risk Body
cg18742464 CLIC5 chr6 0.106546684 + T2D risk Body
cg18912855 PACS2 chr14 0.106732895 + T2D risk Body
cg03962691 NGF chr1 0.106783077 - T2D risk TSS1500
cg26918857 STX6 chr1 0.106791929 - T2D risk 5'UTR
cg26918857 STX6 chr1 0.106791929 - T2D risk Body
cg11733655 ADCY5 chr3 0.10685523 - T2D risk Body
cg22044904 ADCY5 chr3 0.106863004 - T2D risk Body
cg27325787 PRKCB chr16 0.1069228 - T2D risk Body
cg06316502 DIP2C chr10 0.107181441 + T2D risk Body
cg04633846 PHACTR1 chr6 0.107281044 + T2D risk Body
cg23285761 DDHD2 chr8 0.107349506 - T2D risk 5'UTR
cg23285761 DDHD2 chr8 0.107349506 - T2D risk TSS200
cg01912731 CMTR1 chr6 0.107453668 - T2D risk TSS200
cg02058924 CHFR chr12 0.107526677 + T2D risk TSS1500
cg00624878 CREBBP chr16 0.107620623 - T2D risk Body
cg16671238 CRYL1 chr13 0.107676947 + T2D risk Body
cg11418389 KCNIP3 chr2 0.10768885 + T2D risk Body
cg16323293 PACRG chr6 0.10769575 + T2D risk Body
cg09777775 AGPAT3 chr21 0.107753837 - T2D risk 5'UTR
cg14718326 ST6GAL1 chr3 0.107815133 - T2D risk 5'UTR
cg23482190 APC chr5 0.107916333 + T2D risk Body
cg03706875 DIP2C chr10 0.107926535 + T2D risk Body
cg27591668 PRKCE chr2 0.107937773 + T2D risk Body
cg04298196 PDE5A chr4 0.108108999 - T2D risk Body
cg04298196 PDE5A chr4 0.108108999 - T2D risk TSS200
cg04298196 PDE5A chr4 0.108108999 - T2D risk TSS1500
cg16637690 WWP2 chr16 0.108242745 + T2D risk Body
cg04002957 CHID1 chr11 0.108245951 + T2D risk Body
cg15211596 AMD1 chr6 0.108264036 - T2D risk TSS200
cg11625983 AGPAT3 chr21 0.108288095 + T2D risk 5'UTR
cg27028281 ANK2 chr4 0.108360123 + T2D risk Body
cg23688819 TSHZ1 chr18 0.108397115 - T2D risk 5'UTR



cg23688819 TSHZ1 chr18 0.108397115 - T2D risk Body
cg21161891 KDR chr4 0.108428152 - T2D risk TSS200
cg09527670 KDM4B chr19 0.108543325 + T2D risk Body
cg02078001 UXS1 chr2 0.108565694 + T2D risk Body
cg02078001 UXS1 chr2 0.108565694 + T2D risk TSS1500
cg05868813 ATP8A2 chr13 0.108681939 + T2D risk 3'UTR
cg08019914 ANK3 chr10 0.108691042 - T2D risk TSS1500
cg08019914 ANK3 chr10 0.108691042 - T2D risk Body
cg27655494 RGS7 chr1 0.108792563 - T2D risk Body
cg00765035 SLC30A8 chr8 0.108817549 - T2D risk TSS200
cg00765035 SLC30A8 chr8 0.108817549 - T2D risk 5'UTR
cg25928742 KCNIP3 chr2 0.108843331 - T2D risk Body
cg21860452 MTHFS chr15 0.108911049 - T2D risk TSS1500
cg14317651 GALK2 chr15 0.108984086 + T2D risk 5'UTR
cg14317651 GALK2 chr15 0.108984086 + T2D risk 1stExon
cg07260778 WWP2 chr16 0.109031305 + T2D risk 5'UTR
cg07260778 WWP2 chr16 0.109031305 + T2D risk Body
cg17659896 ACTN4 chr19 0.109059019 + T2D risk 3'UTR
cg01132598 TMEM219 chr16 0.109071125 - T2D risk TSS1500
cg27129731 MEIS2 chr15 0.109107504 - T2D risk 5'UTR
cg27129731 MEIS2 chr15 0.109107504 - T2D risk TSS1500
cg15989168 ANK2 chr4 0.109250672 - T2D risk Body
cg17468386 DDC chr7 0.10925216 - T2D risk 5'UTR
cg12334034 CUX2 chr12 0.109270932 + T2D risk Body
cg02508994 KIAA1217 chr10 0.109377979 + T2D risk 5'UTR
cg02508994 KIAA1217 chr10 0.109377979 + T2D risk Body
cg15070283 RAP1GAP2 chr17 0.109488707 - T2D risk Body
cg16569373 CREBBP chr16 0.109535449 + T2D risk Body
cg10064922 DIP2C chr10 0.10959086 + T2D risk Body
cg16106903 APC chr5 0.109676822 + T2D risk Body
cg06661685 TPCN1 chr12 0.109806394 - T2D risk Body
cg23703633 ANK3 chr10 0.109841132 - T2D risk Body
cg17748326 NUCB2 chr11 0.10986738 - T2D risk Body
cg13351698 HNRNPA2B1 chr7 0.109903252 + T2D risk TSS200
cg04835087 CLEC16A chr16 0.109930247 - T2D risk Body
cg26810845 SCGN chr6 0.109971644 + T2D risk TSS1500
cg07235868 SGSM2 chr17 0.109991914 + T2D risk Body
cg06340679 KDM4B chr19 0.11000065 + T2D risk Body
cg23060193 GGPS1 chr1 0.110086325 - T2D risk TSS1500
cg25220460 ZHX2 chr8 0.110149901 - T2D risk TSS1500
cg19764295 CALD1 chr7 0.11035038 + T2D risk Body
cg24504442 MEIS2 chr15 0.110409172 - T2D risk 5'UTR
cg24504442 MEIS2 chr15 0.110409172 - T2D risk 1stExon
cg24504442 MEIS2 chr15 0.110409172 - T2D risk TSS200
cg24504442 MEIS2 chr15 0.110409172 - T2D risk TSS1500
cg23559680 HMBOX1 chr8 0.110451796 - T2D risk TSS1500
cg24521747 TSC22D1 chr13 0.110535261 - T2D risk TSS1500
cg24521747 TSC22D1 chr13 0.110535261 - T2D risk Body
cg17050526 TENM2 chr5 0.11062386 - T2D risk Body
cg08571859 APC chr5 0.110634024 + T2D risk TSS1500
cg08571859 APC chr5 0.110634024 + T2D risk 5'UTR
cg16855510 KIAA1217 chr10 0.110635119 + T2D risk 5'UTR
cg02295205 TSGA10 chr2 0.11069321 + T2D risk 5'UTR
cg02295205 TSGA10 chr2 0.11069321 + T2D risk TSS200
cg02140753 CNTROB chr17 0.110733535 - T2D risk 1stExon
cg02140753 CNTROB chr17 0.110733535 - T2D risk 5'UTR
cg15639387 DIP2C chr10 0.110737479 + T2D risk Body
cg25722465 KDR chr4 0.110755077 - T2D risk 1stExon
cg25722465 KDR chr4 0.110755077 - T2D risk 5'UTR
cg11883881 CUX1 chr7 0.110756299 + T2D risk Body
cg26154884 INPP4A chr2 0.110869465 + T2D risk TSS1500
cg11365244 PRKCE chr2 0.110902386 + T2D risk Body
cg00520096 EVI5 chr1 0.110925489 - T2D risk Body
cg16616838 LYVE1 chr11 0.110934451 - T2D risk 3'UTR
cg13840007 PLAGL1 chr6 0.110983798 + T2D risk 5'UTR
cg08858787 RAP1GAP2 chr17 0.110993806 + T2D risk Body
cg02819231 FBXL2 chr3 0.111032653 - T2D risk TSS200
cg16529636 ERC2 chr3 0.111058972 - T2D risk 3'UTR
cg07559427 DYNC1I1 chr7 0.111116726 - T2D risk Body
cg07531072 WIZ chr19 0.111144801 - T2D risk 5'UTR



cg13363417 KIAA1217 chr10 0.111336668 + T2D risk TSS1500
cg03677021 WDR47 chr1 0.111343351 - T2D risk 5'UTR
cg00497086 PRKCB chr16 0.111356144 - T2D risk Body
cg18736186 GALK2 chr15 0.111376833 - T2D risk Body
cg18736186 GALK2 chr15 0.111376833 - T2D risk TSS1500
cg12176856 PDE8A chr15 0.111410601 + T2D risk Body
cg00871487 RANBP17 chr5 0.111435018 - T2D risk TSS200
cg07510510 SPOCK1 chr5 0.111516556 + T2D risk Body
cg10589408 PTP4A2 chr1 0.111613091 + T2D risk 5'UTR
cg02746432 CADM1 chr11 0.111664846 + T2D risk Body
cg15191465 PDE5A chr4 0.111678227 - T2D risk Body
cg15191465 PDE5A chr4 0.111678227 - T2D risk TSS1500
cg15191465 PDE5A chr4 0.111678227 - T2D risk 5'UTR
cg27568360 DIP2C chr10 0.11169971 - T2D risk Body
cg03761343 DNAH9 chr17 0.111746161 - T2D risk 5'UTR
cg03761343 DNAH9 chr17 0.111746161 - T2D risk Body
cg10186605 NF1 chr17 0.111885996 + T2D risk Body
cg17786661 DIP2C chr10 0.111912778 + T2D risk Body
cg26028853 ZHX2 chr8 0.112138068 - T2D risk 5'UTR
cg21495385 BCAT1 chr12 0.11220262 - T2D risk Body
cg20021470 ACSS2 chr20 0.11228647 + T2D risk Body
cg11095048 TMEM131 chr2 0.112586049 - T2D risk Body
cg01975035 POLA1 chrX 0.112633162 - T2D risk Body
cg11351331 ATXN1 chr6 0.112647334 + T2D risk 5'UTR
cg15704369 PRKACB chr1 0.112695144 - T2D risk TSS200
cg19576214 FBXL2 chr3 0.112717407 - T2D risk Body
cg12315249 SLIT3 chr5 0.112749857 - T2D risk Body
cg25046621 ASXL2 chr2 0.112802416 - T2D risk Body
cg03684232 PLEKHG3 chr14 0.112825733 + T2D risk 5'UTR
cg06017944 MEIS2 chr15 0.112844469 - T2D risk Body
cg13858310 ATP8A1 chr4 0.112985588 - T2D risk Body
cg17944161 NOTCH3 chr19 0.11309008 + T2D risk TSS200
cg00697129 KIAA1217 chr10 0.113117019 - T2D risk 1stExon
cg00697129 KIAA1217 chr10 0.113117019 - T2D risk 5'UTR
cg04579885 DIP2C chr10 0.113147303 - T2D risk Body
cg20931902 PTPRU chr1 0.113154915 - T2D risk Body
cg20415600 LAMA4 chr6 0.113313705 + T2D risk Body
cg10309642 DYNC1I1 chr7 0.113321628 - T2D risk Body
cg04074945 PHF21A chr11 0.113351225 + T2D risk Body
cg12544123 ENAH chr1 0.113371929 - T2D risk Body
cg22671691 KIAA1217 chr10 0.113449496 - T2D risk Body
cg08512168 ROBO2 chr3 0.11345169 + T2D risk 1stExon
cg08512168 ROBO2 chr3 0.11345169 + T2D risk Body
cg26871959 SKAP1 chr17 0.113496955 - T2D risk Body
cg06266100 LMCD1 chr3 0.113500574 + T2D risk Body
cg05688350 PHACTR1 chr6 0.113529347 - T2D risk ExonBnd
cg05688350 PHACTR1 chr6 0.113529347 - T2D risk Body
cg08717398 ZHX2 chr8 0.1135617 + T2D risk 5'UTR
cg05339557 NGLY1 chr3 0.113583286 - T2D risk Body
cg05339557 NGLY1 chr3 0.113583286 - T2D risk TSS200
cg12661206 DYNC1I1 chr7 0.113702723 - T2D risk 5'UTR
cg06969287 TTC28 chr22 0.113886732 - T2D risk Body
cg22839114 RAP1B chr12 0.113886863 + T2D risk 5'UTR
cg00462004 RTN4 chr2 0.11388855 + T2D risk Body
cg11020141 ARL15 chr5 0.11394348 + T2D risk Body
cg19402236 FLT1 chr13 0.114055985 + T2D risk Body
cg10728282 PHF21A chr11 0.114090449 + T2D risk Body
cg14628889 TSGA10 chr2 0.114115258 + T2D risk TSS1500
cg14628889 TSGA10 chr2 0.114115258 + T2D risk 5'UTR
cg11291872 STX6 chr1 0.11412225 + T2D risk 5'UTR
cg11291872 STX6 chr1 0.11412225 + T2D risk Body
cg16761843 TENM2 chr5 0.114125221 - T2D risk Body
cg04164437 ANK3 chr10 0.114127439 - T2D risk Body
cg13403290 NUP98 chr11 0.114164724 - T2D risk Body
cg23981770 ARHGEF9 chrX 0.114317046 + T2D risk Body
cg23981770 ARHGEF9 chrX 0.114317046 + T2D risk 5'UTR
cg23615959 NUP98 chr11 0.114323284 + T2D risk 5'UTR
cg20282780 NCOA2 chr8 0.114341345 + T2D risk 5'UTR
cg25133475 USP53 chr4 0.114415085 - T2D risk TSS200
cg21850879 NF1 chr17 0.114491448 - T2D risk Body



cg08950886 ITGB1 chr10 0.114519024 - T2D risk TSS200
cg08950886 ITGB1 chr10 0.114519024 - T2D risk TSS1500
cg15119592 INPP4A chr2 0.114519361 + T2D risk Body
cg26422132 SSBP2 chr5 0.114520602 - T2D risk Body
cg19764940 KDM4B chr19 0.11455659 + T2D risk Body
cg09790565 ULK4 chr3 0.114565595 + T2D risk Body
cg11967765 GNA12 chr7 0.114572092 - T2D risk Body
cg13358196 SEZ6L chr22 0.114578377 + T2D risk Body
cg10364862 CLEC16A chr16 0.114592166 + T2D risk Body
cg19325220 RAP2A chr13 0.114649586 - T2D risk TSS200
cg11218876 PHACTR1 chr6 0.114649666 - T2D risk ExonBnd
cg11218876 PHACTR1 chr6 0.114649666 - T2D risk 5'UTR
cg21819722 ATP8A1 chr4 0.11478487 - T2D risk Body
cg15578140 CNTNAP2 chr7 0.114864928 + T2D risk Body
cg26953234 GPC4 chrX 0.115007118 + T2D risk Body
cg10501704 PRKD1 chr14 0.115046186 - T2D risk Body
cg14429457 DIP2C chr10 0.11505837 + T2D risk Body
cg15399131 RANBP17 chr5 0.115059857 - T2D risk Body
cg22207272 CADM1 chr11 0.115093213 - T2D risk TSS1500
cg11639849 EIF4EBP3 chr5 0.115112595 - T2D risk Body
cg19706697 KIAA1217 chr10 0.115154471 - T2D risk 5'UTR
cg19706697 KIAA1217 chr10 0.115154471 - T2D risk Body
cg01252513 CUX2 chr12 0.115175158 + T2D risk Body
cg15153756 GRK5 chr10 0.115302011 - T2D risk Body
cg04756223 PRKCE chr2 0.115315386 - T2D risk Body
cg11998420 APBA1 chr9 0.115316723 - T2D risk 5'UTR
cg08995473 RANBP17 chr5 0.115573424 - T2D risk Body
cg03586428 CHID1 chr11 0.115582565 + T2D risk Body
cg16951566 WDR48 chr3 0.115655611 - T2D risk Body
cg02608511 NCOA2 chr8 0.115659499 + T2D risk 5'UTR
cg21470711 PCYT1A chr3 0.115808842 - T2D risk Body
cg07062857 FBXO11 chr2 0.115828586 - T2D risk TSS1500
cg09224379 CLEC16A chr16 0.115889236 + T2D risk Body
cg19061228 GPC4 chrX 0.115896739 - T2D risk Body
cg00632784 DDC chr7 0.115925855 - T2D risk Body
cg21367187 JPH2 chr20 0.115942983 + T2D risk Body
cg12916973 CALD1 chr7 0.116072407 - T2D risk 5'UTR
cg04764064 KIAA0232 chr4 0.116113466 - T2D risk Body
cg24593582 MYO6 chr6 0.116130624 - T2D risk Body
cg03006426 SPOCK1 chr5 0.1161939 - T2D risk Body
cg16915437 CHID1 chr11 0.116238875 + T2D risk Body
cg13645221 PHACTR1 chr6 0.116259223 - T2D risk Body
cg22593874 ANK2 chr4 0.116266581 + T2D risk Body
cg02232863 PFKFB2 chr1 0.116477134 + T2D risk Body
cg23565244 KDM4B chr19 0.116549282 - T2D risk Body
cg23657947 CNTROB chr17 0.116637277 - T2D risk Body
cg12267883 UBL3 chr13 0.116731619 + T2D risk TSS200
cg24856797 POLA1 chrX 0.116770306 + T2D risk Body
cg18853010 PACS2 chr14 0.116781382 + T2D risk Body
cg22433677 DYNC1I1 chr7 0.116825863 + T2D risk Body
cg16051718 KIAA0232 chr4 0.117028742 + T2D risk Body
cg21658836 CADM1 chr11 0.117132267 + T2D risk 5'UTR
cg21658836 CADM1 chr11 0.117132267 + T2D risk 1stExon
cg21632531 ANK3 chr10 0.11716037 - T2D risk Body
cg22300819 ATP6V1H chr8 0.117171916 - T2D risk TSS200
cg22300819 ATP6V1H chr8 0.117171916 - T2D risk TSS1500
cg15174682 KDM4B chr19 0.117259079 - T2D risk Body
cg09444036 DIP2C chr10 0.117305574 - T2D risk Body
cg19909729 NUP98 chr11 0.1173905 + T2D risk Body
cg15563735 SPOCK1 chr5 0.117460326 - T2D risk Body
cg01308737 DIP2C chr10 0.117484143 + T2D risk Body
cg25949550 CNTNAP2 chr7 0.117524244 + T2D risk Body
cg13057368 SSB chr2 0.117627351 - T2D risk 1stExon
cg13057368 SSB chr2 0.117627351 - T2D risk 5'UTR
cg25143247 PACRG chr6 0.117682113 + T2D risk Body
cg12512564 ST6GAL1 chr3 0.1177197 + T2D risk 5'UTR
cg11939736 PHF21A chr11 0.117752584 - T2D risk Body
cg03063710 DYNC1I1 chr7 0.11777373 - T2D risk Body
cg13151023 MAN1A1 chr6 0.11782028 + T2D risk Body
cg19302441 CLIC5 chr6 0.117842842 - T2D risk 5'UTR



cg19302441 CLIC5 chr6 0.117842842 - T2D risk 1stExon
cg25405127 NQO1 chr16 0.117861762 + T2D risk Body
cg14396453 SPOCK1 chr5 0.117888329 - T2D risk Body
cg08278453 FNIP2 chr4 0.117907787 - T2D risk Body
cg11295009 DNAH9 chr17 0.11795014 - T2D risk ExonBnd
cg11295009 DNAH9 chr17 0.11795014 - T2D risk Body
cg16954725 DIP2C chr10 0.118051634 + T2D risk Body
cg26827630 ITPKB chr1 0.118066167 + T2D risk Body
cg06128826 STX6 chr1 0.118093244 + T2D risk Body
cg17689614 KIAA0355 chr19 0.118126401 - T2D risk ExonBnd
cg17689614 KIAA0355 chr19 0.118126401 - T2D risk Body
cg24686224 FARSB chr2 0.118164808 - T2D risk Body
cg08025156 RANBP17 chr5 0.118371658 + T2D risk Body
cg03217729 CLEC16A chr16 0.11847616 + T2D risk Body
cg05852740 ANK3 chr10 0.118514418 - T2D risk Body
cg02288859 KREMEN1 chr22 0.118547874 - T2D risk Body
cg11903987 DIP2C chr10 0.118746518 + T2D risk Body
cg01795204 NUCB2 chr11 0.118833543 + T2D risk Body
cg15270350 BIRC5 chr17 0.118858541 - T2D risk Body
cg02555393 ITPKB chr1 0.118897453 - T2D risk Body
cg12551746 DNAJC13 chr3 0.11890556 + T2D risk 5'UTR
cg04724408 TMEM131 chr2 0.118947361 - T2D risk Body
cg09274418 CRYL1 chr13 0.119043469 + T2D risk Body
cg12936622 TAB2 chr6 0.119141789 + T2D risk Body
cg03935228 SRPK2 chr7 0.119197183 + T2D risk Body
cg05679113 BIRC5 chr17 0.119230015 + T2D risk TSS200
cg24141911 SLIT3 chr5 0.119318425 + T2D risk Body
cg09101235 CUL1 chr7 0.119380109 + T2D risk Body
cg01243950 PRKCE chr2 0.119407783 + T2D risk Body
cg03504865 DKK2 chr4 0.119427815 + T2D risk TSS1500
cg11343870 CHKA chr11 0.119562241 - T2D risk TSS200
cg17335746 NUP98 chr11 0.119580652 - T2D risk Body
cg20420047 SUB1 chr5 0.119660789 - T2D risk TSS1500
cg03482339 DDHD2 chr8 0.119681441 - T2D risk TSS1500
cg03482339 DDHD2 chr8 0.119681441 - T2D risk TSS200
cg03039691 UBE2K chr4 0.119755153 - T2D risk Body
cg22095604 NOL4 chr18 0.119794638 - T2D risk 5'UTR
cg22095604 NOL4 chr18 0.119794638 - T2D risk 1stExon
cg23557597 PRKCE chr2 0.119805265 - T2D risk Body
cg12776754 DACH1 chr13 0.119827456 - T2D risk Body
cg18088578 PTPRU chr1 0.11994859 + T2D risk ExonBnd
cg18088578 PTPRU chr1 0.11994859 + T2D risk Body
cg21483906 CLASP2 chr3 0.11995168 - T2D risk Body
cg14628837 RSF1 chr11 0.119981619 + T2D risk Body
cg21182423 LMX1B chr9 0.12000251 + T2D risk 3'UTR
cg26820118 CNTNAP2 chr7 0.120082338 - T2D risk Body
cg05984202 TSC22D1 chr13 0.12009247 - T2D risk Body
cg05984202 TSC22D1 chr13 0.12009247 - T2D risk 5'UTR
cg05984202 TSC22D1 chr13 0.12009247 - T2D risk TSS200
cg11909043 KIAA1217 chr10 0.120231685 + T2D risk Body
cg09538603 CLEC16A chr16 0.120257242 + T2D risk Body
cg15075580 ERC2 chr3 0.120285191 - T2D risk Body
cg18932987 ACTN4 chr19 0.12033459 - T2D risk Body
cg21126583 CNTNAP2 chr7 0.120473898 - T2D risk TSS200
cg19440866 TBC1D5 chr3 0.120508386 + T2D risk Body
cg14584255 PACRG chr6 0.120606055 + T2D risk 1stExon
cg14584255 PACRG chr6 0.120606055 + T2D risk Body
cg03184350 CNTNAP2 chr7 0.120710904 + T2D risk Body
cg06930902 FBXO11 chr2 0.120842243 - T2D risk Body
cg14743710 CDH22 chr20 0.12087332 + T2D risk Body
cg15460793 RET chr10 0.120903464 - T2D risk 3'UTR
cg27234746 RANBP17 chr5 0.120940331 - T2D risk Body
cg17781897 SKAP1 chr17 0.120952441 + T2D risk Body
cg17592363 SRPK2 chr7 0.120982094 - T2D risk Body
cg17592363 SRPK2 chr7 0.120982094 - T2D risk 5'UTR
cg16518285 CUX1 chr7 0.121035765 - T2D risk Body
cg22835523 PDE8A chr15 0.121037969 + T2D risk Body
cg14863830 POC1B chr12 0.121245664 - T2D risk Body
cg18482960 TSGA10 chr2 0.121367988 + T2D risk 5'UTR
cg20282960 KDM4B chr19 0.121413908 - T2D risk Body



cg14143435 HMBOX1 chr8 0.121482868 - T2D risk TSS200
cg14143435 HMBOX1 chr8 0.121482868 - T2D risk TSS1500
cg17307558 DKK2 chr4 0.121601991 + T2D risk Body
cg11843124 ZHX2 chr8 0.121654193 + T2D risk 5'UTR
cg26256010 SMG7 chr1 0.121681284 + T2D risk TSS1500
cg27093403 BCAT1 chr12 0.121753901 + T2D risk Body
cg07290589 DNAH9 chr17 0.122085601 - T2D risk Body
cg06376458 GLG1 chr16 0.122112353 - T2D risk Body
cg00156769 SMG7 chr1 0.122143256 + T2D risk Body
cg18002862 RAP1GAP2 chr17 0.122175834 + T2D risk Body
cg15819914 ASH1L chr1 0.12217816 - T2D risk Body
cg20477318 TIMM23 chr10 0.12222926 - T2D risk Body
cg17810966 PDLIM5 chr4 0.122309126 - T2D risk Body
cg16692004 TAB2 chr6 0.122311712 + T2D risk 5'UTR
cg16692004 TAB2 chr6 0.122311712 + T2D risk TSS1500
cg16692004 TAB2 chr6 0.122311712 + T2D risk Body
cg16692004 TAB2 chr6 0.122311712 + T2D risk 1stExon
cg10508817 NGLY1 chr3 0.122380223 - T2D risk Body
cg10508817 OXSM chr3 0.122380223 - T2D risk TSS1500
cg17664583 PRKCB chr16 0.122435975 + T2D risk Body
cg01115565 PTPRU chr1 0.122445143 - T2D risk Body
cg13604592 AGPAT3 chr21 0.122482881 + T2D risk Body
cg11659739 RAP1GAP2 chr17 0.122737812 + T2D risk 3'UTR
cg08717219 TMEM150C chr4 0.122809884 - T2D risk 5'UTR
cg26902323 RTN4 chr2 0.1228896 - T2D risk TSS1500
cg26902323 RTN4 chr2 0.1228896 - T2D risk 1stExon
cg26902323 RTN4 chr2 0.1228896 - T2D risk 5'UTR
cg17035881 ATP8A2 chr13 0.122894449 + T2D risk Body
cg24161779 DNAH9 chr17 0.122902636 + T2D risk Body
cg06866237 CUX1 chr7 0.122923243 + T2D risk Body
cg14519294 CHFR chr12 0.123030646 + T2D risk TSS1500
cg11204485 CHID1 chr11 0.12307269 + T2D risk Body
cg22499652 PRKACB chr1 0.1230732 - T2D risk 5'UTR
cg22499652 PRKACB chr1 0.1230732 - T2D risk 1stExon
cg22499652 PRKACB chr1 0.1230732 - T2D risk Body
cg22499652 PRKACB chr1 0.1230732 - T2D risk TSS1500
cg04693928 LMX1B chr9 0.123078354 + T2D risk Body
cg03657103 CRYL1 chr13 0.123138422 - T2D risk Body
cg01804281 NGF chr1 0.123217774 + T2D risk 5'UTR
cg11336887 PTPRU chr1 0.123320171 + T2D risk Body
cg14339765 CLIC5 chr6 0.123475736 - T2D risk TSS1500
cg11542281 NCOA2 chr8 0.12348117 + T2D risk 5'UTR
cg07828708 ARHGAP32 chr11 0.123541596 + T2D risk Body
cg08098619 NUP98 chr11 0.123543507 - T2D risk 5'UTR
cg08098619 NUP98 chr11 0.123543507 - T2D risk 1stExon
cg10379479 ADCY5 chr3 0.123634682 + T2D risk Body
cg11573170 DIP2C chr10 0.123707954 - T2D risk Body
cg24341711 DIP2C chr10 0.123816501 - T2D risk Body
cg12711746 CREBBP chr16 0.123850894 + T2D risk Body
cg10262747 ATXN1 chr6 0.123861857 - T2D risk 5'UTR
cg06122080 OXSM chr3 0.124152925 - T2D risk Body
cg06122080 OXSM chr3 0.124152925 - T2D risk 5'UTR
cg06122080 NGLY1 chr3 0.124152925 - T2D risk TSS1500
cg00042252 ASXL2 chr2 0.124377019 - T2D risk Body
cg21953891 SLIT3 chr5 0.124407653 - T2D risk Body
cg13200756 MYO6 chr6 0.124414251 + T2D risk TSS1500
cg06471104 PICALM chr11 0.124494675 + T2D risk TSS1500
cg11046864 DIP2C chr10 0.124612304 - T2D risk Body
cg13795660 ACTN4 chr19 0.124755932 + T2D risk Body
cg20063764 PACS2 chr14 0.124887597 - T2D risk Body
cg13816130 COX6A1 chr12 0.124935747 - T2D risk TSS1500
cg20227749 WWP2 chr16 0.12523906 + T2D risk TSS200
cg21805228 CTR9 chr11 0.125249929 - T2D risk Body
cg10072115 BCAT1 chr12 0.125263065 + T2D risk Body
cg10072115 BCAT1 chr12 0.125263065 + T2D risk TSS200
cg10072115 BCAT1 chr12 0.125263065 + T2D risk TSS1500
cg15681145 HMBOX1 chr8 0.125278849 - T2D risk Body
cg22951128 DIP2C chr10 0.125294361 - T2D risk Body
cg05197760 BCAT1 chr12 0.125307262 - T2D risk Body
cg05197760 BCAT1 chr12 0.125307262 - T2D risk TSS1500



cg17622131 ERC2 chr3 0.125315619 - T2D risk 5'UTR
cg16949862 SEC31A chr4 0.125316004 + T2D risk 5'UTR
cg04950301 PHACTR1 chr6 0.12540456 - T2D risk Body
cg10141938 HNRNPA2B1 chr7 0.125408808 + T2D risk Body
cg23243419 RHOQ chr2 0.125602759 + T2D risk Body
cg06783197 PACS2 chr14 0.125609795 - T2D risk Body
cg13857429 PRKCE chr2 0.125619707 - T2D risk Body
cg03823381 PHACTR1 chr6 0.125798831 + T2D risk Body
cg15008879 DNAJC1 chr10 0.12582339 - T2D risk TSS200
cg20416574 FBXO11 chr2 0.12582988 + T2D risk 5'UTR
cg24938830 UNC80 chr2 0.125887717 - T2D risk TSS200
cg05175062 DIP2C chr10 0.125904135 + T2D risk Body
cg27574877 DNAJC1 chr10 0.125983514 - T2D risk Body
cg18582759 KREMEN1 chr22 0.126016757 - T2D risk Body
cg12224165 WIZ chr19 0.126160987 - T2D risk 5'UTR
cg13055288 SLC7A2 chr8 0.12633719 - T2D risk TSS200
cg13055288 SLC7A2 chr8 0.12633719 - T2D risk 5'UTR
cg11907881 AGPAT3 chr21 0.12637308 + T2D risk 5'UTR
cg08037620 PCYT1A chr3 0.126385839 - T2D risk 5'UTR
cg05077096 RAP1GAP2 chr17 0.126437079 + T2D risk Body
cg19878838 SCARB2 chr4 0.126442438 - T2D risk TSS1500
cg17000666 TSC22D1 chr13 0.126456126 - T2D risk Body
cg01290565 CUX2 chr12 0.126544566 - T2D risk Body
cg22431444 MAN1A2 chr1 0.126551858 + T2D risk Body
cg02147637 WWP2 chr16 0.126765869 - T2D risk ExonBnd
cg02147637 WWP2 chr16 0.126765869 - T2D risk Body
cg20903874 PCYT1A chr3 0.126829482 + T2D risk 5'UTR
cg08406486 CUX2 chr12 0.126832678 - T2D risk Body
cg19260567 CNTNAP2 chr7 0.126856442 + T2D risk Body
cg14982506 KIAA1217 chr10 0.12686599 + T2D risk Body
cg09008705 NGF chr1 0.126963736 - T2D risk TSS200
cg27099500 PLEKHG3 chr14 0.126979559 + T2D risk TSS1500
cg26034658 PACS1 chr11 0.127027946 + T2D risk TSS1500
cg04362764 PPP1R12A chr12 0.127066215 - T2D risk Body
cg04362764 PPP1R12A chr12 0.127066215 - T2D risk 5'UTR
cg26433232 IFT74 chr9 0.127069154 - T2D risk Body
cg22635363 CNTNAP2 chr7 0.127071489 + T2D risk Body
cg07054040 MEIS2 chr15 0.127105449 + T2D risk 5'UTR
cg07054040 MEIS2 chr15 0.127105449 + T2D risk 1stExon
cg07054040 MEIS2 chr15 0.127105449 + T2D risk TSS1500
cg00428134 SLIT3 chr5 0.127146843 - T2D risk Body
cg26090406 COL4A1 chr13 0.12716684 - T2D risk Body
cg11796500 TOX3 chr16 0.127214929 - T2D risk Body
cg15460531 CUX1 chr7 0.127219987 + T2D risk Body
cg23772128 KDM4B chr19 0.127254396 - T2D risk Body
cg19555661 EVI5 chr1 0.127336438 - T2D risk Body
cg08055647 HNRNPA2B1 chr7 0.12741368 - T2D risk Body
cg02527088 DIP2C chr10 0.127607046 - T2D risk Body
cg26410484 CHFR chr12 0.127640132 + T2D risk TSS1500
cg20825437 PRKCE chr2 0.1277568 - T2D risk 1stExon
cg00929870 DIP2C chr10 0.127762216 + T2D risk Body
cg05054278 ARL8B chr3 0.127898413 + T2D risk Body
cg10298298 NPAT chr11 0.127973377 - T2D risk Body
cg09381022 PDE5A chr4 0.128278488 + T2D risk Body
cg20369775 TSC22D1 chr13 0.128373174 - T2D risk Body
cg09624923 ITGB1 chr10 0.128507958 + T2D risk 5'UTR
cg26607103 ANK3 chr10 0.128636504 + T2D risk TSS200
cg06348804 MYO6 chr6 0.128716387 - T2D risk TSS1500
cg23108245 CRYL1 chr13 0.128728656 - T2D risk Body
cg12032045 TENM2 chr5 0.128774224 - T2D risk Body
cg00434021 DIP2C chr10 0.128799158 + T2D risk Body
cg14681086 CDH22 chr20 0.128855154 + T2D risk Body
cg01667493 CUX1 chr7 0.128986005 + T2D risk Body
cg12500226 KIAA0232 chr4 0.129100656 + T2D risk 5'UTR
cg13034810 PLEKHG3 chr14 0.129111895 + T2D risk Body
cg26553521 ATP6V1A chr3 0.129167563 + T2D risk TSS200
cg06792086 TPCN1 chr12 0.129208764 + T2D risk Body
cg19553698 DIP2C chr10 0.129294751 + T2D risk Body
cg06632098 RET chr10 0.129328557 - T2D risk Body
cg21432513 CHFR chr12 0.129329858 - T2D risk Body



cg08222021 ANK3 chr10 0.12933522 - T2D risk Body
cg04653639 FLT1 chr13 0.129405361 + T2D risk Body
cg23144668 ATRNL1 chr10 0.1294277 + T2D risk 1stExon
cg23144668 ATRNL1 chr10 0.1294277 + T2D risk Body
cg23144668 ATRNL1 chr10 0.1294277 + T2D risk 5'UTR
cg25161882 ANK2 chr4 0.129449709 - T2D risk TSS1500
cg25161882 ANK2 chr4 0.129449709 - T2D risk Body
cg07461953 PRKAG2 chr7 0.129497547 - T2D risk 5'UTR
cg07461953 PRKAG2 chr7 0.129497547 - T2D risk Body
cg25490551 ST8SIA1 chr12 0.12952736 - T2D risk Body
cg00150807 ANK3 chr10 0.129566561 + T2D risk Body
cg21788878 UBE2K chr4 0.12972648 + T2D risk Body
cg03420907 MGRN1 chr16 0.129767982 + T2D risk Body
cg03694644 TSHZ1 chr18 0.129793188 - T2D risk 5'UTR
cg03694644 TSHZ1 chr18 0.129793188 - T2D risk Body
cg06524757 DACH1 chr13 0.129804239 - T2D risk TSS200
cg10842540 WWP2 chr16 0.129805156 + T2D risk 5'UTR
cg10842540 WWP2 chr16 0.129805156 + T2D risk Body
cg15096653 CLOCK chr4 0.130006835 - T2D risk TSS1500
cg11194305 GRK5 chr10 0.130022911 + T2D risk Body
cg17122475 DIP2C chr10 0.130083028 + T2D risk Body
cg09358700 EIF4EBP3 chr5 0.130193191 + T2D risk Body
cg19536177 CUX2 chr12 0.130227993 + T2D risk Body
cg13328862 ATP8A1 chr4 0.130301711 - T2D risk Body
cg04801961 PRKCE chr2 0.130339389 + T2D risk Body
cg07267296 HMBOX1 chr8 0.130559163 - T2D risk 5'UTR
cg02607972 ASXL2 chr2 0.130642759 - T2D risk 3'UTR
cg03761291 CREBBP chr16 0.130873097 + T2D risk Body
cg06255020 PRKCE chr2 0.130890269 - T2D risk Body
cg09338041 PRKCE chr2 0.131023337 - T2D risk Body
cg27450850 SCAF11 chr12 0.13106459 + T2D risk Body
cg18105800 FBXL2 chr3 0.131112009 - T2D risk Body
cg26318926 SKAP1 chr17 0.131328248 + T2D risk Body
cg07311649 ST6GAL1 chr3 0.131331332 + T2D risk 5'UTR
cg06061693 GGPS1 chr1 0.131433977 - T2D risk TSS200
cg06061693 GGPS1 chr1 0.131433977 - T2D risk 5'UTR
cg06061693 GGPS1 chr1 0.131433977 - T2D risk 1stExon
cg18979085 ITGA1 chr5 0.131496098 - T2D risk Body
cg01579024 RANBP17 chr5 0.131523399 - T2D risk TSS1500
cg21250959 PDE5A chr4 0.131539084 - T2D risk Body
cg23205234 CHID1 chr11 0.131544384 + T2D risk Body
cg05502525 CLEC16A chr16 0.13155914 - T2D risk TSS200
cg16694011 CNTNAP2 chr7 0.131732252 + T2D risk Body
cg01969262 PRKD1 chr14 0.131768912 + T2D risk Body
cg11744422 PACS1 chr11 0.131787086 + T2D risk Body
cg27379240 APC chr5 0.131854121 - T2D risk TSS1500
cg17510038 DENND4C chr9 0.13187697 + T2D risk Body
cg26299089 PLEKHG3 chr14 0.131881199 + T2D risk TSS200
cg09974122 GRK5 chr10 0.13201387 + T2D risk Body
cg10077670 ARPP19 chr15 0.132038892 - T2D risk Body
cg10077670 ARPP19 chr15 0.132038892 - T2D risk ExonBnd
cg26475005 KIAA1217 chr10 0.132054433 + T2D risk Body
cg03417340 WWP2 chr16 0.132268135 - T2D risk Body
cg10695700 PACRG chr6 0.132277319 - T2D risk Body
cg01370013 PRKAG2 chr7 0.132279152 + T2D risk Body
cg21815882 HNRNPA2B1 chr7 0.132298817 + T2D risk TSS1500
cg13612847 GAD1 chr2 0.132342809 - T2D risk TSS1500
cg12513686 DIP2C chr10 0.132523098 + T2D risk Body
cg20028936 ENAH chr1 0.132635129 + T2D risk Body
cg01505016 ATP2B1 chr12 0.132700744 - T2D risk Body
cg19451698 RHBDD1 chr2 0.132784676 - T2D risk TSS1500
cg06920946 DIP2C chr10 0.132910597 - T2D risk Body
cg11361535 LMX1B chr9 0.132940677 + T2D risk Body
cg06217105 TMEM131 chr2 0.132972741 - T2D risk Body
cg06764145 MAN1A2 chr1 0.13305206 + T2D risk Body
cg20096490 COL4A1 chr13 0.133167705 + T2D risk Body
cg09949353 SH3GL2 chr9 0.133231977 + T2D risk Body
cg20340405 PPFIBP1 chr12 0.133235238 - T2D risk 3'UTR
cg13522162 CUL1 chr7 0.133340056 + T2D risk 5'UTR
cg23998048 TENM2 chr5 0.133382032 + T2D risk Body



cg02530350 CNTNAP2 chr7 0.133441832 - T2D risk Body
cg16044777 LAMA4 chr6 0.133468433 - T2D risk Body
cg11690539 SLC29A4 chr7 0.133491802 + T2D risk Body
cg16284742 CDH22 chr20 0.133566828 - T2D risk TSS1500
cg00121562 PCYT1A chr3 0.133648233 - T2D risk 5'UTR
cg15167311 PRKD1 chr14 0.133690687 - T2D risk Body
cg07828413 ENAH chr1 0.133769632 - T2D risk Body
cg18899999 PICALM chr11 0.133775816 + T2D risk Body
cg16789241 YWHAQ chr2 0.133801207 - T2D risk 5'UTR
cg16789241 YWHAQ chr2 0.133801207 - T2D risk 1stExon
cg06084515 MYO6 chr6 0.133988506 - T2D risk Body
cg26368163 ZHX2 chr8 0.134116935 + T2D risk 5'UTR
cg19012044 NOTCH3 chr19 0.134128443 + T2D risk Body
cg10981514 TPCN1 chr12 0.134179567 + T2D risk Body
cg13721404 NOL4 chr18 0.134208874 - T2D risk Body
cg09744016 ARL15 chr5 0.134247085 - T2D risk 1stExon
cg09744016 ARL15 chr5 0.134247085 - T2D risk 5'UTR
cg25723910 DDHD2 chr8 0.134251036 + T2D risk Body
cg03826535 TPCN1 chr12 0.134267832 - T2D risk TSS200
cg16793757 ANK3 chr10 0.13428583 - T2D risk Body
cg15233530 CHKA chr11 0.13445364 + T2D risk TSS1500
cg26511507 DIP2C chr10 0.134454939 - T2D risk Body
cg26529778 NOL4 chr18 0.134514181 - T2D risk Body
cg01550215 PACS2 chr14 0.134517795 - T2D risk Body
cg19079653 ZDHHC2 chr8 0.134614972 + T2D risk TSS1500
cg07964527 PDE8A chr15 0.134622971 + T2D risk Body
cg02091185 RANBP17 chr5 0.134688137 - T2D risk TSS1500
cg04806237 DIP2C chr10 0.13475369 + T2D risk Body
cg07075061 COL4A1 chr13 0.134812112 + T2D risk 3'UTR
cg04653052 ATRNL1 chr10 0.134899794 + T2D risk Body
cg16374471 PRKACB chr1 0.134906968 - T2D risk 5'UTR
cg16374471 PRKACB chr1 0.134906968 - T2D risk 1stExon
cg05746092 ANK3 chr10 0.134938314 - T2D risk Body
cg27129219 PRKCB chr16 0.135020056 - T2D risk Body
cg09622146 ATXN1 chr6 0.135029356 - T2D risk 5'UTR
cg14024823 APBA1 chr9 0.135040154 - T2D risk Body
cg01409593 DIP2C chr10 0.135072878 - T2D risk Body
cg05180412 ROBO2 chr3 0.135107216 + T2D risk 5'UTR
cg05180412 ROBO2 chr3 0.135107216 + T2D risk TSS1500
cg05180412 ROBO2 chr3 0.135107216 + T2D risk Body
cg09869286 DIP2C chr10 0.135122841 + T2D risk Body
cg06230805 AGPAT3 chr21 0.135131291 + T2D risk Body
cg24260500 SCAF11 chr12 0.135134885 + T2D risk Body
cg08650639 GRK5 chr10 0.13531787 + T2D risk Body
cg14253333 CDH22 chr20 0.135333339 + T2D risk Body
cg15701713 RGS7 chr1 0.135373013 - T2D risk Body
cg26120109 PTPRU chr1 0.135665582 + T2D risk Body
cg10165167 SLIT3 chr5 0.135764793 + T2D risk TSS1500
cg20146348 TSHZ1 chr18 0.135766464 + T2D risk 5'UTR
cg20146348 TSHZ1 chr18 0.135766464 + T2D risk Body
cg02128191 DIP2C chr10 0.135784494 - T2D risk Body
cg03569616 NPAT chr11 0.135849969 - T2D risk Body
cg21685565 GNA12 chr7 0.136126365 - T2D risk 1stExon
cg19367193 PRKAG2 chr7 0.136141652 - T2D risk 3'UTR
cg02297941 NCOA7 chr6 0.136280742 - T2D risk 5'UTR
cg09947615 ATP8A1 chr4 0.136399854 - T2D risk TSS1500
cg21651000 NCOA2 chr8 0.136500801 + T2D risk 5'UTR
cg19190274 RAP1GAP2 chr17 0.136644296 + T2D risk 3'UTR
cg06752313 APBA1 chr9 0.13668734 - T2D risk ExonBnd
cg06752313 APBA1 chr9 0.13668734 - T2D risk Body
cg04523320 UBE2K chr4 0.136715016 - T2D risk Body
cg15026574 ST6GAL1 chr3 0.136924548 + T2D risk 5'UTR
cg23548616 CNTNAP2 chr7 0.136937891 - T2D risk Body
cg17293868 DIP2C chr10 0.137009944 - T2D risk Body
cg22451117 PRKD1 chr14 0.137098787 - T2D risk Body
cg12766793 CUL1 chr7 0.137117204 - T2D risk 5'UTR
cg16147002 TPCN1 chr12 0.137157998 + T2D risk 5'UTR
cg16147002 TPCN1 chr12 0.137157998 + T2D risk Body
cg00759456 RHBDD1 chr2 0.137174439 - T2D risk Body
cg25329939 RAP2A chr13 0.137194883 + T2D risk TSS1500



cg09919124 FBXO11 chr2 0.137213449 - T2D risk Body
cg05336292 DIP2C chr10 0.137239185 + T2D risk Body
cg17205466 SCARB2 chr4 0.137254467 + T2D risk Body
cg24831711 ATXN1 chr6 0.137317356 + T2D risk 5'UTR
cg11930955 TPCN1 chr12 0.137370534 - T2D risk 5'UTR
cg07632790 DDHD2 chr8 0.137463147 - T2D risk Body
cg18062356 ACSS2 chr20 0.137500336 - T2D risk TSS1500
cg22134256 NUP98 chr11 0.137534356 + T2D risk Body
cg08274518 CLASP2 chr3 0.137641409 - T2D risk Body
cg03484139 DIP2C chr10 0.137651864 + T2D risk Body
cg13105228 CADM1 chr11 0.137838631 + T2D risk Body
cg11332701 STX6 chr1 0.137895195 + T2D risk Body
cg05966045 UBL3 chr13 0.13790827 + T2D risk Body
cg23865067 ARPP19 chr15 0.137953903 - T2D risk Body
cg07285148 PRKAG2 chr7 0.13803713 + T2D risk Body
cg20634125 ATXN1 chr6 0.138085966 + T2D risk 5'UTR
cg18656725 ANK2 chr4 0.138132494 - T2D risk Body
cg00041079 FAM160A1 chr4 0.138168114 - T2D risk 5'UTR
cg11815150 PPP1R12A chr12 0.138207163 + T2D risk Body
cg10983878 PHF21A chr11 0.1382651 - T2D risk Body
cg06507062 SSBP2 chr5 0.138273934 - T2D risk TSS1500
cg02464555 CUX1 chr7 0.138628279 + T2D risk Body
cg01235000 CPLX2 chr5 0.1387246 + T2D risk Body
cg01648005 MAN1A2 chr1 0.138813655 - T2D risk 1stExon
cg01648005 MAN1A2 chr1 0.138813655 - T2D risk 5'UTR
cg05719405 MYO6 chr6 0.139087975 - T2D risk 5'UTR
cg13072717 ST6GAL1 chr3 0.13920158 - T2D risk 5'UTR
cg00832329 PACS2 chr14 0.139454005 - T2D risk Body
cg23008352 COL4A1 chr13 0.139494103 - T2D risk Body
cg08833308 FLT1 chr13 0.139514033 - T2D risk Body
cg15704204 TENM2 chr5 0.139549883 - T2D risk Body
cg02143544 SPOCK1 chr5 0.139727619 - T2D risk Body
cg27241873 DNAH9 chr17 0.13973535 - T2D risk Body
cg12448545 FBXO11 chr2 0.139788077 - T2D risk TSS1500
cg15833596 PFKFB2 chr1 0.139884207 - T2D risk TSS200
cg24444035 TENM2 chr5 0.139910132 - T2D risk Body
cg18113823 TMEM150C chr4 0.14011558 - T2D risk Body
cg10335659 TSGA10 chr2 0.14013966 + T2D risk 5'UTR
cg03373301 HMBOX1 chr8 0.140147593 + T2D risk Body
cg04689697 NCOR1 chr17 0.140282163 + T2D risk Body
cg24566581 CHID1 chr11 0.140349169 + T2D risk Body
cg05088052 LMX1B chr9 0.14039291 + T2D risk Body
cg08151651 COL4A1 chr13 0.14041563 - T2D risk Body
cg10478329 PACRG chr6 0.14043319 - T2D risk Body
cg27197835 DIP2C chr10 0.140444532 - T2D risk Body
cg20827128 PHACTR1 chr6 0.140449315 - T2D risk Body
cg12180070 SLIT3 chr5 0.140510053 - T2D risk Body
cg05092017 RSF1 chr11 0.140690581 - T2D risk Body
cg10141789 CUX1 chr7 0.140745113 + T2D risk Body
cg06943141 KIAA1217 chr10 0.140826579 + T2D risk Body
cg15669692 CUX1 chr7 0.141031663 - T2D risk Body
cg00989765 KDR chr4 0.141092304 + T2D risk TSS200
cg14517752 PRKCE chr2 0.141149265 + T2D risk Body
cg22253553 FARSB chr2 0.141163851 - T2D risk TSS1500
cg02950491 ITPKB chr1 0.14117187 + T2D risk Body
cg06979550 CCNB1 chr5 0.141189122 - T2D risk TSS1500
cg07917842 NF1 chr17 0.141235888 - T2D risk Body

ch.11.1684505R RSF1 chr11 0.141243197 - T2D risk Body
cg18864334 PACRG chr6 0.141266164 - T2D risk Body
cg21384462 ERC2 chr3 0.141310012 + T2D risk TSS1500
cg06840305 TMEM131 chr2 0.141391157 - T2D risk Body
cg04736490 PACS1 chr11 0.141405659 - T2D risk Body
cg17084390 ATP8A1 chr4 0.14148153 + T2D risk Body
cg06764795 CLOCK chr4 0.141512991 + T2D risk 5'UTR
cg22685913 PRKCB chr16 0.141790137 - T2D risk Body
cg04628308 PICALM chr11 0.141807648 - T2D risk TSS200
cg04628308 PICALM chr11 0.141807648 - T2D risk 5'UTR
cg24595041 YWHAQ chr2 0.141813667 + T2D risk Body
cg12790758 MEIS2 chr15 0.141877138 - T2D risk Body
cg24716536 TBC1D5 chr3 0.14195838 - T2D risk 5'UTR



cg01310482 CUX1 chr7 0.142004269 - T2D risk Body
cg12114602 CLEC16A chr16 0.142033725 + T2D risk Body
cg03301424 IFT74 chr9 0.142048473 + T2D risk 5'UTR
cg03301424 IFT74 chr9 0.142048473 + T2D risk TSS1500
cg19471965 KREMEN1 chr22 0.142137103 - T2D risk Body
cg01624414 SCARB2 chr4 0.142192751 - T2D risk Body
cg05781582 WWP2 chr16 0.142198239 + T2D risk Body
cg17679246 PDK1 chr2 0.142261238 + T2D risk TSS1500
cg22947679 MAN1A2 chr1 0.142290099 + T2D risk TSS1500
cg04131721 GRK5 chr10 0.142318504 + T2D risk Body
cg11907102 NDUFB3 chr2 0.142319919 + T2D risk 5'UTR
cg11907102 NDUFB3 chr2 0.142319919 + T2D risk 1stExon
cg20467565 PRMT3 chr11 0.142327912 - T2D risk TSS1500
cg16977411 FLT1 chr13 0.142329124 + T2D risk Body
cg07523442 PACRG chr6 0.142569391 - T2D risk Body
cg24982934 HNRNPA2B1 chr7 0.142770021 + T2D risk 3'UTR
cg26479721 KCNJ12 chr17 0.142919623 + T2D risk 5'UTR
cg26479721 KCNJ18 chr17 0.142919623 + T2D risk 5'UTR
cg26479721 KCNJ18 chr17 0.142919623 + T2D risk 1stExon
cg13308744 EIF1AY chrY 0.143198898 - T2D risk TSS1500
cg05569018 COL4A1 chr13 0.143447309 - T2D risk Body
cg22120094 ZHX2 chr8 0.14351189 - T2D risk 5'UTR
cg09508632 NCOA2 chr8 0.143534915 + T2D risk 5'UTR
cg25998794 PACS2 chr14 0.143700816 - T2D risk Body
cg26116561 DIP2C chr10 0.143729091 + T2D risk Body
cg16846503 CUX1 chr7 0.14373966 - T2D risk Body
cg08358803 RANBP17 chr5 0.143756045 - T2D risk TSS1500
cg07944863 RGS7 chr1 0.143771537 - T2D risk TSS1500
cg13464274 SRPK2 chr7 0.143792383 - T2D risk Body
cg13464274 SRPK2 chr7 0.143792383 - T2D risk TSS1500
cg15986307 GNA12 chr7 0.14380241 - T2D risk Body
cg14005240 ATP4A chr19 0.143825405 - T2D risk TSS1500
cg12384004 ATP8A2 chr13 0.143980289 + T2D risk Body
cg08555556 PACRG chr6 0.144029092 - T2D risk Body
cg17984508 CHFR chr12 0.144053255 - T2D risk Body
cg24827405 KDM4B chr19 0.144176345 + T2D risk Body
cg06444730 PRKACB chr1 0.144193533 - T2D risk Body
cg17409247 PRKAG2 chr7 0.144240658 - T2D risk Body
cg09269891 CREBBP chr16 0.144294264 - T2D risk Body
cg02075820 NUCB2 chr11 0.144402007 - T2D risk 5'UTR
cg04040631 GRK5 chr10 0.144432777 + T2D risk Body
cg02613926 CLOCK chr4 0.144493635 - T2D risk 5'UTR
cg00683922 PFKFB2 chr1 0.144602823 + T2D risk Body
cg13173809 SKAP1 chr17 0.144750369 - T2D risk Body
cg14541915 PACS1 chr11 0.144762884 - T2D risk Body
cg19159759 CRYL1 chr13 0.144827074 + T2D risk Body
cg10238675 CUX2 chr12 0.144839692 - T2D risk Body
cg00209424 RTN4 chr2 0.144949598 + T2D risk TSS200
cg13036397 CLEC16A chr16 0.144966608 + T2D risk Body
cg11282531 MEIS2 chr15 0.145034379 + T2D risk TSS200
cg11282531 MEIS2 chr15 0.145034379 + T2D risk TSS1500
cg02169185 CUX1 chr7 0.145059159 + T2D risk Body
cg19504234 KCNJ12 chr17 0.145094392 + T2D risk 5'UTR
cg14331614 KIAA1109 chr4 0.145123007 - T2D risk Body
cg06216309 CUX1 chr7 0.145133296 - T2D risk Body
cg09456438 POLA1 chrX 0.145141186 - T2D risk Body
cg07357683 SEMA3G chr3 0.145311558 + T2D risk TSS1500
cg20022216 UBE2K chr4 0.145340138 - T2D risk Body
cg07290796 SPAG9 chr17 0.145341938 + T2D risk Body
cg19434164 CUX1 chr7 0.145372487 + T2D risk Body
cg25109719 PACS2 chr14 0.14538529 + T2D risk Body
cg24844313 ITPKB chr1 0.145429891 + T2D risk 5'UTR
cg07962812 SMG7 chr1 0.145449129 - T2D risk TSS200
cg02915968 CUX1 chr7 0.145468008 - T2D risk Body
cg10093358 DIP2C chr10 0.145590915 + T2D risk Body
cg23137807 MEIS2 chr15 0.145675707 - T2D risk TSS200
cg23137807 MEIS2 chr15 0.145675707 - T2D risk TSS1500
cg23955881 KCNJ12 chr17 0.145802001 + T2D risk 5'UTR
cg06425848 PACS2 chr14 0.145814817 - T2D risk Body
cg20389760 ATP8A1 chr4 0.145924907 - T2D risk TSS1500



cg13586599 SCGN chr6 0.146019127 - T2D risk TSS200
cg18636829 CUX1 chr7 0.1461042 + T2D risk Body
cg02649098 ADCY5 chr3 0.146231453 + T2D risk Body
cg27648808 SLIT3 chr5 0.146349276 - T2D risk Body
cg14583183 CDH22 chr20 0.146374698 + T2D risk Body
cg22222104 UNC80 chr2 0.146421505 - T2D risk Body
cg23378706 SSBP2 chr5 0.146509908 - T2D risk TSS1500
cg03746015 CLEC16A chr16 0.146540758 - T2D risk Body
cg02774087 INPP4A chr2 0.146611644 + T2D risk Body
cg11707631 CLEC16A chr16 0.146705369 + T2D risk Body
cg16595458 CNTNAP2 chr7 0.146707977 - T2D risk Body
cg21922478 ITGA1 chr5 0.146708444 - T2D risk Body
cg18767547 SCAF8 chr6 0.146921747 - T2D risk Body
cg02559239 ANKHD1 chr5 0.146928921 - T2D risk Body
cg08324896 TTC28 chr22 0.146992905 + T2D risk Body
cg01700344 PRKAG2 chr7 0.147039491 + T2D risk Body
cg01538165 NCOA2 chr8 0.147126403 - T2D risk 5'UTR
cg24020698 DIP2C chr10 0.147139931 + T2D risk Body
cg12120701 EIF4EBP3 chr5 0.147157243 + T2D risk TSS1500
cg18804645 RGS7 chr1 0.147307908 - T2D risk Body
cg13811532 PRKCB chr16 0.147462404 - T2D risk Body
cg09936566 NUF2 chr1 0.147516922 + T2D risk 5'UTR
cg07133994 PRKD1 chr14 0.147568937 + T2D risk Body
cg10517370 JPH2 chr20 0.147581448 + T2D risk Body
cg19001667 APBA1 chr9 0.14762858 - T2D risk Body
cg11865772 ANK3 chr10 0.147658615 - T2D risk TSS1500
cg11865772 ANK3 chr10 0.147658615 - T2D risk Body
cg19202288 PACRG chr6 0.147663494 - T2D risk Body
cg03075494 TSHZ1 chr18 0.147672547 + T2D risk 5'UTR
cg03075494 TSHZ1 chr18 0.147672547 + T2D risk 1stExon
cg22306632 KIAA0232 chr4 0.147767055 + T2D risk Body
cg07615875 CUX1 chr7 0.147846332 + T2D risk Body
cg10789486 DACH1 chr13 0.147858804 - T2D risk Body
cg00584457 DDC chr7 0.147893186 - T2D risk Body
cg09807191 LMX1B chr9 0.147895152 + T2D risk Body
cg13138391 DIP2C chr10 0.147907808 - T2D risk Body
cg13648715 SCARB2 chr4 0.147945031 + T2D risk Body
cg10905699 RSF1 chr11 0.147983367 - T2D risk 1stExon
cg14896357 FAM160A1 chr4 0.14803723 + T2D risk TSS1500
cg07059630 ARL8B chr3 0.148038761 - T2D risk Body
cg11914079 TSHZ1 chr18 0.148049897 + T2D risk TSS1500
cg09090899 TMEM219 chr16 0.148209608 + T2D risk 5'UTR
cg12290394 GALK2 chr15 0.148333227 - T2D risk Body
cg07018367 RANBP17 chr5 0.148373256 + T2D risk Body
cg06081153 SRPK2 chr7 0.148426432 - T2D risk TSS200
cg07371373 ENAH chr1 0.148575033 - T2D risk Body
cg00243880 CUX1 chr7 0.148619909 + T2D risk Body
cg09980118 GNA12 chr7 0.148667393 + T2D risk Body
cg09980118 GNA12 chr7 0.148667393 + T2D risk TSS1500
cg16490209 BCAT1 chr12 0.148752771 - T2D risk Body
cg19717773 GNA12 chr7 0.148814496 - T2D risk Body
cg16404047 NOTCH3 chr19 0.148861558 + T2D risk Body
cg25333826 RTN4 chr2 0.148873544 + T2D risk Body
cg25333826 RTN4 chr2 0.148873544 + T2D risk 5'UTR
cg07117394 ATRNL1 chr10 0.14906536 - T2D risk Body
cg01269617 CUX2 chr12 0.149128163 - T2D risk Body
cg20792919 PDE7A chr8 0.149192158 - T2D risk Body
cg01289552 RET chr10 0.149274316 - T2D risk TSS1500
cg03204600 ARHGEF9 chrX 0.149276728 - T2D risk TSS1500
cg10459548 CUX2 chr12 0.149341799 - T2D risk Body
cg13347071 UNC80 chr2 0.149459772 - T2D risk 5'UTR
cg13347071 UNC80 chr2 0.149459772 - T2D risk 1stExon
cg16788234 NPAT chr11 0.149503941 + T2D risk 1stExon
cg16788234 NPAT chr11 0.149503941 + T2D risk 5'UTR
cg13788829 RET chr10 0.149667073 + T2D risk Body
cg08327920 IFT74 chr9 0.14968974 + T2D risk TSS1500
cg00178149 WDR48 chr3 0.149895299 + T2D risk TSS200
cg06373726 FARSB chr2 0.149991405 - T2D risk Body
cg17761410 CUL1 chr7 0.150052286 - T2D risk Body
cg12974607 ASB9 chrX 0.150186284 - T2D risk 3'UTR



cg12974607 ASB9 chrX 0.150186284 - T2D risk Body
cg16860350 SEZ6L chr22 0.150303391 + T2D risk Body
cg08388140 FLT1 chr13 0.150310592 + T2D risk Body
cg08817965 TOP2A chr17 0.150371273 + T2D risk TSS200
cg21540848 CDK8 chr13 0.150387494 - T2D risk TSS1500
cg15029192 GALK2 chr15 0.150402827 - T2D risk TSS1500
cg10563213 TENM2 chr5 0.15041367 + T2D risk Body
cg00748375 ATP8A2 chr13 0.150556814 - T2D risk Body
cg24809378 DIP2C chr10 0.150828853 + T2D risk Body
cg10413151 CLEC16A chr16 0.150913752 - T2D risk Body
cg21264443 NGF chr1 0.150943606 + T2D risk Body
cg21842778 ITPKB chr1 0.150959771 + T2D risk Body
cg18898251 TSGA10 chr2 0.150992987 - T2D risk 5'UTR
cg26262197 CADM1 chr11 0.150998599 - T2D risk Body
cg15463900 DACH1 chr13 0.151048629 - T2D risk Body
cg00939947 RBM4 chr11 0.151086131 - T2D risk TSS200
cg01890333 ULK4 chr3 0.151087299 + T2D risk Body
cg17792419 ANK3 chr10 0.15114892 - T2D risk TSS1500
cg17792419 ANK3 chr10 0.15114892 - T2D risk Body
cg23275463 NPAT chr11 0.151171482 - T2D risk Body
cg26600614 CALD1 chr7 0.151244244 - T2D risk 5'UTR
cg19391535 CUL1 chr7 0.151246602 - T2D risk 5'UTR
cg21333338 RAP1GAP2 chr17 0.151277603 + T2D risk Body
cg21374672 ATXN1 chr6 0.15132169 + T2D risk Body
cg00326908 PDE7A chr8 0.151413187 + T2D risk TSS1500
cg02514398 DIP2C chr10 0.151420122 + T2D risk Body
cg11352386 ZRANB1 chr10 0.151433754 + T2D risk Body
cg11352386 ZRANB1 chr10 0.151433754 + T2D risk ExonBnd
cg17504655 CLASP2 chr3 0.151476441 + T2D risk 5'UTR
cg17504655 CLASP2 chr3 0.151476441 + T2D risk 1stExon
cg24595440 RAP1GAP2 chr17 0.151694971 + T2D risk Body
cg07989678 DYNC1I2 chr2 0.151722764 + T2D risk TSS1500
cg19649083 CPLX2 chr5 0.151775747 + T2D risk 5'UTR
cg17646571 KIAA1217 chr10 0.151834468 + T2D risk 5'UTR
cg25076483 NUP98 chr11 0.151856985 + T2D risk Body
cg16856100 TBC1D5 chr3 0.152036369 - T2D risk 5'UTR
cg16856100 TBC1D5 chr3 0.152036369 - T2D risk TSS1500
cg26232470 CALD1 chr7 0.152066884 + T2D risk Body
cg21247398 PRKAG2 chr7 0.152093055 + T2D risk TSS1500
cg17909019 PRKCE chr2 0.152109413 - T2D risk Body
cg03627261 ARL15 chr5 0.15227234 - T2D risk Body
cg20547400 CUX1 chr7 0.152362132 - T2D risk Body
cg25483907 ULK4 chr3 0.152698567 - T2D risk Body
cg19784545 ANK2 chr4 0.152730592 - T2D risk Body
cg05163475 CNTROB chr17 0.152787445 - T2D risk TSS1500
cg02404670 KREMEN1 chr22 0.152951849 - T2D risk Body
cg02511809 APC chr5 0.152990525 + T2D risk 5'UTR
cg02511809 APC chr5 0.152990525 + T2D risk TSS200
cg12457040 KCNIP3 chr2 0.153037739 + T2D risk TSS200
cg12457040 KCNIP3 chr2 0.153037739 + T2D risk Body
cg07064056 ANK3 chr10 0.153046102 - T2D risk Body
cg27586655 SLIT3 chr5 0.153174318 + T2D risk Body
cg16188354 DENND4C chr9 0.153311732 - T2D risk Body
cg21743479 KIAA1217 chr10 0.15332963 - T2D risk TSS1500
cg21743479 KIAA1217 chr10 0.15332963 - T2D risk Body
cg03482521 ZHX2 chr8 0.1534294 + T2D risk 5'UTR
cg23408372 SLC9A6 chrX 0.153538785 - T2D risk Body
cg09800500 BCAT1 chr12 0.153614663 - T2D risk Body
cg02437119 KIAA0232 chr4 0.153622001 + T2D risk 5'UTR
cg09961254 DIP2C chr10 0.153676202 + T2D risk Body
cg19324204 SGSM2 chr17 0.153693331 - T2D risk Body
cg26544530 FLT1 chr13 0.153893731 + T2D risk Body
cg24864097 GRK5 chr10 0.153911242 + T2D risk Body
cg16618226 CLASP2 chr3 0.153919623 + T2D risk Body
cg16618226 CLASP2 chr3 0.153919623 + T2D risk TSS200
cg15081062 OXSM chr3 0.154020733 - T2D risk Body
cg15081062 NGLY1 chr3 0.154020733 - T2D risk TSS1500
cg09981964 CNTNAP2 chr7 0.154122983 - T2D risk Body
cg05432959 RAP2A chr13 0.154222555 - T2D risk Body
cg03418552 CADM1 chr11 0.154237203 + T2D risk TSS200



cg12601476 ANK3 chr10 0.15424267 - T2D risk Body
cg16504278 CLEC16A chr16 0.154258822 - T2D risk Body
cg10748874 ANK3 chr10 0.154369919 - T2D risk Body
cg00151370 ATXN1 chr6 0.154473958 + T2D risk Body
cg02354872 GLG1 chr16 0.154479741 + T2D risk Body
cg17497320 ENAH chr1 0.154579382 - T2D risk Body
cg09320924 SSBP2 chr5 0.154651816 + T2D risk Body
cg18026190 AMD1 chr6 0.15470183 - T2D risk 5'UTR
cg18026190 AMD1 chr6 0.15470183 - T2D risk Body
cg06138703 CNTROB chr17 0.154712714 + T2D risk Body
cg14010696 KDM4B chr19 0.154737481 - T2D risk Body
cg07295964 CPLX2 chr5 0.154756494 + T2D risk 5'UTR
cg02643440 GRK5 chr10 0.154782535 - T2D risk Body
cg21848407 TANC2 chr17 0.154861882 + T2D risk Body
cg15665812 GRK5 chr10 0.154946734 - T2D risk Body
cg06061092 DIP2C chr10 0.154972375 + T2D risk Body
cg17146950 EFR3A chr8 0.15502934 - T2D risk TSS1500
cg16835843 AGPAT3 chr21 0.155034505 + T2D risk 5'UTR
cg07659663 CHID1 chr11 0.155154621 + T2D risk 5'UTR
cg15043683 GLG1 chr16 0.155285527 - T2D risk TSS200
cg03846704 CLEC16A chr16 0.155381073 + T2D risk Body
cg22814879 ST20 chr15 0.155482336 - T2D risk Body
cg20699102 PRKCE chr2 0.155486124 + T2D risk Body
cg27505805 JPH2 chr20 0.155508696 + T2D risk TSS1500
cg03684893 DIP2C chr10 0.155585148 - T2D risk Body
cg17922432 DNAJC1 chr10 0.155639664 - T2D risk Body
cg18470442 SLC30A8 chr8 0.155683482 + T2D risk 5'UTR
cg20184887 NCOR1 chr17 0.15572372 + T2D risk 5'UTR
cg01523767 ZHX2 chr8 0.155840363 + T2D risk 5'UTR
cg01027929 HNRNPA2B1 chr7 0.155971922 + T2D risk TSS1500
cg12029753 ERC2 chr3 0.155986033 + T2D risk 3'UTR
cg05798523 IMPA1 chr8 0.156089325 - T2D risk 5'UTR
cg05798523 IMPA1 chr8 0.156089325 - T2D risk 1stExon
cg18576318 CHKA chr11 0.156135474 - T2D risk TSS200
cg13239572 WIZ chr19 0.156152267 - T2D risk TSS200
cg01252455 CPLX2 chr5 0.15625877 + T2D risk 5'UTR
cg10813296 PPFIBP1 chr12 0.156297208 + T2D risk TSS1500
cg08816290 CRYL1 chr13 0.156538945 + T2D risk Body
cg21544091 GRK5 chr10 0.156588689 + T2D risk Body
cg16419087 AMD1 chr6 0.15662466 + T2D risk TSS1500
cg19052193 TPCN1 chr12 0.156688328 - T2D risk 5'UTR
cg15095482 TANC2 chr17 0.156777068 + T2D risk Body
cg24332422 APC chr5 0.156785424 + T2D risk 5'UTR
cg07190246 MYO6 chr6 0.156846237 - T2D risk Body
cg13589942 ERC2 chr3 0.156912838 + T2D risk Body
cg20597640 CLASP2 chr3 0.156962083 + T2D risk Body
cg04010712 ULK4 chr3 0.157242958 + T2D risk 5'UTR
cg20611343 SLIT3 chr5 0.157314115 + T2D risk Body
cg12901078 ANK2 chr4 0.157354962 + T2D risk Body
cg02911489 GNA12 chr7 0.157590542 - T2D risk Body
cg07242609 CLEC16A chr16 0.157617421 - T2D risk Body
cg08127539 TBC1D5 chr3 0.157683508 + T2D risk Body
cg00868847 PDE7A chr8 0.157801451 + T2D risk TSS1500
cg16639342 GRK5 chr10 0.157876702 + T2D risk Body
cg10071852 DIP2C chr10 0.157900352 + T2D risk Body
cg06311596 CTR9 chr11 0.157926844 - T2D risk Body
cg27368891 TMEM150C chr4 0.157978879 - T2D risk 5'UTR
cg24381100 GLG1 chr16 0.158119312 + T2D risk Body
cg24381100 GLG1 chr16 0.158119312 + T2D risk ExonBnd
cg17640486 ZHX2 chr8 0.158333212 + T2D risk 5'UTR
cg00334362 PHACTR1 chr6 0.158339668 - T2D risk Body
cg08665859 WDR48 chr3 0.158354086 - T2D risk TSS1500
cg15534647 CMTR1 chr6 0.158407963 - T2D risk ExonBnd
cg15534647 CMTR1 chr6 0.158407963 - T2D risk Body
cg24949750 ASH1L chr1 0.158458861 - T2D risk TSS1500
cg22389528 SSBP2 chr5 0.158487683 - T2D risk Body
cg22551357 SSBP2 chr5 0.158636443 + T2D risk Body
cg03987837 SGSM2 chr17 0.158642086 - T2D risk Body
cg01728951 SKAP1 chr17 0.158713161 + T2D risk Body
cg05591513 SRPK2 chr7 0.158724725 + T2D risk Body



cg23479586 ARPP19 chr15 0.158737317 + T2D risk Body
cg23446277 ITPKB chr1 0.158787036 - T2D risk Body
cg05266796 ATXN1 chr6 0.158790164 + T2D risk 5'UTR
cg24069962 PRKCE chr2 0.15880203 + T2D risk Body
cg19234894 COL4A1 chr13 0.158899524 - T2D risk Body
cg06102153 MGRN1 chr16 0.15894946 - T2D risk 1stExon
cg06102153 MGRN1 chr16 0.15894946 - T2D risk 5'UTR
cg26387072 CUX1 chr7 0.158964389 - T2D risk Body
cg10728746 DDHD2 chr8 0.159018103 + T2D risk Body
cg19713175 CHKA chr11 0.159132838 - T2D risk TSS200
cg11331769 TAZ chrX 0.159237272 + T2D risk TSS1500
cg06588466 UBL3 chr13 0.159256005 + T2D risk 3'UTR
cg12534150 APC chr5 0.159418178 + T2D risk 1stExon
cg12534150 APC chr5 0.159418178 + T2D risk 5'UTR
cg11282705 PRKAG2 chr7 0.159526588 + T2D risk Body
cg00561610 SEMA3G chr3 0.159587514 + T2D risk TSS1500
cg19420645 KDR chr4 0.159675679 - T2D risk Body
cg27382860 PRKAG2 chr7 0.159782647 + T2D risk Body
cg22607409 NGF chr1 0.159943303 + T2D risk 5'UTR
cg22693772 MAST1 chr19 0.159961329 - T2D risk Body
cg03346378 TBC1D5 chr3 0.159968316 + T2D risk Body
cg25697242 TBC1D5 chr3 0.160063085 - T2D risk Body
cg13697735 PLEKHG3 chr14 0.160200863 - T2D risk 5'UTR
cg09256836 FBXO11 chr2 0.160302172 - T2D risk Body
cg14842970 NOL4 chr18 0.160326057 + T2D risk Body
cg05306109 ITPKB chr1 0.160328285 + T2D risk Body
cg15464763 CUL1 chr7 0.160425699 - T2D risk 3'UTR
cg23178772 ATXN1 chr6 0.160455288 + T2D risk 5'UTR
cg17334080 CUX1 chr7 0.160561253 - T2D risk Body
cg05637308 NPAT chr11 0.160598632 - T2D risk Body
cg06035200 ZHX2 chr8 0.160635667 - T2D risk 5'UTR
cg02382666 CALD1 chr7 0.160765783 + T2D risk TSS1500
cg09346738 CLIC5 chr6 0.160786239 - T2D risk Body
cg06594255 CTR9 chr11 0.160995854 - T2D risk Body
cg27255456 ACSS2 chr20 0.161069776 - T2D risk Body
cg14614917 ERC2 chr3 0.161166587 + T2D risk Body
cg15531497 FBXO11 chr2 0.161326075 - T2D risk TSS1500
cg05508833 ARHGAP32 chr11 0.161328559 - T2D risk Body
cg04069089 SLIT3 chr5 0.161367935 + T2D risk Body
cg22588640 KCNIP3 chr2 0.161602315 - T2D risk 5'UTR
cg22588640 KCNIP3 chr2 0.161602315 - T2D risk 1stExon
cg24438749 COL4A1 chr13 0.161635898 + T2D risk Body
cg23210514 KIAA0355 chr19 0.161730423 - T2D risk 5'UTR
cg04768557 ANK3 chr10 0.161811521 - T2D risk Body
cg00856737 WDR48 chr3 0.161849203 - T2D risk Body
cg15574263 CHID1 chr11 0.161899344 + T2D risk TSS1500
cg15574263 CHID1 chr11 0.161899344 + T2D risk 5'UTR
cg14572805 TBC1D5 chr3 0.161923391 + T2D risk Body
cg15346619 DIP2C chr10 0.162067122 - T2D risk Body
cg19997218 ACTN4 chr19 0.162074439 + T2D risk Body
cg03843335 LMCD1 chr3 0.162140559 - T2D risk 5'UTR
cg03843335 LMCD1 chr3 0.162140559 - T2D risk Body
cg05766539 ERC2 chr3 0.1622122 - T2D risk 3'UTR
cg20503117 ARL8B chr3 0.162341751 + T2D risk 5'UTR
cg20503117 ARL8B chr3 0.162341751 + T2D risk 1stExon
cg08744842 CLEC16A chr16 0.162364227 + T2D risk Body
cg26827328 CDH22 chr20 0.162454833 - T2D risk Body
cg13394717 DIP2C chr10 0.162720033 + T2D risk Body
cg26001950 YWHAQ chr2 0.162726561 + T2D risk Body
cg00977063 ATP8A2 chr13 0.162816251 + T2D risk Body
cg27237420 PACS2 chr14 0.16288386 + T2D risk Body
cg02578162 CREBBP chr16 0.162965122 + T2D risk Body
cg13710027 WIZ chr19 0.162973313 + T2D risk Body
cg06758255 TOX3 chr16 0.16297652 - T2D risk Body
cg05881528 ZRANB1 chr10 0.163026857 - T2D risk Body
cg08715207 EIF1AY chrY 0.163069554 + T2D risk Body
cg04465474 KCNJ12 chr17 0.163231119 + T2D risk 5'UTR
cg02518760 NOL4 chr18 0.163233966 + T2D risk Body
cg03639488 SPOCK1 chr5 0.163245559 - T2D risk TSS1500
cg20294481 ATRN chr20 0.163247274 + T2D risk Body



cg22378065 PLAGL1 chr6 0.163283795 + T2D risk 5'UTR
cg14135174 DNAH9 chr17 0.163418655 - T2D risk 5'UTR
cg14135174 DNAH9 chr17 0.163418655 - T2D risk Body
cg19088859 TMEM59 chr1 0.163426255 - T2D risk TSS200
cg05724532 WIZ chr19 0.163505151 - T2D risk Body
cg21424270 CLASP2 chr3 0.163505785 - T2D risk Body
cg21424270 CLASP2 chr3 0.163505785 - T2D risk TSS200
cg04432493 MET chr7 0.163799432 + T2D risk 5'UTR
cg15313339 PDLIM5 chr4 0.1638719 - T2D risk 5'UTR
cg15313339 PDLIM5 chr4 0.1638719 - T2D risk Body
cg08353054 CCNB1 chr5 0.163886147 - T2D risk Body
cg24537231 SNX4 chr3 0.164036299 - T2D risk TSS200
cg00951422 NOTCH3 chr19 0.164057868 - T2D risk TSS200
cg09874796 DIP2C chr10 0.164102681 - T2D risk Body
cg00147126 TJP1 chr15 0.164134499 - T2D risk TSS200
cg00147126 TJP1 chr15 0.164134499 - T2D risk Body
cg09434738 DIP2C chr10 0.164429974 + T2D risk Body
cg21096468 APC chr5 0.16467096 - T2D risk Body
cg18723276 USP29 chr19 0.164698168 - T2D risk TSS1500
cg01583866 TMEM219 chr16 0.164788116 + T2D risk 3'UTR
cg00366722 MEIS2 chr15 0.164855557 - T2D risk TSS200
cg00366722 MEIS2 chr15 0.164855557 - T2D risk TSS1500
cg16647164 CLIC5 chr6 0.164904278 - T2D risk TSS1500
cg16647164 CLIC5 chr6 0.164904278 - T2D risk Body
cg16970232 APC chr5 0.164926774 + T2D risk 5'UTR
cg16970232 APC chr5 0.164926774 + T2D risk TSS200
cg02207200 SLC7A2 chr8 0.165011639 - T2D risk TSS1500
cg14648916 CPLX2 chr5 0.165046023 - T2D risk 5'UTR
cg06008844 ANK3 chr10 0.165221176 - T2D risk Body
cg23921304 PICALM chr11 0.165267517 + T2D risk Body
cg06899186 CUL1 chr7 0.165367622 - T2D risk TSS1500
cg21068871 FBXL2 chr3 0.165523279 - T2D risk Body
cg00584602 WDR47 chr1 0.165539636 - T2D risk 5'UTR
cg02691005 PDE3A chr12 0.165597271 + T2D risk Body
cg23117592 UNC80 chr2 0.165611446 + T2D risk Body
cg25841625 SCARB2 chr4 0.165644025 - T2D risk Body
cg01211801 ROBO2 chr3 0.165748358 + T2D risk Body
cg20277616 NF1 chr17 0.165751774 + T2D risk 3'UTR
cg24645635 MYO6 chr6 0.16587792 + T2D risk 5'UTR
cg04953935 ERC2 chr3 0.165979704 - T2D risk Body
cg01823172 PLAGL1 chr6 0.16615901 + T2D risk 5'UTR
cg06998038 PLEKHG3 chr14 0.166175878 + T2D risk Body
cg12647142 HNRNPA2B1 chr7 0.166378118 - T2D risk TSS1500
cg05648614 ARL8B chr3 0.166396888 + T2D risk Body
cg22862116 ROBO2 chr3 0.166515732 + T2D risk 5'UTR
cg22862116 ROBO2 chr3 0.166515732 + T2D risk Body
cg01669247 SEC31A chr4 0.16655445 - T2D risk ExonBnd
cg01669247 SEC31A chr4 0.16655445 - T2D risk Body
cg26025358 ATP8A1 chr4 0.166610663 - T2D risk Body
cg13443720 SRPK2 chr7 0.166628118 - T2D risk TSS200
cg13443720 SRPK2 chr7 0.166628118 - T2D risk Body
cg15177103 TMEM131 chr2 0.166640112 + T2D risk Body
cg05115314 AGPAT3 chr21 0.166656399 + T2D risk 5'UTR
cg22497575 TSC22D1 chr13 0.166822782 - T2D risk Body
cg25788857 WWP2 chr16 0.166828248 - T2D risk TSS200
cg25788857 WWP2 chr16 0.166828248 - T2D risk Body
cg26832820 TMEM131 chr2 0.166875609 - T2D risk Body
cg06398242 PRKCE chr2 0.166895054 + T2D risk Body
cg11382248 RAP1GAP2 chr17 0.167052648 - T2D risk Body
cg26917828 ITPKB chr1 0.167057404 + T2D risk Body
cg17504742 TTC28 chr22 0.167108411 + T2D risk Body
cg03075156 PRKCE chr2 0.16714282 + T2D risk Body
cg17311927 NF1 chr17 0.167157266 - T2D risk TSS1500
cg12475686 ANK3 chr10 0.16720729 + T2D risk Body
cg18827345 CHKA chr11 0.167219768 + T2D risk Body
cg01211627 ERC2 chr3 0.167247778 - T2D risk Body
cg11747820 PTPRU chr1 0.167275101 - T2D risk Body
cg24327955 ATRN chr20 0.167314802 + T2D risk Body
cg04980297 MDM1 chr12 0.167361543 - T2D risk Body
cg10921916 PRKCB chr16 0.167400369 + T2D risk Body



cg02839273 PDE8A chr15 0.167433528 + T2D risk 5'UTR
cg02839273 PDE8A chr15 0.167433528 + T2D risk 1stExon
cg25447269 EFCAB14 chr1 0.167618762 - T2D risk Body
cg06023646 WDR48 chr3 0.167661651 - T2D risk 1stExon
cg01516459 PHACTR1 chr6 0.167688276 + T2D risk Body
cg13441429 CCNB1 chr5 0.167746498 - T2D risk TSS1500
cg00456685 FBXL2 chr3 0.16783736 - T2D risk Body
cg06379340 UNC80 chr2 0.167889283 - T2D risk 3'UTR
cg00961127 DIP2C chr10 0.167980297 + T2D risk Body
cg12712074 NF1 chr17 0.167986864 - T2D risk Body
cg18372600 KIAA1217 chr10 0.167990968 - T2D risk 3'UTR
cg13865402 PPP1R12A chr12 0.167992931 + T2D risk Body
cg06955189 ERC2 chr3 0.168073709 + T2D risk Body
cg24990275 TBC1D5 chr3 0.168196056 - T2D risk Body
cg10740902 KDR chr4 0.168281785 - T2D risk 1stExon
cg10740902 KDR chr4 0.168281785 - T2D risk 5'UTR
cg16949378 SGSM2 chr17 0.168303637 + T2D risk Body
cg26244472 FNIP2 chr4 0.168306818 + T2D risk TSS1500
cg22305257 SLIT3 chr5 0.168351399 - T2D risk 1stExon
cg22305257 SLIT3 chr5 0.168351399 - T2D risk 5'UTR
cg23502275 ANK2 chr4 0.16846156 - T2D risk 5'UTR
cg05116088 ATP6V1H chr8 0.168718539 + T2D risk Body
cg19932792 DYNC1I1 chr7 0.168721039 - T2D risk TSS200
cg16736863 GLG1 chr16 0.168724429 - T2D risk 3'UTR
cg16736863 GLG1 chr16 0.168724429 - T2D risk Body
cg24762861 TTC28 chr22 0.168777061 - T2D risk Body
cg14300048 APBA1 chr9 0.168803295 + T2D risk 3'UTR
cg01230796 SCGN chr6 0.168846664 - T2D risk 1stExon
cg07223626 STX6 chr1 0.168856272 - T2D risk Body
cg13338685 PACRG chr6 0.16886838 - T2D risk Body
cg16934595 RTN4 chr2 0.168977849 + T2D risk Body
cg04349438 TTC28 chr22 0.169258434 - T2D risk Body
cg13303328 DIP2C chr10 0.169390286 + T2D risk Body
cg23935746 CCNB1 chr5 0.169457569 + T2D risk 1stExon
cg23935746 CCNB1 chr5 0.169457569 + T2D risk 5'UTR
cg03716590 DYNC1I1 chr7 0.16951343 - T2D risk Body
cg23401684 YWHAQ chr2 0.169521882 - T2D risk TSS1500
cg12313215 ARIH1 chr15 0.169534364 - T2D risk Body
cg06688642 DNAJC1 chr10 0.169608409 - T2D risk Body
cg27222667 TSC22D1 chr13 0.169633457 - T2D risk Body
cg18967371 CMTR1 chr6 0.169679229 - T2D risk 5'UTR
cg03323793 PRKAG2 chr7 0.169726292 + T2D risk Body
cg17459557 NCOA7 chr6 0.169767195 - T2D risk Body
cg18394062 SLC29A4 chr7 0.169833181 + T2D risk Body
cg04286425 TTC28 chr22 0.169861055 - T2D risk Body
cg12034963 SPAG9 chr17 0.169898883 + T2D risk Body
cg12034963 SPAG9 chr17 0.169898883 + T2D risk TSS1500
cg05066075 RHOA chr3 0.169908141 + T2D risk 5'UTR
cg19685106 ANK2 chr4 0.169927683 - T2D risk TSS1500
cg16220788 PHF21A chr11 0.16993128 + T2D risk Body
cg06862080 ITPKB chr1 0.169949111 + T2D risk Body
cg01299932 ATXN1 chr6 0.1701547 - T2D risk 5'UTR
cg01287200 CDK8 chr13 0.170209561 + T2D risk Body
cg06058828 PHF21A chr11 0.170230345 - T2D risk Body
cg11670802 DIP2C chr10 0.170243016 + T2D risk Body
cg10430155 CMTR1 chr6 0.170251596 - T2D risk Body
cg05443740 KCNIP3 chr2 0.170364951 + T2D risk TSS200
cg24313217 SEC31A chr4 0.170415669 + T2D risk Body
cg04355432 SLC30A8 chr8 0.170510653 - T2D risk 5'UTR
cg17240934 DIP2C chr10 0.170579736 - T2D risk Body
cg26924544 PHACTR1 chr6 0.170613185 - T2D risk Body
cg19258565 PACRG chr6 0.17068319 - T2D risk Body
cg04001714 KCNIP3 chr2 0.170828871 + T2D risk Body
cg25123083 PACS1 chr11 0.170876951 + T2D risk Body
cg01669517 ATXN1 chr6 0.171041712 + T2D risk Body
cg00422643 PRKACB chr1 0.171076875 - T2D risk Body
cg09565111 ATP8A2 chr13 0.171109589 + T2D risk Body
cg26031947 AMD1 chr6 0.171328122 - T2D risk 5'UTR
cg15942950 ASH1L chr1 0.171350365 + T2D risk Body
cg10814190 TSGA10 chr2 0.171388955 + T2D risk TSS1500



cg10814190 TSGA10 chr2 0.171388955 + T2D risk 5'UTR
cg08660379 NCOR1 chr17 0.171486505 - T2D risk Body
cg06831761 SRPK2 chr7 0.171491609 - T2D risk Body
cg22005389 PHACTR1 chr6 0.171628568 - T2D risk Body
cg11427848 PDLIM5 chr4 0.171656843 - T2D risk 5'UTR
cg11427848 PDLIM5 chr4 0.171656843 - T2D risk Body
cg05314271 HMBOX1 chr8 0.171778349 + T2D risk TSS1500
cg20628344 RHOA chr3 0.17182116 + T2D risk TSS1500
cg01656421 NOL4 chr18 0.171827675 - T2D risk 5'UTR
cg01656421 NOL4 chr18 0.171827675 - T2D risk Body
cg01656421 NOL4 chr18 0.171827675 - T2D risk 1stExon
cg13336350 TSHZ1 chr18 0.171888866 + T2D risk 5'UTR
cg13336350 TSHZ1 chr18 0.171888866 + T2D risk Body
cg15751214 PHACTR1 chr6 0.171946948 - T2D risk Body
cg23144846 PRKCE chr2 0.171991692 - T2D risk Body
cg13660126 DIP2C chr10 0.172007015 - T2D risk Body
cg01716016 CUX1 chr7 0.172013405 + T2D risk Body
cg14042137 LMX1B chr9 0.172046413 - T2D risk Body
cg12184994 DIP2C chr10 0.172075099 + T2D risk Body
cg02896073 NOL4 chr18 0.172076344 + T2D risk Body
cg01767396 ATP8A2 chr13 0.172119255 - T2D risk Body
cg14449571 FARSB chr2 0.172185294 - T2D risk TSS200
cg11597887 PRKD1 chr14 0.172321349 - T2D risk Body
cg14453327 SRPK2 chr7 0.172391561 - T2D risk Body
cg25520488 TANC2 chr17 0.172419924 - T2D risk Body
cg16915506 ANK3 chr10 0.17242835 + T2D risk TSS1500
cg16915506 ANK3 chr10 0.17242835 + T2D risk Body
cg05608281 GRK5 chr10 0.172480645 - T2D risk Body
cg13921196 MYO6 chr6 0.172516798 - T2D risk Body
cg07486170 CLEC16A chr16 0.172676098 - T2D risk Body
cg05530566 SCAF8 chr6 0.172681717 + T2D risk Body
cg03891849 KCNIP3 chr2 0.172694454 - T2D risk TSS200
cg11230968 SKAP1 chr17 0.172717336 - T2D risk Body
cg09402611 ARL15 chr5 0.172742064 + T2D risk Body
cg12147606 SLIT3 chr5 0.172748284 + T2D risk Body
cg09191173 NPAT chr11 0.172827019 - T2D risk Body
cg20652759 DIP2C chr10 0.172893283 + T2D risk Body
cg04615850 KDM4B chr19 0.172926588 + T2D risk Body
cg09229912 CUX2 chr12 0.172962026 - T2D risk 1stExon
cg09229912 CUX2 chr12 0.172962026 - T2D risk 5'UTR
cg07073096 GNA12 chr7 0.172999069 + T2D risk Body
cg25887684 RBM4 chr11 0.173003845 - T2D risk Body
cg06933370 MEIS2 chr15 0.173098656 - T2D risk Body
cg05932517 RAP1GAP2 chr17 0.173155572 - T2D risk Body
cg26580895 SKAP1 chr17 0.173201901 + T2D risk TSS200
cg14928941 ATXN1 chr6 0.173243621 + T2D risk 5'UTR
cg23828876 PCYT1A chr3 0.173245924 - T2D risk 5'UTR
cg05664105 GRK5 chr10 0.173274337 + T2D risk Body
cg01665880 NCOA7 chr6 0.173342694 - T2D risk 5'UTR
cg00797500 PACRG chr6 0.173522512 + T2D risk Body
cg07488073 ARIH1 chr15 0.173524601 - T2D risk TSS1500
cg04055053 DIP2C chr10 0.173537545 + T2D risk Body
cg02762892 SLC29A4 chr7 0.173702544 + T2D risk Body
cg11425149 CALD1 chr7 0.173778882 - T2D risk TSS1500
cg03770437 KDM4B chr19 0.173897906 + T2D risk 5'UTR
cg08575682 CUL1 chr7 0.174008156 + T2D risk Body
cg02046187 GLG1 chr16 0.17403511 + T2D risk Body
cg19843411 PHF21A chr11 0.174122765 + T2D risk 5'UTR
cg19843411 PHF21A chr11 0.174122765 + T2D risk 1stExon
cg01625418 CDK8 chr13 0.174278353 + T2D risk Body
cg19958057 MET chr7 0.174417229 + T2D risk 1stExon
cg19958057 MET chr7 0.174417229 + T2D risk 5'UTR
cg15053022 ATP4A chr19 0.174457124 - T2D risk Body
cg11754846 ST8SIA1 chr12 0.174489699 - T2D risk TSS1500
cg25007384 KDM4B chr19 0.174522246 + T2D risk 5'UTR
cg01089319 GAD1 chr2 0.174639354 - T2D risk Body
cg01445459 SH3GL2 chr9 0.174701627 + T2D risk Body
cg16856431 PDE5A chr4 0.174734488 + T2D risk Body
cg16856431 PDE5A chr4 0.174734488 + T2D risk TSS200
cg16856431 PDE5A chr4 0.174734488 + T2D risk TSS1500



cg19547929 NOTCH3 chr19 0.174862109 + T2D risk TSS1500
cg17055252 PRKCE chr2 0.175023308 + T2D risk Body
cg23135138 KREMEN1 chr22 0.175087923 + T2D risk Body
cg12848345 CADM1 chr11 0.175144643 + T2D risk Body
cg10501128 FLT1 chr13 0.17539195 - T2D risk 5'UTR
cg10501128 FLT1 chr13 0.17539195 - T2D risk 1stExon
cg02248826 TJP1 chr15 0.175437638 + T2D risk TSS1500
cg22529607 PDE8A chr15 0.175439334 + T2D risk Body
cg00315816 PRKAG2 chr7 0.175553531 - T2D risk 5'UTR
cg00315816 PRKAG2 chr7 0.175553531 - T2D risk Body
cg04975376 ATXN1 chr6 0.175598187 - T2D risk TSS1500
cg19852344 CHFR chr12 0.175787268 - T2D risk 5'UTR
cg02036943 PLEKHG3 chr14 0.17583865 - T2D risk TSS200
cg04885799 SRPK2 chr7 0.175861474 + T2D risk Body
cg26159934 SRPK2 chr7 0.176006232 - T2D risk TSS200
cg05356782 PACS1 chr11 0.176063574 + T2D risk Body
cg20988215 TMEM131 chr2 0.176301814 - T2D risk Body
cg01419499 EFR3A chr8 0.176417245 + T2D risk Body
cg00174179 RHOA chr3 0.176457227 - T2D risk TSS1500
cg15500907 LAMA4 chr6 0.176547726 - T2D risk Body
cg27634682 TAB2 chr6 0.176691801 + T2D risk Body
cg06676271 SCAF11 chr12 0.176704858 - T2D risk Body
cg23780110 ASXL2 chr2 0.176733271 - T2D risk Body
cg02381687 PHACTR1 chr6 0.176870249 + T2D risk Body
cg24951593 NUP98 chr11 0.176889747 - T2D risk 5'UTR
cg18194110 DIP2C chr10 0.176910919 + T2D risk Body
cg15125476 HMBOX1 chr8 0.176950548 + T2D risk Body
cg07874507 KIAA1217 chr10 0.176979533 - T2D risk 5'UTR
cg07874507 KIAA1217 chr10 0.176979533 - T2D risk Body
cg00146225 RGS7 chr1 0.177038251 - T2D risk Body
cg05161529 NF1 chr17 0.177058887 - T2D risk 3'UTR
cg03547487 HNRNPA2B1 chr7 0.177171654 + T2D risk TSS200
cg08577213 RSF1 chr11 0.177208693 - T2D risk Body
cg15430743 NOL4 chr18 0.177213823 - T2D risk Body
cg10775173 PRKAG2 chr7 0.177216696 - T2D risk Body
cg20584926 SLIT3 chr5 0.177287361 - T2D risk Body
cg00780578 FAM155B chrX 0.177428953 - T2D risk Body
cg09900084 MAN1A2 chr1 0.177456877 + T2D risk Body
cg02784956 CLASP2 chr3 0.17764008 + T2D risk Body
cg26035031 SCAF11 chr12 0.177640593 - T2D risk Body
cg06478943 PDE8A chr15 0.177668654 + T2D risk Body
cg00263307 NF1 chr17 0.177712683 + T2D risk Body
cg19533147 CALD1 chr7 0.177886932 + T2D risk 5'UTR
cg08598454 BCAT1 chr12 0.17791576 + T2D risk Body
cg08598454 BCAT1 chr12 0.17791576 + T2D risk TSS200
cg08598454 BCAT1 chr12 0.17791576 + T2D risk TSS1500
cg17690975 MYO6 chr6 0.177928556 - T2D risk Body
cg25937056 ADCY5 chr3 0.177947211 + T2D risk Body
cg25937056 ADCY5 chr3 0.177947211 + T2D risk TSS1500
cg25490301 MMS19 chr10 0.178125328 + T2D risk Body
cg05412222 PACS2 chr14 0.178138008 + T2D risk Body
cg11166823 AGPAT3 chr21 0.178180305 - T2D risk TSS1500
cg22913462 ADCY5 chr3 0.178198291 - T2D risk Body
cg22913462 ADCY5 chr3 0.178198291 - T2D risk TSS1500
cg24743283 GNA12 chr7 0.178231121 + T2D risk TSS1500
cg23019039 ARL15 chr5 0.178271245 + T2D risk Body
cg12469633 KREMEN1 chr22 0.178396553 - T2D risk Body
cg04281649 TMEM131 chr2 0.178451721 + T2D risk TSS1500
cg05819837 CUX1 chr7 0.178462935 - T2D risk Body
cg06902844 PICALM chr11 0.178624286 + T2D risk Body
cg21870662 SGSM2 chr17 0.178660631 - T2D risk Body
cg25384748 INPP4A chr2 0.178685083 - T2D risk Body
cg25320221 SMG7 chr1 0.178753014 - T2D risk TSS1500
cg02681695 CLEC16A chr16 0.178779035 - T2D risk Body
cg03434384 PPFIBP1 chr12 0.178940181 - T2D risk 5'UTR
cg12502012 SLC30A8 chr8 0.179010309 + T2D risk 5'UTR
cg04737843 ATXN1 chr6 0.179075053 + T2D risk 5'UTR
cg22370057 PHACTR1 chr6 0.179156144 + T2D risk Body
cg11692369 ATP6V1H chr8 0.179172047 - T2D risk TSS200
cg11692369 ATP6V1H chr8 0.179172047 - T2D risk TSS1500



cg21753973 CPLX2 chr5 0.179180823 - T2D risk 5'UTR
cg16304493 TTC28 chr22 0.179241217 - T2D risk Body
cg02013762 CDH22 chr20 0.179273758 + T2D risk Body
cg10683641 GLG1 chr16 0.179311255 - T2D risk Body
cg05046371 GNA12 chr7 0.17947273 + T2D risk 3'UTR
cg02449091 FAM160A1 chr4 0.179658178 - T2D risk 5'UTR
cg26571196 PRKAG2 chr7 0.179779097 - T2D risk 5'UTR
cg26571196 PRKAG2 chr7 0.179779097 - T2D risk Body
cg12485783 SKAP1 chr17 0.179779763 + T2D risk Body
cg02666129 SPOCK1 chr5 0.179813928 + T2D risk Body
cg22032364 ATP8A2 chr13 0.179873983 + T2D risk Body
cg16364296 ATXN1 chr6 0.179963758 + T2D risk 5'UTR
cg05256688 WIZ chr19 0.179967806 + T2D risk Body
cg03650840 DYNC1I2 chr2 0.180095147 + T2D risk 5'UTR
cg03650840 DYNC1I2 chr2 0.180095147 + T2D risk TSS200
cg03650840 DYNC1I2 chr2 0.180095147 + T2D risk 1stExon
cg21701823 RNF217 chr6 0.180241611 + T2D risk Body
cg03943594 DIP2C chr10 0.180253979 - T2D risk Body
cg00288050 MAST1 chr19 0.180362872 - T2D risk Body
cg23078782 KREMEN1 chr22 0.18036791 + T2D risk Body
cg04245731 NCOR1 chr17 0.180371759 + T2D risk Body
cg23930313 BCAT1 chr12 0.18042223 + T2D risk Body
cg20745134 RSF1 chr11 0.180451294 - T2D risk TSS1500
cg27081107 DIP2C chr10 0.180455299 + T2D risk Body
cg13744954 WIZ chr19 0.180484901 + T2D risk Body
cg18559471 PPP1R12A chr12 0.180551838 - T2D risk Body
cg19765175 DIP2C chr10 0.180601711 + T2D risk Body
cg25457744 MYO6 chr6 0.180602956 + T2D risk Body
cg19027571 CHFR chr12 0.180729585 - T2D risk Body
cg02775353 CUX1 chr7 0.180772967 + T2D risk Body
cg00735398 SKAP1 chr17 0.180777497 - T2D risk Body
cg03786933 NQO1 chr16 0.180790275 - T2D risk 5'UTR
cg03786933 NQO1 chr16 0.180790275 - T2D risk 1stExon
cg17242812 DIP2C chr10 0.180940463 - T2D risk Body
cg16592301 PRKD1 chr14 0.180949473 + T2D risk Body
cg17434943 SEC31A chr4 0.180955448 - T2D risk TSS1500
cg17217059 FAM160A1 chr4 0.181005827 + T2D risk TSS1500
cg08841898 PPFIBP1 chr12 0.181046567 - T2D risk 5'UTR
cg16037930 SEZ6L chr22 0.181244704 + T2D risk Body
cg01909588 SLC29A4 chr7 0.181281976 + T2D risk Body
cg12411965 INPP4A chr2 0.181419865 - T2D risk Body
cg24082339 TENM2 chr5 0.181449664 - T2D risk Body
cg18018034 PLEKHG3 chr14 0.181608956 - T2D risk 1stExon
cg18018034 PLEKHG3 chr14 0.181608956 - T2D risk 5'UTR
cg16481013 TJP1 chr15 0.1816825 - T2D risk Body
cg10921334 MAN1A1 chr6 0.181706678 - T2D risk Body
cg13171934 RAP1GAP2 chr17 0.181770722 + T2D risk Body
cg02654987 USP53 chr4 0.181927208 - T2D risk 5'UTR
cg16925893 USP53 chr4 0.181986213 - T2D risk TSS1500
cg26352143 POLA1 chrX 0.18202606 + T2D risk Body
cg00049674 ADCY5 chr3 0.182028361 + T2D risk Body
cg15600279 DDC chr7 0.182083156 + T2D risk 3'UTR
cg26356782 PHACTR1 chr6 0.182204055 + T2D risk Body
cg12555895 ARHGAP32 chr11 0.182414492 - T2D risk 5'UTR
cg12555895 ARHGAP32 chr11 0.182414492 - T2D risk Body
cg12676680 ZHX2 chr8 0.182440395 + T2D risk 5'UTR
cg20429277 CUL1 chr7 0.182450776 - T2D risk 5'UTR
cg01130406 ANK2 chr4 0.182605748 + T2D risk 1stExon
cg01130406 ANK2 chr4 0.182605748 + T2D risk 5'UTR
cg08272281 ARID2 chr12 0.182655216 + T2D risk Body
cg14125707 LMX1B chr9 0.182687415 - T2D risk Body
cg08783695 DIP2C chr10 0.182800782 + T2D risk Body
cg13691737 GRK5 chr10 0.182873026 - T2D risk Body
cg22534925 SRPK2 chr7 0.1828874 + T2D risk TSS1500
cg01204939 GALK2 chr15 0.182888537 + T2D risk 5'UTR
cg01204939 GALK2 chr15 0.182888537 + T2D risk Body
cg13625881 APC chr5 0.182894237 + T2D risk Body
cg25413188 ATP4A chr19 0.182919228 + T2D risk 5'UTR
cg25413188 ATP4A chr19 0.182919228 + T2D risk 1stExon
cg18201385 UBL3 chr13 0.182930182 - T2D risk Body



cg07537523 BCAT1 chr12 0.182960387 + T2D risk TSS200
cg16925207 TSHZ1 chr18 0.182983938 - T2D risk 5'UTR
cg16925207 TSHZ1 chr18 0.182983938 - T2D risk Body
cg26284917 PDK1 chr2 0.183044496 + T2D risk TSS1500
cg02793451 TOX3 chr16 0.183058332 - T2D risk TSS1500
cg11429262 ITGB1 chr10 0.183107097 + T2D risk 5'UTR
cg00179844 TMEM131 chr2 0.18317781 + T2D risk Body
cg23992886 MET chr7 0.183274011 + T2D risk Body
cg10967532 PACS2 chr14 0.183305883 - T2D risk Body
cg03815879 SEZ6L chr22 0.183331682 - T2D risk Body
cg18089847 CUX2 chr12 0.183358209 - T2D risk Body
cg26154135 UXS1 chr2 0.18338013 - T2D risk ExonBnd
cg26154135 UXS1 chr2 0.18338013 - T2D risk Body
cg04869538 SLC30A8 chr8 0.183445874 + T2D risk 5'UTR
cg04795779 CHID1 chr11 0.183509471 - T2D risk 5'UTR
cg04795779 CHID1 chr11 0.183509471 - T2D risk TSS200
cg18835653 NOL4 chr18 0.183526757 - T2D risk Body
cg00163554 DIP2C chr10 0.183584105 - T2D risk Body
cg14100005 PRKAG2 chr7 0.183622814 - T2D risk 5'UTR
cg14100005 PRKAG2 chr7 0.183622814 - T2D risk Body
cg01591487 PRKAG2 chr7 0.183785432 + T2D risk Body
cg26624398 SLIT3 chr5 0.183986072 - T2D risk Body
cg20478190 CLEC16A chr16 0.183999916 - T2D risk Body
cg08316955 CHID1 chr11 0.184009445 + T2D risk ExonBnd
cg08316955 CHID1 chr11 0.184009445 + T2D risk Body
cg09923648 DIP2C chr10 0.184050796 + T2D risk Body
cg18200749 ULK4 chr3 0.184304782 - T2D risk Body
cg07677047 PDLIM5 chr4 0.184326081 - T2D risk 3'UTR
cg07677047 PDLIM5 chr4 0.184326081 - T2D risk Body
cg21351830 RSF1 chr11 0.18439286 + T2D risk Body
cg26918510 SVIP chr11 0.184760062 - T2D risk TSS200
cg01268541 ANK2 chr4 0.184950103 - T2D risk TSS200
cg01268541 ANK2 chr4 0.184950103 - T2D risk Body
cg06772829 PACS1 chr11 0.184989721 - T2D risk Body
cg10072168 PACRG chr6 0.185039135 + T2D risk Body
cg01392878 MGRN1 chr16 0.185053702 + T2D risk Body
cg22776362 TJP1 chr15 0.185057758 - T2D risk Body
cg26142723 SPAG9 chr17 0.185096671 + T2D risk 3'UTR
cg00846554 PHACTR1 chr6 0.185116309 - T2D risk Body
cg17392018 CALD1 chr7 0.18513611 - T2D risk Body
cg05679867 PDE3A chr12 0.185393263 - T2D risk Body
cg00739112 RHOQ chr2 0.18541563 + T2D risk TSS1500
cg16986485 INPP4A chr2 0.18550151 + T2D risk 5'UTR
cg15584755 RNF157 chr17 0.185633622 - T2D risk Body
cg17574803 ENAH chr1 0.185717345 - T2D risk Body
cg10913777 MMS19 chr10 0.186046892 + T2D risk TSS200
cg10802936 RET chr10 0.186269354 + T2D risk Body
cg11565358 DIP2C chr10 0.186297509 + T2D risk Body
cg12070221 ANK3 chr10 0.186306145 + T2D risk Body
cg08992366 DNAJC1 chr10 0.186480232 + T2D risk TSS1500
cg00375389 ENAH chr1 0.186599607 - T2D risk Body
cg22949170 UBE2K chr4 0.186629165 + T2D risk Body
cg21803983 ATRN chr20 0.186651269 - T2D risk Body
cg21272363 CNTNAP2 chr7 0.186687371 + T2D risk Body
cg25718276 PACS2 chr14 0.186707874 - T2D risk TSS1500
cg10430673 RSF1 chr11 0.18671928 - T2D risk Body
cg10425245 SLIT3 chr5 0.186725585 - T2D risk Body
cg03310939 CUX1 chr7 0.186811698 + T2D risk Body
cg11407198 KDM4B chr19 0.187065823 + T2D risk Body
cg18243661 GRK5 chr10 0.187072911 - T2D risk Body
cg04109745 KDM4B chr19 0.187091844 - T2D risk Body
cg23528787 PDLIM5 chr4 0.187134894 + T2D risk 5'UTR
cg23528787 PDLIM5 chr4 0.187134894 + T2D risk Body
cg20108695 CUX2 chr12 0.187201936 - T2D risk Body
cg04322429 RET chr10 0.187222578 + T2D risk Body
cg02735557 SPAG9 chr17 0.187239388 - T2D risk Body
cg11176472 DIP2C chr10 0.187256268 + T2D risk Body
cg02902969 DIP2C chr10 0.187318914 + T2D risk Body
cg22450501 FARSB chr2 0.187475286 + T2D risk Body
cg25662862 ARHGEF9 chrX 0.187494213 - T2D risk Body



cg17511604 ZHX2 chr8 0.187682914 + T2D risk 5'UTR
cg04339860 WWP2 chr16 0.187848093 - T2D risk TSS200
cg11774275 SPAG9 chr17 0.187985117 + T2D risk Body
cg20237106 PRKAG2 chr7 0.1880166 + T2D risk Body
cg12349027 ROBO2 chr3 0.188175166 - T2D risk 5'UTR
cg12349027 ROBO2 chr3 0.188175166 - T2D risk 1stExon
cg12020132 SLIT3 chr5 0.188233103 + T2D risk Body
cg22719878 PRKAG2 chr7 0.188243872 - T2D risk Body
cg07265339 WWP2 chr16 0.188421292 - T2D risk 5'UTR
cg03451586 PTP4A2 chr1 0.188455671 - T2D risk 5'UTR
cg03451586 PTP4A2 chr1 0.188455671 - T2D risk TSS1500
cg23609036 ROBO2 chr3 0.188623488 + T2D risk Body
cg10950033 PACRG chr6 0.188632556 - T2D risk 3'UTR
cg19936912 FAM160A1 chr4 0.188632906 + T2D risk TSS1500
cg12623375 CDK8 chr13 0.188686025 - T2D risk TSS200
cg24034465 ACTN4 chr19 0.188717818 + T2D risk Body
cg12856788 SLIT3 chr5 0.188835698 + T2D risk Body
cg08440945 PACS1 chr11 0.188851166 + T2D risk Body
cg09466887 MEIS2 chr15 0.188862246 - T2D risk Body
cg03115235 ZDHHC2 chr8 0.189055544 + T2D risk Body
cg08377888 MAST1 chr19 0.189078245 - T2D risk TSS1500
cg03082902 PPFIBP1 chr12 0.189081081 - T2D risk 5'UTR
cg13757409 INPP4A chr2 0.18918465 - T2D risk Body
cg22513396 PRKAG2 chr7 0.189227111 + T2D risk Body
cg08885411 ANK3 chr10 0.189234242 + T2D risk TSS1500
cg08885411 ANK3 chr10 0.189234242 + T2D risk Body
cg00017271 BIRC5 chr17 0.189510802 + T2D risk 3'UTR
cg09540111 ST6GAL1 chr3 0.189560414 + T2D risk 5'UTR
cg16764955 PRKCE chr2 0.18956439 + T2D risk Body
cg07455845 RHOA chr3 0.189604111 - T2D risk Body
cg21202462 SSBP2 chr5 0.189660558 - T2D risk Body
cg26203118 PDE3A chr12 0.189837365 - T2D risk Body
cg03429582 RBM4 chr11 0.189891035 - T2D risk 5'UTR
cg07158816 KIAA1217 chr10 0.189904792 + T2D risk Body
cg07091162 SPOCK1 chr5 0.189936521 + T2D risk Body
cg12295590 FAM160A1 chr4 0.189984178 - T2D risk 5'UTR
cg24208426 NUP98 chr11 0.190350636 - T2D risk TSS200
cg06639835 UBL3 chr13 0.190372971 + T2D risk 1stExon
cg06639835 UBL3 chr13 0.190372971 + T2D risk 5'UTR
cg26774981 SRPK2 chr7 0.190383401 + T2D risk Body
cg06784576 ATP6V1A chr3 0.190469765 + T2D risk 1stExon
cg06784576 ATP6V1A chr3 0.190469765 + T2D risk 5'UTR
cg02551301 PTPRU chr1 0.190643485 + T2D risk Body
cg20311092 ITPKB chr1 0.190646465 - T2D risk Body
cg20548013 PHACTR1 chr6 0.190763869 - T2D risk Body
cg17008978 PRKAG2 chr7 0.190763957 + T2D risk Body
cg06042842 GALK2 chr15 0.19082008 + T2D risk TSS1500
cg03756660 ADCY5 chr3 0.190836954 - T2D risk Body
cg25985538 CPLX2 chr5 0.190997587 + T2D risk 5'UTR
cg23741364 PRKCE chr2 0.191005151 - T2D risk Body
cg03693492 PRKCE chr2 0.191030513 - T2D risk Body
cg07641926 PCYT1A chr3 0.191037627 + T2D risk Body
cg26697295 TAB2 chr6 0.191040379 - T2D risk 5'UTR
cg26697295 TAB2 chr6 0.191040379 - T2D risk Body
cg26427777 ZHX2 chr8 0.191100768 + T2D risk 5'UTR
cg24212855 SVIP chr11 0.191247997 + T2D risk Body
cg01414824 ITGA1 chr5 0.191334854 + T2D risk Body
cg10576019 CUX2 chr12 0.191353659 - T2D risk Body
cg06360318 TANC2 chr17 0.19138676 + T2D risk Body
cg22220936 ST8SIA1 chr12 0.19153658 - T2D risk Body
cg09428340 PACRG chr6 0.191539624 - T2D risk Body
cg24827757 SMG7 chr1 0.19156766 - T2D risk 5'UTR
cg24827757 SMG7 chr1 0.19156766 - T2D risk Body
cg13870520 SCARB2 chr4 0.191646432 + T2D risk Body
cg01907184 DNAH9 chr17 0.19178545 - T2D risk Body
cg20757912 SSBP2 chr5 0.192052495 - T2D risk TSS200
cg16022553 UBE2K chr4 0.192075313 - T2D risk Body
cg27505737 WWP2 chr16 0.192148636 - T2D risk Body
cg16280399 ATXN1 chr6 0.192236252 - T2D risk 5'UTR
cg01561200 EVI5 chr1 0.192360198 - T2D risk Body



cg00349159 DIP2C chr10 0.19246279 - T2D risk Body
cg24947555 ITPKB chr1 0.192470552 + T2D risk TSS200
cg02405041 ST20 chr15 0.192534266 + T2D risk 5'UTR
cg02405041 ST20 chr15 0.192534266 + T2D risk Body
cg06640584 RHBDD1 chr2 0.192626981 - T2D risk TSS200
cg11555067 INPP4A chr2 0.192662178 - T2D risk 5'UTR
cg00849535 ADCY5 chr3 0.192694923 + T2D risk Body
cg19115695 APC chr5 0.192733179 - T2D risk TSS1500
cg02387974 PRKAG2 chr7 0.192737036 + T2D risk Body
cg19643097 PACS2 chr14 0.19279942 + T2D risk Body
cg08089671 TMEM131 chr2 0.192821774 + T2D risk TSS1500
cg16919546 NF1 chr17 0.192821814 + T2D risk Body
cg14404382 MDM1 chr12 0.192911583 - T2D risk Body
cg17048363 CDK8 chr13 0.192914566 - T2D risk 1stExon
cg03197301 CUX1 chr7 0.192922858 + T2D risk Body
cg07230471 JPH2 chr20 0.192948361 - T2D risk Body
cg25149281 RHBDD1 chr2 0.193037439 - T2D risk Body
cg07790887 PRKACB chr1 0.193081833 + T2D risk Body
cg07790887 PRKACB chr1 0.193081833 + T2D risk TSS1500
cg01427460 DACH1 chr13 0.193137955 + T2D risk Body
cg08964756 EFR3A chr8 0.193349843 - T2D risk Body
cg18575602 CHFR chr12 0.193458213 - T2D risk Body
cg22882563 USP53 chr4 0.193460469 + T2D risk 5'UTR
cg21322003 PRKCE chr2 0.193474907 - T2D risk Body
cg06043710 DIP2C chr10 0.193703243 + T2D risk Body
cg22637030 ULK4 chr3 0.193720906 - T2D risk Body
cg10381247 IFT74 chr9 0.193756043 + T2D risk 5'UTR
cg17551240 TBC1D5 chr3 0.193885788 - T2D risk Body
cg25334903 CRYL1 chr13 0.19404153 - T2D risk Body
cg02294312 NOTCH3 chr19 0.19407442 + T2D risk Body
cg11900091 PRKCE chr2 0.194229284 + T2D risk Body
cg25400243 TMEM219 chr16 0.194260575 + T2D risk 3'UTR
cg14217584 KCNIP3 chr2 0.194578156 - T2D risk TSS200
cg12466405 AGPAT3 chr21 0.194662894 + T2D risk 3'UTR
cg02309459 ATP6V1H chr8 0.19468521 - T2D risk Body
cg04774496 CHFR chr12 0.194744807 + T2D risk TSS1500
cg10796899 DIP2C chr10 0.194792318 - T2D risk Body
cg12749048 TSC22D1 chr13 0.19483767 - T2D risk TSS1500
cg12749048 TSC22D1 chr13 0.19483767 - T2D risk Body
cg24823679 KDM4B chr19 0.194909985 - T2D risk Body
cg00516597 NGLY1 chr3 0.194912202 + T2D risk 1stExon
cg00516597 NGLY1 chr3 0.194912202 + T2D risk Body
cg16424884 MET chr7 0.19508999 - T2D risk Body
cg06557606 ATP6V1H chr8 0.195126674 - T2D risk TSS1500
cg25737283 DIP2C chr10 0.195377761 + T2D risk Body
cg18588247 ATP8A1 chr4 0.195457158 + T2D risk Body
cg04517274 ACTN4 chr19 0.195503174 + T2D risk Body
cg21722612 TPCN1 chr12 0.195526209 + T2D risk 5'UTR
cg21722612 TPCN1 chr12 0.195526209 + T2D risk Body
cg27634258 SPPL2A chr15 0.195538948 - T2D risk TSS200
cg09827858 TMEM59 chr1 0.195542561 - T2D risk 5'UTR
cg09827858 TMEM59 chr1 0.195542561 - T2D risk Body
cg01999523 CLASP2 chr3 0.195636934 - T2D risk TSS200
cg16282160 NCOA2 chr8 0.195846234 - T2D risk 5'UTR
cg18461989 ATXN1 chr6 0.196014145 + T2D risk 5'UTR
cg08538468 SH3GL2 chr9 0.196105727 - T2D risk 5'UTR
cg08538468 SH3GL2 chr9 0.196105727 - T2D risk 1stExon
cg08606573 CREBBP chr16 0.196135671 - T2D risk Body
cg05248798 TJP1 chr15 0.196205588 - T2D risk Body
cg08754967 DIP2C chr10 0.196273792 - T2D risk TSS1500
cg18400281 KIAA1217 chr10 0.196285642 - T2D risk Body
cg19794013 COL4A1 chr13 0.196294757 - T2D risk Body
cg25667409 SLC7A2 chr8 0.196466128 + T2D risk Body
cg25667409 SLC7A2 chr8 0.196466128 + T2D risk 5'UTR
cg11239111 UXS1 chr2 0.196487862 - T2D risk TSS1500
cg20436707 DIP2C chr10 0.196540506 + T2D risk Body
cg00044871 ATP8A2 chr13 0.196560627 + T2D risk TSS1500
cg06824134 PRKCE chr2 0.196609902 - T2D risk TSS200
cg16762439 CNTNAP2 chr7 0.19663002 - T2D risk Body
cg21218069 NF1 chr17 0.196726617 + T2D risk Body



cg25901805 PLAGL1 chr6 0.196801827 + T2D risk 5'UTR
cg06855897 ATXN1 chr6 0.19705393 - T2D risk 5'UTR
cg18128529 INPP4A chr2 0.197236797 - T2D risk 3'UTR
cg26161045 RTN4 chr2 0.197254999 - T2D risk TSS1500
cg26161045 RTN4 chr2 0.197254999 - T2D risk 1stExon
cg15309028 CTR9 chr11 0.197257278 - T2D risk TSS1500
cg03851014 ST20 chr15 0.197268099 + T2D risk TSS1500
cg03851014 ST20 chr15 0.197268099 + T2D risk 5'UTR
cg03851014 ST20 chr15 0.197268099 + T2D risk Body
cg07618675 CREBBP chr16 0.197274644 + T2D risk Body
cg05999287 MET chr7 0.197529792 - T2D risk TSS200
cg01052428 PACS2 chr14 0.197579737 + T2D risk Body
cg25432738 CRYL1 chr13 0.197586903 - T2D risk Body
cg11203361 CUX1 chr7 0.197601926 - T2D risk Body
cg07148691 ST6GAL1 chr3 0.19763758 + T2D risk 5'UTR
cg01521220 SKAP1 chr17 0.197880863 + T2D risk Body
cg19870370 CRYL1 chr13 0.19794425 - T2D risk Body
cg18094221 RHOA chr3 0.197956308 - T2D risk 5'UTR
cg19428799 ATP8A1 chr4 0.198348132 - T2D risk ExonBnd
cg19428799 ATP8A1 chr4 0.198348132 - T2D risk Body
cg26388599 ATP6V1H chr8 0.198348447 - T2D risk Body
cg23977061 DNAJC1 chr10 0.198363135 + T2D risk TSS1500
cg08990626 DIP2C chr10 0.198457444 + T2D risk Body
cg00618450 SEZ6L chr22 0.198477486 - T2D risk Body
cg16487601 PDE5A chr4 0.198483747 + T2D risk Body
cg16718624 ROBO2 chr3 0.198627905 - T2D risk 5'UTR
cg16718624 ROBO2 chr3 0.198627905 - T2D risk 1stExon
cg23596826 DIP2C chr10 0.198650269 - T2D risk Body
cg08368624 ARL15 chr5 0.198652479 + T2D risk Body
cg19018844 DIP2C chr10 0.198732938 + T2D risk Body
cg13387972 DIP2C chr10 0.198779382 + T2D risk Body
cg05162569 PACS2 chr14 0.198816393 + T2D risk Body
cg04995311 USP29 chr19 0.198932672 - T2D risk TSS1500
cg00711327 SSB chr2 0.199021416 + T2D risk TSS1500
cg04086841 CEP126 chr11 0.199024942 + T2D risk Body
cg05130201 GLG1 chr16 0.199033906 - T2D risk Body
cg10451728 ATP8A2 chr13 0.199041953 + T2D risk Body
cg07808424 ZHX2 chr8 0.199052443 + T2D risk 5'UTR
cg03584826 RGS7 chr1 0.199119324 - T2D risk Body
cg08677916 MEIS2 chr15 0.199178711 + T2D risk Body
cg04534657 PDE7A chr8 0.199314535 - T2D risk TSS1500
cg04534657 PDE7A chr8 0.199314535 - T2D risk Body
cg04749873 NCOA2 chr8 0.19933053 - T2D risk Body
cg24152818 DACH1 chr13 0.199417961 - T2D risk Body
cg16746631 IMPA1 chr8 0.199463011 - T2D risk Body
cg16746631 IMPA1 chr8 0.199463011 - T2D risk 5'UTR
cg07365951 ENAH chr1 0.199477289 - T2D risk Body
cg07242890 ERC2 chr3 0.19959036 + T2D risk 3'UTR
cg21426303 ZHX2 chr8 0.199613328 - T2D risk 5'UTR
cg03119126 ASH1L chr1 0.19971968 - T2D risk TSS200
cg04979068 DNAJC1 chr10 0.199776793 + T2D risk Body
cg24432747 PI15 chr8 0.199795239 - T2D risk TSS1500
cg00160368 PDE7A chr8 0.199795502 - T2D risk 5'UTR
cg00160368 PDE7A chr8 0.199795502 - T2D risk 1stExon
cg12885269 MTHFS chr15 0.199813442 - T2D risk Body
cg19307750 RGS7 chr1 0.199932858 + T2D risk Body
cg23161126 ROBO2 chr3 0.200090552 - T2D risk 5'UTR
cg23161126 ROBO2 chr3 0.200090552 - T2D risk Body
cg09220593 ROBO2 chr3 0.200140542 - T2D risk 5'UTR
cg09220593 ROBO2 chr3 0.200140542 - T2D risk Body
cg26609776 PRKCE chr2 0.200143267 - T2D risk Body
cg16818691 TSHZ1 chr18 0.200143887 + T2D risk 5'UTR
cg16818691 TSHZ1 chr18 0.200143887 + T2D risk Body
cg26115149 SSBP2 chr5 0.20022528 - T2D risk Body
cg26361671 MAN1A2 chr1 0.200320239 - T2D risk 3'UTR
cg07654588 TBC1D5 chr3 0.200581531 - T2D risk 5'UTR
cg07654588 TBC1D5 chr3 0.200581531 - T2D risk 1stExon
cg18106550 DDHD2 chr8 0.200711609 + T2D risk ExonBnd
cg18106550 DDHD2 chr8 0.200711609 + T2D risk Body
cg18041207 DACH1 chr13 0.200907892 - T2D risk TSS200



cg11754652 PHACTR1 chr6 0.20093915 + T2D risk Body
cg04630800 ARPP19 chr15 0.20094729 - T2D risk Body
cg12503168 CADM1 chr11 0.201008523 - T2D risk Body
cg24830800 PRKCE chr2 0.201095065 + T2D risk Body
cg24166144 PRKCE chr2 0.20110527 + T2D risk Body
cg17094974 ITGA1 chr5 0.20112106 + T2D risk Body
cg22510911 MAST1 chr19 0.201234843 - T2D risk Body
cg22188880 TSGA10 chr2 0.201283153 + T2D risk 5'UTR
cg22188880 TSGA10 chr2 0.201283153 + T2D risk TSS200
cg21055888 SH3GL2 chr9 0.201394019 - T2D risk TSS200
cg22200557 ATP6V1H chr8 0.201639836 + T2D risk Body
cg09137851 ASH1L chr1 0.201675041 + T2D risk 5'UTR
cg22809798 NOTCH3 chr19 0.201708951 + T2D risk Body
cg02456521 ATP4A chr19 0.201732842 - T2D risk Body
cg06008406 DIP2C chr10 0.201863808 - T2D risk Body
cg19860154 TSHZ1 chr18 0.201949485 + T2D risk Body
cg22908574 ADCY5 chr3 0.202005462 - T2D risk Body
cg18167767 ULK4 chr3 0.202080205 + T2D risk Body
cg00992711 SLC29A4 chr7 0.202117909 + T2D risk 5'UTR
cg11686722 MEIS2 chr15 0.202272969 + T2D risk 5'UTR
cg11686722 MEIS2 chr15 0.202272969 + T2D risk 1stExon
cg11686722 MEIS2 chr15 0.202272969 + T2D risk TSS200
cg11686722 MEIS2 chr15 0.202272969 + T2D risk TSS1500
cg08799766 GNA12 chr7 0.202308956 + T2D risk Body
cg17585208 PDE5A chr4 0.202364388 + T2D risk Body
cg03094990 PLAGL1 chr6 0.202446924 - T2D risk 5'UTR
cg02699336 ERC2 chr3 0.202495589 + T2D risk 5'UTR
cg07505433 KDM4B chr19 0.202538784 + T2D risk Body
cg03505501 CADM1 chr11 0.202685141 + T2D risk Body
cg13270853 CHFR chr12 0.202696834 + T2D risk Body
cg06119874 PFKFB2 chr1 0.202765212 + T2D risk TSS1500
cg11171459 DIP2C chr10 0.202842361 + T2D risk Body
cg04610601 SLIT3 chr5 0.203059788 - T2D risk Body
cg08996301 ATXN1 chr6 0.203114523 - T2D risk Body
cg17748725 KREMEN1 chr22 0.203315285 - T2D risk Body
cg12010548 PACS2 chr14 0.203334051 - T2D risk Body
cg06874640 PHACTR1 chr6 0.203462149 - T2D risk TSS1500
cg04827594 ANK3 chr10 0.203666465 - T2D risk Body
cg20212339 HMBOX1 chr8 0.203741383 + T2D risk 3'UTR
cg22493759 CREBBP chr16 0.20385678 + T2D risk Body
cg04071804 NCOR1 chr17 0.203903878 + T2D risk Body
cg08032407 LAMA4 chr6 0.20398185 - T2D risk Body
cg02061711 DIP2C chr10 0.204293218 - T2D risk Body
cg07263694 CUX2 chr12 0.20433939 + T2D risk Body
cg23542518 LAP3 chr4 0.204561432 - T2D risk TSS1500
cg27122958 NF1 chr17 0.20456319 - T2D risk Body
cg21491235 RAP1B chr12 0.204570201 - T2D risk 5'UTR
cg14463441 PPP1R12A chr12 0.204577822 + T2D risk Body
cg14463441 PPP1R12A chr12 0.204577822 + T2D risk ExonBnd
cg07662029 FLT1 chr13 0.204630655 - T2D risk Body
cg15146083 CHID1 chr11 0.204672871 + T2D risk 5'UTR
cg16057048 AGPAT3 chr21 0.204871764 - T2D risk 5'UTR
cg04128513 SLIT3 chr5 0.204905147 - T2D risk Body
cg17037091 PDLIM5 chr4 0.205072977 - T2D risk 5'UTR
cg17037091 PDLIM5 chr4 0.205072977 - T2D risk Body
cg10934522 TENM2 chr5 0.205092206 - T2D risk Body
cg20716058 PRKAG2 chr7 0.2050945 - T2D risk TSS1500
cg20716058 PRKAG2 chr7 0.2050945 - T2D risk Body
cg03530210 WDR47 chr1 0.205202483 + T2D risk 5'UTR
cg03530210 WDR47 chr1 0.205202483 + T2D risk 1stExon
cg00990690 ATP8A2 chr13 0.205205186 - T2D risk Body
cg00144839 PRKAG2 chr7 0.205286441 - T2D risk Body
cg03411346 SCGN chr6 0.205445488 + T2D risk TSS1500
cg16711083 SNX4 chr3 0.205457798 - T2D risk TSS200
cg19907409 SPAG9 chr17 0.205491581 - T2D risk Body
cg18575710 TTC28 chr22 0.205492497 - T2D risk Body
cg22636811 TENM2 chr5 0.205503595 - T2D risk Body
cg19686543 CNTNAP2 chr7 0.205553264 - T2D risk Body
cg07208691 CUX2 chr12 0.205649287 - T2D risk Body
cg27058120 TAB2 chr6 0.205768241 + T2D risk Body



cg24389195 UBL3 chr13 0.20580373 - T2D risk Body
cg15676084 ENAH chr1 0.205853936 + T2D risk TSS1500
cg16842654 TTC28 chr22 0.205878869 - T2D risk Body
cg21037006 CALD1 chr7 0.205932939 + T2D risk Body
cg21037006 CALD1 chr7 0.205932939 + T2D risk TSS1500
cg09680530 FLT1 chr13 0.206053211 + T2D risk Body
cg18275467 CUX1 chr7 0.206128676 + T2D risk Body
cg07733198 CLEC16A chr16 0.206177727 - T2D risk Body
cg10839502 DIP2C chr10 0.206323134 + T2D risk Body
cg17054710 CLASP2 chr3 0.206343845 - T2D risk TSS200
cg04041942 HMBOX1 chr8 0.206378575 + T2D risk TSS1500
cg15689036 ERC2 chr3 0.206434031 - T2D risk Body
cg14214834 ADCY5 chr3 0.206447516 - T2D risk Body
cg25670061 PACRG chr6 0.206490594 + T2D risk Body
cg26164164 TOP2A chr17 0.206593716 - T2D risk 5'UTR
cg26164164 TOP2A chr17 0.206593716 - T2D risk 1stExon
cg17707755 COX6A1 chr12 0.206866427 + T2D risk TSS1500
cg27449255 WWP2 chr16 0.206875485 + T2D risk Body
cg01311064 DACH1 chr13 0.206930947 - T2D risk 5'UTR
cg01311064 DACH1 chr13 0.206930947 - T2D risk 1stExon
cg23630593 CUX1 chr7 0.206944168 + T2D risk Body
cg09577425 PACRG chr6 0.206996381 + T2D risk Body
cg19412131 ATXN1 chr6 0.20700411 + T2D risk 5'UTR
cg00973932 IFT74 chr9 0.207054496 + T2D risk TSS1500
cg17021528 ATP8A2 chr13 0.207150175 - T2D risk Body
cg01769160 PRMT3 chr11 0.207177985 - T2D risk TSS200
cg06416086 TAB2 chr6 0.207263283 + T2D risk 5'UTR
cg06416086 TAB2 chr6 0.207263283 + T2D risk TSS1500
cg06416086 TAB2 chr6 0.207263283 + T2D risk Body
cg06416086 TAB2 chr6 0.207263283 + T2D risk 1stExon
cg19296486 ATP6V1H chr8 0.207280017 + T2D risk Body
cg23402311 IMPA1 chr8 0.207456805 - T2D risk TSS200
cg19829887 CEP126 chr11 0.207502464 - T2D risk Body
cg22642718 KCNJ12 chr17 0.207566817 + T2D risk Body
cg23445360 NCOA2 chr8 0.207607951 + T2D risk TSS200
cg26964170 DIP2C chr10 0.207726921 - T2D risk Body
cg15689835 LMX1B chr9 0.207797729 - T2D risk Body
cg08663444 SRPK2 chr7 0.207818236 + T2D risk Body
cg06859970 CLEC16A chr16 0.207838656 + T2D risk Body
cg03595348 KCNIP3 chr2 0.207840672 - T2D risk Body
cg03650179 AGPAT3 chr21 0.207860392 + T2D risk 5'UTR
cg22033264 CLIC5 chr6 0.207889098 - T2D risk Body
cg04071758 CREBBP chr16 0.207945265 - T2D risk 3'UTR
cg10297007 ATXN1 chr6 0.208020906 - T2D risk 5'UTR
cg16253786 RHBDD1 chr2 0.208061023 - T2D risk Body
cg14678099 CPLX2 chr5 0.208158578 + T2D risk 5'UTR
cg18118760 RSF1 chr11 0.208279692 - T2D risk Body
cg02079693 MYO6 chr6 0.208311773 + T2D risk Body
cg21257048 PRKCB chr16 0.208357036 + T2D risk Body
cg23127000 RTN4 chr2 0.208395775 + T2D risk Body
cg06318386 PHF21A chr11 0.2084323 + T2D risk Body
cg26133518 TTC28 chr22 0.208581416 + T2D risk Body
cg01664142 ATP8A1 chr4 0.208674392 - T2D risk Body
cg02183105 ST20 chr15 0.208859268 + T2D risk TSS200
cg23958638 RANBP17 chr5 0.208950592 - T2D risk Body
cg07754887 DYNC1I1 chr7 0.209039076 - T2D risk Body
cg19924196 LMCD1 chr3 0.2090764 - T2D risk TSS200
cg12386414 ERC2 chr3 0.209083496 - T2D risk Body
cg16911423 GAD1 chr2 0.209270296 - T2D risk 5'UTR
cg06939451 SSBP2 chr5 0.209301096 - T2D risk Body
cg20187308 DIP2C chr10 0.209350641 - T2D risk Body
cg07027226 PRKAG2 chr7 0.209373031 - T2D risk Body
cg06561659 KCNIP3 chr2 0.209390161 - T2D risk Body
cg20322257 NUCB2 chr11 0.209471092 - T2D risk Body
cg14747166 ZHX2 chr8 0.209508078 - T2D risk 5'UTR
cg27447286 DYNC1I1 chr7 0.209524891 - T2D risk Body
cg14441584 RAP1GAP2 chr17 0.209531236 + T2D risk Body
cg18564665 PHACTR1 chr6 0.209625335 - T2D risk Body
cg08125365 SEC31A chr4 0.209640075 - T2D risk ExonBnd
cg08125365 SEC31A chr4 0.209640075 - T2D risk Body



cg13726218 DACH1 chr13 0.209643316 - T2D risk Body
cg27501380 RBBP6 chr16 0.209645539 - T2D risk 5'UTR
cg27501380 RBBP6 chr16 0.209645539 - T2D risk 1stExon
cg04225902 SUB1 chr5 0.209699637 - T2D risk TSS1500
cg00859277 CDK8 chr13 0.209762576 + T2D risk Body
cg17600231 TSC22D1 chr13 0.209779323 - T2D risk 3'UTR
cg11358315 BCAT1 chr12 0.209806757 - T2D risk Body
cg17120445 CUX2 chr12 0.209833578 + T2D risk Body
cg24786911 ADCY5 chr3 0.209890931 - T2D risk Body
cg24786911 ADCY5 chr3 0.209890931 - T2D risk TSS200
cg02849766 WIZ chr19 0.209904498 + T2D risk 5'UTR
cg18590839 WWP2 chr16 0.209992524 - T2D risk Body
cg17096328 CNTNAP2 chr7 0.210074963 - T2D risk Body
cg21762610 UNC80 chr2 0.210076372 + T2D risk Body
cg11970797 CRYL1 chr13 0.210087183 - T2D risk Body
cg10720163 ARPP19 chr15 0.210155018 + T2D risk TSS1500
cg10720163 ARPP19 chr15 0.210155018 + T2D risk 5'UTR
cg10720163 ARPP19 chr15 0.210155018 + T2D risk 1stExon
cg10720163 ARPP19 chr15 0.210155018 + T2D risk TSS200
cg19853364 INPP4A chr2 0.210226543 + T2D risk 5'UTR
cg22544914 CUX2 chr12 0.210237308 + T2D risk Body
cg10029837 RHBDD1 chr2 0.21048443 + T2D risk Body
cg01102232 DNAJC13 chr3 0.210507329 + T2D risk TSS1500
cg05960024 CLOCK chr4 0.210544772 + T2D risk 5'UTR
cg12619961 ATXN1 chr6 0.210553351 + T2D risk 5'UTR
cg03688668 KDM4B chr19 0.210808388 + T2D risk Body
cg04031016 POC1B chr12 0.210913105 - T2D risk Body
cg15213650 KDM4B chr19 0.211022344 + T2D risk 5'UTR
cg26340376 CLIC5 chr6 0.211100578 + T2D risk Body
cg12005569 SPOCK1 chr5 0.211179707 + T2D risk Body
cg24820342 DYNC1I2 chr2 0.211378844 + T2D risk 5'UTR
cg24820342 DYNC1I2 chr2 0.211378844 + T2D risk 1stExon
cg25301103 DIP2C chr10 0.211437688 + T2D risk Body
cg24788291 PRKCE chr2 0.211502367 + T2D risk Body
cg24846842 SSBP2 chr5 0.211526752 + T2D risk Body
cg06280578 INPP4A chr2 0.211653004 + T2D risk 5'UTR
cg04361379 RNF157 chr17 0.21171277 + T2D risk Body
cg01217350 FAM160A1 chr4 0.211842004 - T2D risk 5'UTR
cg07804434 PRKAG2 chr7 0.211864821 + T2D risk Body
cg03982541 PACS2 chr14 0.211981517 - T2D risk TSS1500
cg02894362 ACTN4 chr19 0.212061345 - T2D risk Body
cg02894362 ACTN4 chr19 0.212061345 - T2D risk ExonBnd
cg21769137 SLIT3 chr5 0.212138767 - T2D risk Body
cg16542941 SRPK2 chr7 0.212160305 - T2D risk Body
cg13372163 SLC29A4 chr7 0.212163548 + T2D risk TSS1500
cg14623927 PTPRU chr1 0.2122683 + T2D risk Body
cg14209037 DLL4 chr15 0.212277606 + T2D risk Body
cg09096054 DACH1 chr13 0.212277606 + T2D risk Body
cg24309040 CUX2 chr12 0.212277606 + T2D risk Body
cg26736200 WWP2 chr16 0.212277606 + T2D risk Body
cg10348368 PACS2 chr14 0.212277606 + T2D risk Body
cg04592958 KDM4B chr19 0.212277606 + T2D risk Body
cg05898629 CREBBP chr16 0.212277606 + T2D risk Body
cg17608529 DIP2C chr10 0.212277606 + T2D risk Body
cg17230640 SLC29A4 chr7 0.212277606 + T2D risk 3'UTR
cg16765268 CLEC16A chr16 0.212277606 + T2D risk Body
cg27349129 KDM4B chr19 0.212277606 + T2D risk Body
cg12710220 PRKAG2 chr7 0.212277606 + T2D risk Body
cg15600935 CUX1 chr7 0.212277606 + T2D risk Body
cg26718707 DIP2C chr10 0.212277606 + T2D risk Body
cg13617047 DIP2C chr10 0.212277606 + T2D risk Body
cg17714861 PRKAG2 chr7 0.212277606 + T2D risk Body
cg19608357 KDM4B chr19 0.212277606 + T2D risk 5'UTR
cg13592780 ADCY5 chr3 0.212277606 + T2D risk Body
cg09356193 PACS2 chr14 0.212277606 + T2D risk Body
cg04285855 PACS2 chr14 0.212277606 + T2D risk Body
cg21903221 PACS2 chr14 0.212277606 + T2D risk Body
cg06509362 WWP2 chr16 0.212277606 + T2D risk Body
cg12242062 PRKAG2 chr7 0.212277606 + T2D risk Body
cg16162172 ACTN4 chr19 0.212277606 + T2D risk Body



cg10024446 DNAJC1 chr10 0.212277606 + T2D risk Body
cg02606627 KDM4B chr19 0.212277606 + T2D risk Body
cg00412239 KDM4B chr19 0.212277606 + T2D risk Body
cg05367028 PRKAG2 chr7 0.212277606 + T2D risk 5'UTR
cg05367028 PRKAG2 chr7 0.212277606 + T2D risk Body
cg02072002 MGRN1 chr16 0.212277606 + T2D risk Body
cg02072002 MGRN1 chr16 0.212277606 + T2D risk 3'UTR
cg11740194 DIP2C chr10 0.212277606 + T2D risk Body
cg17279942 CUX2 chr12 0.212277606 + T2D risk Body
cg20154489 DIP2C chr10 0.212277606 + T2D risk Body
cg00533585 GRK5 chr10 0.212277606 + T2D risk 3'UTR
cg00387107 CUX1 chr7 0.212277606 + T2D risk Body
cg14897316 CUX2 chr12 0.212277606 + T2D risk Body
cg17549725 PACRG chr6 0.212277606 + T2D risk Body
cg27562595 CNTNAP2 chr7 0.212277606 + T2D risk Body
cg01918552 PACRG chr6 0.212277606 + T2D risk Body
cg10118784 PLEKHG3 chr14 0.212277606 + T2D risk Body
cg26856871 AGPAT3 chr21 0.212277606 + T2D risk 5'UTR
cg19388017 NOTCH3 chr19 0.212277606 + T2D risk Body
cg03564009 COL4A1 chr13 0.212277606 + T2D risk Body
cg05194481 DIP2C chr10 0.212277606 + T2D risk Body
cg02803925 PCYT1A chr3 0.212277606 + T2D risk Body
cg18558744 DIP2C chr10 0.212277606 + T2D risk Body
cg17127309 RET chr10 0.212277606 + T2D risk Body
cg12892107 SLIT3 chr5 0.212277606 + T2D risk Body
cg07846737 KDM4B chr19 0.212277606 + T2D risk Body
cg12699044 TPCN1 chr12 0.212277606 + T2D risk Body
cg10608858 PRKAG2 chr7 0.212277606 + T2D risk 5'UTR
cg10608858 PRKAG2 chr7 0.212277606 + T2D risk Body
cg23839891 KDM4B chr19 0.212277606 + T2D risk Body
cg09036558 WWP2 chr16 0.212277606 + T2D risk Body
cg07015081 DNAJC1 chr10 0.212277606 + T2D risk Body
cg23190472 LAP3 chr4 0.212277606 + T2D risk Body
cg08755156 PRKAG2 chr7 0.212277606 + T2D risk Body
cg22630768 KDM4B chr19 0.212277606 + T2D risk Body
cg06648073 APBA1 chr9 0.212277606 + T2D risk ExonBnd
cg06648073 APBA1 chr9 0.212277606 + T2D risk Body
cg05890154 PRKAG2 chr7 0.212277606 + T2D risk Body
cg01558195 CUX1 chr7 0.212277606 + T2D risk Body
cg00802484 UBE2K chr4 0.212277606 + T2D risk Body
cg04935666 PACS2 chr14 0.212277606 + T2D risk Body
cg09567735 CUX2 chr12 0.212277606 + T2D risk Body
cg21548869 PACS2 chr14 0.212277606 + T2D risk Body
cg07478662 KDM4B chr19 0.212277606 + T2D risk Body
cg10580341 CHID1 chr11 0.212277606 + T2D risk Body
cg04808658 SEMA3G chr3 0.212277606 + T2D risk Body
cg13350140 RET chr10 0.212277606 + T2D risk Body
cg03575974 ACTN4 chr19 0.212277606 + T2D risk Body
cg00195144 DIP2C chr10 0.212277606 + T2D risk Body
cg26247841 ANK2 chr4 0.212277606 + T2D risk Body
cg06498313 DIP2C chr10 0.212277606 + T2D risk Body
cg04213845 DIP2C chr10 0.212277606 + T2D risk Body
cg20471927 DIP2C chr10 0.212277606 + T2D risk Body
cg06471596 CUX1 chr7 0.212277606 + T2D risk Body
cg16617758 KDM4B chr19 0.212277606 + T2D risk Body
cg24610790 GNA12 chr7 0.212277606 + T2D risk Body
cg25887619 CUX1 chr7 0.212277606 + T2D risk Body
cg15705062 KDM4B chr19 0.212277606 + T2D risk Body
cg24136740 DIP2C chr10 0.212277606 + T2D risk Body
cg04670766 TPCN1 chr12 0.212277606 + T2D risk Body
cg21490597 ANK2 chr4 0.212277606 + T2D risk Body
cg25028189 RAP1GAP2 chr17 0.212277606 + T2D risk Body
cg18638769 PACS2 chr14 0.212277606 + T2D risk Body
cg24919753 GRK5 chr10 0.212277606 + T2D risk Body
cg22079102 KDM4B chr19 0.212277606 + T2D risk Body
cg20517784 DIP2C chr10 0.212277606 + T2D risk Body
cg05676622 RBM4 chr11 0.212277606 + T2D risk Body
cg01699430 CUX2 chr12 0.212277606 + T2D risk Body
cg01244571 DIP2C chr10 0.212277606 + T2D risk Body
cg18698699 DIP2C chr10 0.212277606 + T2D risk Body



cg02208820 DIP2C chr10 0.212277606 + T2D risk Body
cg15232214 ZHX2 chr8 0.212277606 + T2D risk Body
cg03286391 PACRG chr6 0.212277606 + T2D risk Body
cg24429708 DIP2C chr10 0.212277606 + T2D risk Body
cg08829140 CUX1 chr7 0.212277606 + T2D risk Body
cg01915888 TPCN1 chr12 0.212277606 + T2D risk Body
cg02970735 PACS2 chr14 0.212277606 + T2D risk 3'UTR
cg03559389 DIP2C chr10 0.212277606 + T2D risk Body
cg16576106 MGRN1 chr16 0.212277606 + T2D risk Body
cg16576106 MGRN1 chr16 0.212277606 + T2D risk 3'UTR
cg07046047 CHID1 chr11 0.212277606 + T2D risk Body
cg27211136 CLEC16A chr16 0.212277606 + T2D risk Body
cg11378778 KDM4B chr19 0.212277606 + T2D risk Body
cg01361261 DIP2C chr10 0.212277606 + T2D risk Body
cg00774520 KCNIP3 chr2 0.212277606 + T2D risk Body
cg11623677 SGSM2 chr17 0.212277606 + T2D risk Body
cg21726593 NOTCH3 chr19 0.212277606 + T2D risk Body
cg03680932 ATXN1 chr6 0.212277606 + T2D risk Body
cg16560077 CREBBP chr16 0.212277606 + T2D risk Body
cg10062503 KIAA0232 chr4 0.212277606 + T2D risk Body
cg10652674 ANK3 chr10 0.212277606 + T2D risk Body
cg27324804 CUX1 chr7 0.212277606 + T2D risk Body
cg06599322 WIZ chr19 0.212277606 + T2D risk Body
cg16976034 CUX1 chr7 0.212277606 + T2D risk Body
cg11018271 GNA12 chr7 0.212277606 + T2D risk Body
cg17352109 USP29 chr19 0.212277606 + T2D risk TSS200
cg01712692 RGS7 chr1 0.212277606 + T2D risk Body
cg18074403 DIP2C chr10 0.212277606 + T2D risk Body
cg17713751 CUX1 chr7 0.212277606 + T2D risk Body
cg06952288 DIP2C chr10 0.212277606 + T2D risk Body
cg03686950 SLC29A4 chr7 0.212277606 + T2D risk Body
cg25949093 KDM4B chr19 0.212277606 + T2D risk Body
cg12753366 DIP2C chr10 0.212277606 + T2D risk Body
cg05664895 SLIT3 chr5 0.212277606 + T2D risk Body
cg07497933 RANBP17 chr5 0.212277606 + T2D risk Body
cg19512693 FLT1 chr13 0.212277606 + T2D risk Body
cg13867669 APBA1 chr9 0.212277606 + T2D risk Body
cg06685304 DIP2C chr10 0.212277606 + T2D risk Body
cg26873457 DIP2C chr10 0.212277606 + T2D risk Body
cg07349203 TPCN1 chr12 0.212277606 + T2D risk Body
cg18880543 PRKAG2 chr7 0.212277606 + T2D risk 5'UTR
cg18880543 PRKAG2 chr7 0.212277606 + T2D risk Body
cg08582182 CUX1 chr7 0.212277606 + T2D risk Body
cg14455403 LMCD1 chr3 0.212277606 + T2D risk Body
cg09362578 GNA12 chr7 0.212277606 + T2D risk Body
cg20065718 CHFR chr12 0.212277606 + T2D risk Body
cg15096465 DIP2C chr10 0.212277606 + T2D risk Body
cg05979433 CUX2 chr12 0.212277606 + T2D risk Body
cg11724750 PACRG chr6 0.212277606 + T2D risk Body
cg09563846 CHID1 chr11 0.212277606 + T2D risk Body
cg04724275 DIP2C chr10 0.212277606 + T2D risk Body
cg18037489 SGSM2 chr17 0.212277606 + T2D risk Body
cg03588299 DIP2C chr10 0.212277606 + T2D risk Body
cg12530103 DIP2C chr10 0.212277606 + T2D risk Body
cg25297146 DIP2C chr10 0.212277606 + T2D risk Body
cg19239104 KDM4B chr19 0.212277606 + T2D risk Body
cg16936421 DIP2C chr10 0.212277606 + T2D risk Body
cg21486579 PLAGL1 chr6 0.212277606 + T2D risk 5'UTR
cg12465250 PACRG chr6 0.212277606 + T2D risk Body
cg20525229 CUX2 chr12 0.212277606 + T2D risk Body
cg05483131 DIP2C chr10 0.212277606 + T2D risk Body
cg08498465 CLEC16A chr16 0.212277606 + T2D risk Body
cg25104619 DYNC1I2 chr2 0.212277606 + T2D risk Body
cg12712747 COL4A1 chr13 0.212277606 + T2D risk Body
cg23844018 DIP2C chr10 0.212277606 + T2D risk Body
cg25312876 KDM4B chr19 0.212277606 + T2D risk 3'UTR
cg13630560 DIP2C chr10 0.212277606 + T2D risk Body
cg24807761 CALD1 chr7 0.212277606 + T2D risk Body
cg09848445 RET chr10 0.212277606 + T2D risk Body
cg27318635 CREBBP chr16 0.212277606 + T2D risk Body



cg08419373 WWP2 chr16 0.212277606 + T2D risk Body
cg27185772 TPCN1 chr12 0.212277606 + T2D risk Body
cg07976816 KIAA0232 chr4 0.212277606 + T2D risk 3'UTR
cg08701134 WWP2 chr16 0.212277606 + T2D risk Body
cg23520889 PACS2 chr14 0.212277606 + T2D risk Body
cg21080473 DDC chr7 0.212277606 + T2D risk Body
cg02842850 KDM4B chr19 0.212277606 + T2D risk Body
cg00248439 GRK5 chr10 0.212277606 + T2D risk Body
cg14020326 PACS2 chr14 0.212277606 + T2D risk Body
cg06105987 PRKAG2 chr7 0.212277606 + T2D risk Body
cg27448595 CHID1 chr11 0.212277606 + T2D risk Body
cg25754248 KDM4B chr19 0.212277606 + T2D risk Body
cg19264056 PDE3A chr12 0.212277606 + T2D risk Body
cg02407068 UBE2K chr4 0.212277606 + T2D risk Body
cg04586563 DIP2C chr10 0.212277606 + T2D risk TSS1500
cg16636182 KDM4B chr19 0.212277606 + T2D risk Body
cg06746318 CUX1 chr7 0.212277606 + T2D risk Body
cg23874145 CUX1 chr7 0.212277606 + T2D risk Body
cg27637597 SLC29A4 chr7 0.212277606 + T2D risk 3'UTR
cg19541247 PRKAG2 chr7 0.212277606 + T2D risk 5'UTR
cg19541247 PRKAG2 chr7 0.212277606 + T2D risk Body
cg07171237 CHFR chr12 0.212277606 + T2D risk Body
cg06740765 TENM2 chr5 0.212277606 + T2D risk Body
cg10584587 PACRG chr6 0.212277606 + T2D risk Body
cg24811125 GRK5 chr10 0.212277606 + T2D risk Body
cg24544320 ITPKB chr1 0.212277606 + T2D risk Body
cg00864551 PRKAG2 chr7 0.212277606 + T2D risk 5'UTR
cg00864551 PRKAG2 chr7 0.212277606 + T2D risk Body
cg07940971 DIP2C chr10 0.212277606 + T2D risk Body
cg10297430 CLEC16A chr16 0.212277606 + T2D risk Body
cg10367296 KDM4B chr19 0.212277606 + T2D risk Body
cg19185641 ATXN1 chr6 0.212277606 + T2D risk 5'UTR
cg15212354 DIP2C chr10 0.212277606 + T2D risk Body
cg18474185 PACS2 chr14 0.212277606 + T2D risk Body
cg04735960 CRYL1 chr13 0.212277606 + T2D risk Body
cg19500393 DIP2C chr10 0.212277606 + T2D risk Body
cg13985767 GNA12 chr7 0.212277606 + T2D risk Body
cg20095674 UNC80 chr2 0.212277606 + T2D risk Body
cg16889990 USP29 chr19 0.212277606 + T2D risk TSS200
cg13559217 KDM4B chr19 0.212277606 + T2D risk Body
cg11644402 CUX1 chr7 0.212277606 + T2D risk Body
cg26665209 CHFR chr12 0.212277606 + T2D risk Body
cg02569219 SGSM2 chr17 0.212277606 + T2D risk Body
cg23946462 CHID1 chr11 0.212277606 + T2D risk Body
cg06823965 CUX1 chr7 0.212277606 + T2D risk Body
cg01947482 PACS2 chr14 0.212277606 + T2D risk Body
cg14491482 GRK5 chr10 0.212277606 + T2D risk Body
cg20688475 KCNIP3 chr2 0.212277606 + T2D risk Body
cg10271315 DIP2C chr10 0.212277606 + T2D risk Body
cg17125804 CUX2 chr12 0.212277606 + T2D risk Body
cg22401907 ATXN1 chr6 0.212277606 + T2D risk 5'UTR
cg27581211 CLEC16A chr16 0.212277606 + T2D risk Body
cg09196257 DIP2C chr10 0.212277606 + T2D risk Body
cg18576013 AGPAT3 chr21 0.212277606 + T2D risk 3'UTR
cg16303074 RSF1 chr11 0.212277606 + T2D risk Body
cg08701479 KDM4B chr19 0.212277606 + T2D risk Body
cg26860604 WWP2 chr16 0.212277606 + T2D risk 1stExon
cg26860604 WWP2 chr16 0.212277606 + T2D risk 5'UTR
cg26860604 WWP2 chr16 0.212277606 + T2D risk Body
cg21186888 UNC80 chr2 0.212277606 + T2D risk Body
cg12370175 ADCY5 chr3 0.212277606 + T2D risk Body
cg21639613 AGPAT3 chr21 0.212277606 + T2D risk 3'UTR
cg11358549 NOTCH3 chr19 0.212277606 + T2D risk Body
cg04693895 DIP2C chr10 0.212277606 + T2D risk Body
cg26769118 DIP2C chr10 0.212277606 + T2D risk Body
cg15770446 CUX1 chr7 0.212277606 + T2D risk Body
cg25661931 ADCY5 chr3 0.212277606 + T2D risk 1stExon
cg12937183 PRKAG2 chr7 0.212277606 + T2D risk Body
cg22320999 TPCN1 chr12 0.212277606 + T2D risk 3'UTR
cg15605030 KCNIP3 chr2 0.212277606 + T2D risk Body



cg25535708 NOTCH3 chr19 0.212277606 + T2D risk Body
cg13544966 DIP2C chr10 0.212277606 + T2D risk Body
cg07658449 CUX2 chr12 0.212277606 + T2D risk Body
cg19910568 DNAJC1 chr10 0.212277606 + T2D risk Body
cg14616881 CRYL1 chr13 0.212277606 + T2D risk 3'UTR
cg27191554 NOTCH3 chr19 0.212277606 + T2D risk Body
cg14504291 SLIT3 chr5 0.212277606 + T2D risk Body
cg27373220 DIP2C chr10 0.212277606 + T2D risk Body
cg00393546 DIP2C chr10 0.212277606 + T2D risk Body
cg18884557 CUX1 chr7 0.212277606 + T2D risk Body
cg22772639 CUX1 chr7 0.212277606 + T2D risk Body
cg04361015 CUX1 chr7 0.212277606 + T2D risk Body
cg09943550 CHFR chr12 0.212277606 + T2D risk Body
cg06926306 WIZ chr19 0.212277606 + T2D risk Body
cg03346415 WWP2 chr16 0.212277606 + T2D risk Body
cg13226924 SGSM2 chr17 0.212277606 + T2D risk Body
cg01117269 DIP2C chr10 0.212277606 + T2D risk Body
cg05139081 TPCN1 chr12 0.212277606 + T2D risk Body
cg14325029 GRK5 chr10 0.212277606 + T2D risk Body
cg19473056 ULK4 chr3 0.212277606 + T2D risk 5'UTR
cg06173663 CUX1 chr7 0.212277606 + T2D risk Body
cg06976634 CHID1 chr11 0.212277606 + T2D risk Body
cg19216660 SGSM2 chr17 0.212277606 + T2D risk Body
cg06010390 CUX1 chr7 0.212277606 + T2D risk Body
cg11096675 SGSM2 chr17 0.212277606 + T2D risk Body
cg08897188 PRKAG2 chr7 0.212277606 + T2D risk 5'UTR
cg08897188 PRKAG2 chr7 0.212277606 + T2D risk Body
cg13475977 CRYL1 chr13 0.212277606 + T2D risk Body
cg21490485 PACS2 chr14 0.212277606 + T2D risk Body
cg03844838 DIP2C chr10 0.212277606 + T2D risk Body
cg24340453 SLC29A4 chr7 0.212277606 + T2D risk 3'UTR
cg22147968 CUX2 chr12 0.212277606 + T2D risk Body
cg27414105 TBC1D5 chr3 0.212317006 + T2D risk 5'UTR
cg16544621 PHACTR1 chr6 0.212317194 + T2D risk Body
cg17308981 CHFR chr12 0.21235352 - T2D risk Body
cg01067802 CDH22 chr20 0.212587926 - T2D risk Body
cg16418301 CLEC16A chr16 0.212651406 + T2D risk Body
cg02585702 BCAT1 chr12 0.212698058 + T2D risk Body
cg02279224 PLAGL1 chr6 0.212713576 - T2D risk TSS1500
cg20401555 ZHX2 chr8 0.2127354 + T2D risk 5'UTR
cg15140236 NCOA7 chr6 0.212761856 - T2D risk Body
cg15140236 NCOA7 chr6 0.212761856 - T2D risk TSS1500
cg20071652 TTC28 chr22 0.212803507 + T2D risk Body
cg06874242 SLC29A4 chr7 0.212811125 - T2D risk ExonBnd
cg06874242 SLC29A4 chr7 0.212811125 - T2D risk Body
cg01776199 SRPK2 chr7 0.212838347 - T2D risk Body
cg26289568 RET chr10 0.212923741 + T2D risk Body
cg27163167 SPAG9 chr17 0.212970061 + T2D risk Body
cg08030560 PRKCE chr2 0.21300193 - T2D risk Body
cg15389595 PACS1 chr11 0.213075699 + T2D risk Body
cg04895233 PLAGL1 chr6 0.21317176 - T2D risk TSS1500
cg08549692 TJP1 chr15 0.213200962 - T2D risk Body
cg02752727 SLC30A8 chr8 0.213357504 - T2D risk TSS200
cg02752727 SLC30A8 chr8 0.213357504 - T2D risk 5'UTR
cg08013143 NOTCH3 chr19 0.213364789 + T2D risk Body
cg04900366 PRKAG2 chr7 0.213385467 - T2D risk Body
cg16151354 DACH1 chr13 0.213496513 + T2D risk Body
cg20709200 PRKCE chr2 0.213498376 - T2D risk 1stExon
cg03150319 CREBBP chr16 0.213887665 + T2D risk Body
cg02307378 TPCN1 chr12 0.213918162 + T2D risk Body
cg13749777 TMEM59 chr1 0.213957072 + T2D risk TSS1500
cg15119735 SCAF11 chr12 0.213975624 - T2D risk Body
cg10834070 TBC1D5 chr3 0.213994993 - T2D risk Body
cg26544559 RBM4 chr11 0.214077874 - T2D risk Body
cg16594495 PHACTR1 chr6 0.214095461 + T2D risk Body
cg09605467 ARL8B chr3 0.214130538 + T2D risk Body
cg24599943 MDM1 chr12 0.214193578 - T2D risk 3'UTR
cg24599943 MDM1 chr12 0.214193578 - T2D risk Body
cg12872398 KDM4B chr19 0.214236917 - T2D risk Body
cg01878356 KDM4B chr19 0.214268594 + T2D risk 5'UTR



cg08334000 TTC28 chr22 0.214315793 + T2D risk Body
cg17343918 SSB chr2 0.214386871 - T2D risk 5'UTR
cg17343918 SSB chr2 0.214386871 - T2D risk ExonBnd
cg09915376 ZHX2 chr8 0.214400839 - T2D risk 5'UTR
cg11672159 RSF1 chr11 0.214411458 - T2D risk 1stExon
cg11672159 RSF1 chr11 0.214411458 - T2D risk 5'UTR
cg11782515 KDM4B chr19 0.214474802 + T2D risk 5'UTR
cg11005943 KCNJ12 chr17 0.214489552 + T2D risk Body
cg10593480 EIF1AY chrY 0.214518534 - T2D risk Body
cg18694755 ITPKB chr1 0.214617893 + T2D risk Body
cg25986804 NCOA2 chr8 0.214686762 - T2D risk 5'UTR
cg16979355 NOL4 chr18 0.214826321 - T2D risk 5'UTR
cg16979355 NOL4 chr18 0.214826321 - T2D risk Body
cg24445641 ULK4 chr3 0.214827261 - T2D risk Body
cg07420274 GAD1 chr2 0.214848838 + T2D risk Body
cg03418847 FBXL2 chr3 0.214907356 - T2D risk Body
cg11757033 WIZ chr19 0.214925886 - T2D risk Body
cg12150041 ARHGAP32 chr11 0.215002007 - T2D risk Body
cg10910267 TANC2 chr17 0.215062389 - T2D risk TSS1500
cg09441736 CUX1 chr7 0.215315661 + T2D risk Body
cg23062425 ITGA1 chr5 0.215563555 - T2D risk TSS200
cg06306674 TANC2 chr17 0.215695395 + T2D risk Body
cg25860737 GALK2 chr15 0.215700456 + T2D risk Body
cg25860737 GALK2 chr15 0.215700456 + T2D risk TSS1500
cg04783508 DIP2C chr10 0.215734274 - T2D risk Body
cg02770054 ATP4A chr19 0.216135207 - T2D risk Body
cg25802535 MAN1A2 chr1 0.216157048 + T2D risk Body
cg25079492 CLEC16A chr16 0.216174362 - T2D risk Body
cg17841456 RGS7 chr1 0.21622104 - T2D risk Body
cg04449354 PLEKHG3 chr14 0.216524433 - T2D risk Body
cg14930864 YWHAQ chr2 0.216595988 - T2D risk Body
cg01372618 PRKAG2 chr7 0.216863572 - T2D risk Body
cg03721064 DDC chr7 0.216941228 - T2D risk Body
cg07716110 NCOR1 chr17 0.216984199 - T2D risk Body
cg24477583 CMTR1 chr6 0.217021912 - T2D risk ExonBnd
cg24477583 CMTR1 chr6 0.217021912 - T2D risk Body
cg16391321 TSGA10 chr2 0.217105687 + T2D risk 5'UTR
cg06933137 PACRG chr6 0.217114086 - T2D risk Body
cg04465049 NPEPPS chr17 0.21726485 + T2D risk Body
cg06697448 LMCD1 chr3 0.217355443 + T2D risk Body
cg25797865 CDK8 chr13 0.217592251 + T2D risk Body
cg25195309 ENAH chr1 0.217669348 + T2D risk Body
cg00700008 USP53 chr4 0.217696801 - T2D risk 5'UTR
cg09999998 SEZ6L chr22 0.217737763 + T2D risk Body
cg25830094 ASH1L chr1 0.217758042 - T2D risk TSS200
cg21368511 RSF1 chr11 0.217768376 + T2D risk Body
cg18542050 ATP2B1 chr12 0.21777064 + T2D risk Body
cg23954193 STX6 chr1 0.217838084 - T2D risk Body
cg25067242 NGF chr1 0.217859325 - T2D risk TSS1500
cg02105817 DYNC1I2 chr2 0.217865754 + T2D risk 5'UTR
cg13014457 CADM1 chr11 0.217906475 - T2D risk Body
cg24305421 SLC30A8 chr8 0.217976527 - T2D risk 5'UTR
cg05033322 NPAT chr11 0.218119623 - T2D risk 1stExon
cg13210567 DIP2C chr10 0.218126874 - T2D risk Body
cg02324676 PRKAG2 chr7 0.218154187 - T2D risk Body
cg02747390 SRPK2 chr7 0.218168971 + T2D risk Body
cg19807968 SLC7A2 chr8 0.218185181 + T2D risk TSS200
cg19807968 SLC7A2 chr8 0.218185181 + T2D risk 5'UTR
cg18558455 CUX1 chr7 0.218203862 - T2D risk Body
cg17160687 UXS1 chr2 0.218247941 + T2D risk Body
cg10578504 SLC30A8 chr8 0.218315997 + T2D risk 5'UTR
cg10578504 SLC30A8 chr8 0.218315997 + T2D risk TSS1500
cg10320783 CADM1 chr11 0.218367238 - T2D risk Body
cg16381371 KREMEN1 chr22 0.218459443 - T2D risk Body
cg08863440 GAD1 chr2 0.218483207 + T2D risk Body
cg17908389 PICALM chr11 0.218621499 + T2D risk ExonBnd
cg17908389 PICALM chr11 0.218621499 + T2D risk Body
cg14015156 GRK5 chr10 0.21871989 + T2D risk Body
cg13433214 PRKACB chr1 0.218750259 + T2D risk Body
cg13433214 PRKACB chr1 0.218750259 + T2D risk TSS200



cg11105563 DIP2C chr10 0.218822547 - T2D risk Body
cg13810766 PRKAG2 chr7 0.218898755 + T2D risk Body
cg20368567 NF1 chr17 0.218948641 + T2D risk Body
cg03825370 APBA1 chr9 0.219031429 + T2D risk TSS1500
cg21462724 RAP1GAP2 chr17 0.219120194 - T2D risk Body
cg00552490 UXS1 chr2 0.219135431 + T2D risk Body
cg14413887 ARID2 chr12 0.219161008 - T2D risk Body
cg05229655 NOL4 chr18 0.219161349 - T2D risk Body
cg15959113 TENM2 chr5 0.219169667 - T2D risk Body
cg11768925 PRKACB chr1 0.219189688 - T2D risk Body
cg11768925 PRKACB chr1 0.219189688 - T2D risk TSS1500
cg22326973 UBE2K chr4 0.219340014 + T2D risk Body
cg26688665 SCAF8 chr6 0.21936086 - T2D risk Body
cg22080435 CRYL1 chr13 0.219385249 + T2D risk TSS200
cg08894980 CUX2 chr12 0.21939771 - T2D risk Body
cg03888365 ZHX2 chr8 0.21941153 + T2D risk TSS1500
cg14846425 SMG7 chr1 0.219560157 + T2D risk Body
cg06858773 DACH1 chr13 0.219675713 - T2D risk Body
cg09909601 INPP4A chr2 0.219705397 - T2D risk 5'UTR
cg27228042 FAM160A1 chr4 0.220081546 - T2D risk 5'UTR
cg14739284 CNTNAP2 chr7 0.220097611 - T2D risk Body
cg23364632 PHACTR1 chr6 0.220108148 + T2D risk Body
cg20983178 TENM2 chr5 0.220233797 + T2D risk Body
cg23838527 ATXN1 chr6 0.220277132 + T2D risk 5'UTR
cg18328894 CPLX2 chr5 0.220394122 - T2D risk 5'UTR
cg23031705 TTC28 chr22 0.220424598 + T2D risk Body
cg13293126 CPLX2 chr5 0.220441995 + T2D risk 5'UTR
cg24239882 ST8SIA1 chr12 0.220447718 - T2D risk TSS1500
cg00113208 CUL1 chr7 0.22055674 + T2D risk TSS1500
cg03132727 STX6 chr1 0.220598453 - T2D risk Body
cg00782811 RCAN2 chr6 0.22070299 + T2D risk TSS1500
cg04030141 ATXN1 chr6 0.220742285 + T2D risk 5'UTR
cg05130386 CLASP2 chr3 0.220807872 - T2D risk Body
cg19952216 CRYL1 chr13 0.220930952 - T2D risk Body
cg19087217 CADM1 chr11 0.220945595 - T2D risk Body
cg10037027 SSB chr2 0.22100183 + T2D risk 1stExon
cg10037027 SSB chr2 0.22100183 + T2D risk 5'UTR
cg22928999 FBXO11 chr2 0.221101376 + T2D risk Body
cg16893488 NCOA2 chr8 0.22115742 + T2D risk 5'UTR
cg22202558 CUX1 chr7 0.221274683 + T2D risk Body
cg07479001 BCAT1 chr12 0.221445292 + T2D risk Body
cg06150819 ARPP19 chr15 0.221496508 + T2D risk 5'UTR
cg06150819 ARPP19 chr15 0.221496508 + T2D risk 1stExon
cg06150819 ARPP19 chr15 0.221496508 + T2D risk TSS200
cg12983550 SEZ6L chr22 0.221599941 + T2D risk Body
cg23814223 COL4A1 chr13 0.221606605 + T2D risk Body
cg19330292 POC1B chr12 0.221619057 - T2D risk Body
cg19330292 POC1B chr12 0.221619057 - T2D risk 5'UTR
cg17843143 IFT74 chr9 0.221625027 - T2D risk TSS1500
cg08692211 MEIS2 chr15 0.221656009 + T2D risk Body
cg18857021 ARL15 chr5 0.2217243 - T2D risk TSS1500
cg08980987 BCAT1 chr12 0.221883361 + T2D risk Body
cg26641425 CMTR1 chr6 0.222005919 - T2D risk Body
cg06431586 KIAA0355 chr19 0.222038918 - T2D risk TSS200
cg20191365 NOL4 chr18 0.222263363 + T2D risk 5'UTR
cg20191365 NOL4 chr18 0.222263363 + T2D risk Body
cg00702231 PLAGL1 chr6 0.222270377 + T2D risk 5'UTR
cg00702231 PLAGL1 chr6 0.222270377 + T2D risk 1stExon
cg18080303 LAMA4 chr6 0.222276411 - T2D risk TSS1500
cg19989141 ST6GAL1 chr3 0.222308636 - T2D risk 5'UTR
cg24123860 TENM2 chr5 0.222506332 + T2D risk Body
cg04932802 MGRN1 chr16 0.222564671 - T2D risk Body
cg16311613 PACS1 chr11 0.222596841 - T2D risk Body
cg03432172 CUX1 chr7 0.222598267 - T2D risk Body
cg15446032 AGPAT3 chr21 0.222738446 - T2D risk 5'UTR
cg15446032 AGPAT3 chr21 0.222738446 - T2D risk TSS1500
cg17889682 DYNC1I1 chr7 0.22277549 + T2D risk 5'UTR
cg27291710 NGF chr1 0.222921286 + T2D risk 5'UTR
cg05322822 INPP4A chr2 0.223058814 - T2D risk TSS1500
cg10799249 DIP2C chr10 0.223180063 + T2D risk Body



cg06626733 RAP1GAP2 chr17 0.223231543 + T2D risk Body
cg14485156 RSF1 chr11 0.223249848 - T2D risk Body
cg21211144 NCOR1 chr17 0.223350324 + T2D risk TSS200
cg15012864 ITPKB chr1 0.223485548 - T2D risk Body
cg05609864 RBBP6 chr16 0.223496036 + T2D risk TSS1500
cg08953938 RTN4 chr2 0.223641798 - T2D risk Body
cg05038241 GRK5 chr10 0.223690669 + T2D risk Body
cg15565593 GLG1 chr16 0.223736504 - T2D risk Body
cg15827752 LMX1B chr9 0.22398918 + T2D risk Body
cg15070945 MTHFS chr15 0.224113758 - T2D risk Body
cg03846063 PRKCE chr2 0.22434484 - T2D risk Body
cg25225968 LMCD1 chr3 0.22435819 + T2D risk TSS1500
cg11454606 CHKA chr11 0.224389162 - T2D risk TSS200
cg10481617 PHACTR1 chr6 0.224595388 + T2D risk Body
cg02129643 KDR chr4 0.224639644 - T2D risk Body
cg27484945 WIZ chr19 0.224724065 + T2D risk TSS1500
cg04630908 DIP2C chr10 0.22502295 + T2D risk 3'UTR
cg15635472 TPCN1 chr12 0.225190405 - T2D risk 5'UTR
cg15635472 TPCN1 chr12 0.225190405 - T2D risk 1stExon
cg03434319 PRKCB chr16 0.225239832 + T2D risk Body
cg03109553 ATRNL1 chr10 0.22524422 - T2D risk Body
cg11687389 PHACTR1 chr6 0.225262593 + T2D risk Body
cg18314121 ENAH chr1 0.225374532 + T2D risk Body
cg05308829 GNA12 chr7 0.225547919 - T2D risk Body
cg03247739 CREBBP chr16 0.225550863 + T2D risk Body
cg20674067 SEZ6L chr22 0.225551717 + T2D risk Body
cg03097819 PRKAG2 chr7 0.22558712 + T2D risk Body
cg24503966 NOL4 chr18 0.225679028 - T2D risk TSS1500
cg24503966 NOL4 chr18 0.225679028 - T2D risk TSS200
cg07932921 DLL4 chr15 0.22574951 - T2D risk TSS200
cg05782976 WWP2 chr16 0.225837922 - T2D risk Body
cg02263703 PRKCE chr2 0.225898358 + T2D risk Body
cg26843612 ATXN1 chr6 0.225981613 - T2D risk 5'UTR
cg16218074 RCAN2 chr6 0.226044884 + T2D risk Body
cg26083045 LMCD1 chr3 0.22614763 + T2D risk Body
cg23883807 ATXN1 chr6 0.226183457 + T2D risk 5'UTR
cg18414253 ANK2 chr4 0.226269072 - T2D risk Body
cg10684297 TBC1D5 chr3 0.226310905 - T2D risk 5'UTR
cg03177729 SEC31A chr4 0.22634142 + T2D risk 5'UTR
cg07031665 RSF1 chr11 0.226359068 + T2D risk TSS1500
cg14998312 ARL15 chr5 0.226434571 - T2D risk Body
cg13271643 CRYL1 chr13 0.226461179 - T2D risk Body
cg14957660 DIP2C chr10 0.22654434 - T2D risk Body
cg23351327 PRKAG2 chr7 0.22663102 + T2D risk Body
cg22355498 SRPK2 chr7 0.226676683 + T2D risk Body
cg22355498 SRPK2 chr7 0.226676683 + T2D risk 5'UTR
cg21105876 DIP2C chr10 0.226793722 - T2D risk Body
cg07604514 MDM1 chr12 0.226848153 - T2D risk Body
cg16592149 PDLIM5 chr4 0.22707986 + T2D risk Body
cg05673731 PTPRU chr1 0.227347128 + T2D risk Body

ch.4.2917740F FNIP2 chr4 0.227398558 + T2D risk Body
cg00584106 ANK2 chr4 0.227572815 + T2D risk Body
cg17659271 SLC29A4 chr7 0.227582372 - T2D risk Body
cg07029277 TSC22D1 chr13 0.227635633 + T2D risk 1stExon
cg07029277 TSC22D1 chr13 0.227635633 + T2D risk 5'UTR
cg23465749 ARID2 chr12 0.227655161 - T2D risk TSS200
cg23485716 DIP2C chr10 0.227698369 + T2D risk Body
cg00644447 DIP2C chr10 0.22771676 - T2D risk Body
cg01151886 PRKAG2 chr7 0.227840526 + T2D risk Body
cg00605763 DLL4 chr15 0.227896354 + T2D risk Body

ch.1.3587792F SMG7 chr1 0.228105606 + T2D risk Body
cg15507440 PDE3A chr12 0.228247478 + T2D risk TSS200
cg22438356 PACS1 chr11 0.228301457 + T2D risk Body
cg27632318 RGS7 chr1 0.228323733 + T2D risk Body
cg24723476 DIP2C chr10 0.228343344 + T2D risk Body
cg01973676 CUX1 chr7 0.228362277 + T2D risk Body
cg07124173 EIF4EBP3 chr5 0.228378529 - T2D risk TSS200
cg18906283 UBE2K chr4 0.228632458 - T2D risk Body
cg09525324 PDLIM5 chr4 0.228673034 - T2D risk TSS200
cg13784237 KCNIP3 chr2 0.228681998 - T2D risk Body



cg02433905 ATP6V1A chr3 0.22872702 - T2D risk TSS1500
cg17446199 KDM4B chr19 0.22873868 + T2D risk 5'UTR
cg21283302 CUX1 chr7 0.228749611 + T2D risk Body
cg22534967 RHOA chr3 0.228853906 - T2D risk TSS200
cg26368594 ANK3 chr10 0.228855696 + T2D risk Body
cg23401436 HNRNPA2B1 chr7 0.228864264 - T2D risk 3'UTR
cg19484260 ACTN4 chr19 0.228991349 - T2D risk Body
cg00095626 GNA12 chr7 0.229040665 - T2D risk Body
cg16865135 RTN4 chr2 0.229266847 + T2D risk TSS1500
cg16865135 RTN4 chr2 0.229266847 + T2D risk Body
cg17254176 PRKAG2 chr7 0.229274033 - T2D risk Body
cg04770940 ARHGAP32 chr11 0.22932292 - T2D risk Body
cg04502704 DDHD2 chr8 0.229514469 - T2D risk Body
cg22886643 FNIP2 chr4 0.229749926 + T2D risk Body
cg02712585 KDM4B chr19 0.229771847 + T2D risk Body
cg23132302 RAP1GAP2 chr17 0.22978677 - T2D risk Body
cg02810494 CLEC16A chr16 0.229790064 - T2D risk Body
cg09600585 CDH22 chr20 0.229865217 - T2D risk 5'UTR
cg04655520 CALD1 chr7 0.22989838 - T2D risk 1stExon
cg04655520 CALD1 chr7 0.22989838 - T2D risk Body
cg04655520 CALD1 chr7 0.22989838 - T2D risk 5'UTR
cg08674349 PACRG chr6 0.229919645 - T2D risk Body
cg01500851 RHOQ chr2 0.229987209 + T2D risk TSS1500
cg23371754 ANK2 chr4 0.230077774 + T2D risk Body
cg13360249 ARL15 chr5 0.230083482 - T2D risk Body
cg02889558 CLEC16A chr16 0.230114624 + T2D risk 3'UTR
cg06089298 SCAF8 chr6 0.230127381 - T2D risk Body
cg22639895 KCNJ12 chr17 0.230135978 + T2D risk TSS200
cg20818806 COL4A1 chr13 0.230521059 - T2D risk Body
cg10505247 PFKFB2 chr1 0.230618765 + T2D risk TSS200
cg09304293 PACRG chr6 0.230619478 - T2D risk Body
cg17286640 KDR chr4 0.230620446 - T2D risk Body
cg01900788 PACS2 chr14 0.23063253 + T2D risk Body
cg18399451 ATXN1 chr6 0.230817816 + T2D risk 5'UTR
cg11566894 ACTN4 chr19 0.230930594 + T2D risk Body
cg09454524 PRKCE chr2 0.230932217 + T2D risk Body
cg11804248 GALK2 chr15 0.230965596 + T2D risk TSS200
cg17836487 TMEM131 chr2 0.231001541 + T2D risk Body
cg13785200 RAP1GAP2 chr17 0.23105183 + T2D risk Body
cg01766077 ARL15 chr5 0.231369737 - T2D risk Body
cg10252135 PDE7A chr8 0.23138289 - T2D risk TSS1500
cg01615815 CNTNAP2 chr7 0.231480408 - T2D risk Body
cg05265414 COL4A1 chr13 0.23161416 + T2D risk Body
cg11239445 CALD1 chr7 0.231627806 + T2D risk Body
cg27172310 ATP6V1A chr3 0.231631316 - T2D risk 5'UTR
cg18239942 PACS2 chr14 0.231640655 + T2D risk Body
cg09767960 CUL1 chr7 0.231645009 - T2D risk Body
cg11653336 CHFR chr12 0.231688752 + T2D risk TSS1500
cg02867373 ITPKB chr1 0.23175582 + T2D risk Body
cg25706530 NOL4 chr18 0.231760735 + T2D risk Body
cg25706530 NOL4 chr18 0.231760735 + T2D risk TSS200
cg13980808 BCAT1 chr12 0.231825754 - T2D risk Body
cg12634271 MEIS2 chr15 0.23188849 - T2D risk 3'UTR
cg12634271 MEIS2 chr15 0.23188849 - T2D risk Body
cg18105702 CUX2 chr12 0.231946218 + T2D risk Body
cg04807239 ANK2 chr4 0.232009318 - T2D risk Body
cg18630348 PACRG chr6 0.232044243 - T2D risk Body
cg14936601 CUX1 chr7 0.232065774 - T2D risk Body
cg26276369 PRKAG2 chr7 0.232093098 - T2D risk 5'UTR
cg26276369 PRKAG2 chr7 0.232093098 - T2D risk 1stExon
cg26276369 PRKAG2 chr7 0.232093098 - T2D risk Body
cg04017584 CUX1 chr7 0.232324747 + T2D risk 3'UTR
cg04017584 CUX1 chr7 0.232324747 + T2D risk Body
cg24357619 MEIS2 chr15 0.232371334 + T2D risk Body
cg27444700 KIAA1217 chr10 0.232478665 - T2D risk Body
cg24040299 PACS2 chr14 0.232598515 + T2D risk Body
cg05989951 AGPAT3 chr21 0.232627822 + T2D risk 5'UTR
cg05989951 AGPAT3 chr21 0.232627822 + T2D risk ExonBnd
cg18923228 CREBBP chr16 0.232768866 - T2D risk Body
cg14656131 UNC80 chr2 0.232823954 - T2D risk TSS200



cg00727112 FNIP2 chr4 0.232845022 + T2D risk 1stExon
cg22935319 TOP2A chr17 0.232919887 - T2D risk 3'UTR
cg13849378 RGS7 chr1 0.232941802 - T2D risk 1stExon
cg13849378 RGS7 chr1 0.232941802 - T2D risk 5'UTR
cg07101082 NCOA2 chr8 0.23307789 - T2D risk Body
cg21287519 SGSM2 chr17 0.23316388 + T2D risk Body
cg00746693 KIAA0355 chr19 0.233170002 - T2D risk 5'UTR
cg18970103 CNTNAP2 chr7 0.233289988 - T2D risk Body
cg08539841 KIAA1217 chr10 0.233326126 - T2D risk TSS200
cg07293993 MTHFS chr15 0.233364144 + T2D risk Body
cg17808132 PPP1R12A chr12 0.233384432 + T2D risk Body
cg14916924 LMX1B chr9 0.233388466 + T2D risk Body
cg12607378 SLIT3 chr5 0.233427015 - T2D risk Body
cg18324798 DNAH9 chr17 0.233428078 - T2D risk 1stExon
cg01914991 DNAJC13 chr3 0.233466455 - T2D risk TSS1500
cg13564889 CPLX2 chr5 0.233528262 - T2D risk 5'UTR
cg14378798 LMX1B chr9 0.233683375 + T2D risk Body
cg18764438 SNX4 chr3 0.233741617 + T2D risk Body
cg04678096 GALK2 chr15 0.233888536 - T2D risk Body
cg13759778 NF1 chr17 0.234007699 + T2D risk Body
cg00205501 PRKCE chr2 0.234055458 + T2D risk Body
cg05727605 MET chr7 0.234137864 - T2D risk Body
cg21315874 ST20 chr15 0.234300746 + T2D risk 5'UTR
cg11416338 PDE3A chr12 0.234314088 + T2D risk 1stExon
cg20634940 DIP2C chr10 0.234322905 + T2D risk Body
cg25050951 TJP1 chr15 0.234323524 - T2D risk TSS1500
cg08526412 TMEM59 chr1 0.234377362 - T2D risk TSS1500
cg16901821 TMEM131 chr2 0.234447074 + T2D risk Body
cg02693745 ATRN chr20 0.234593282 + T2D risk TSS1500
cg12511023 PACS1 chr11 0.234715558 + T2D risk Body
cg06649805 RGS7 chr1 0.234818302 - T2D risk Body
cg14670266 INPP4A chr2 0.234935174 + T2D risk 5'UTR
cg01609612 ATXN1 chr6 0.234939695 + T2D risk 5'UTR
cg19821840 CLASP2 chr3 0.234941704 - T2D risk TSS1500
cg24255115 TJP1 chr15 0.234945727 - T2D risk Body
cg11074362 DENND4C chr9 0.2349688 + T2D risk Body
cg08950508 PRKACB chr1 0.235003132 + T2D risk Body
cg01803284 DDC chr7 0.235067714 - T2D risk Body
cg19898425 PACS2 chr14 0.235077434 + T2D risk 5'UTR
cg19898425 PACS2 chr14 0.235077434 + T2D risk Body
cg13978466 UNC80 chr2 0.235116798 + T2D risk Body
cg10747758 ATRNL1 chr10 0.235137217 + T2D risk Body
cg04264638 CLOCK chr4 0.235279905 - T2D risk 5'UTR
cg14409987 PRKCE chr2 0.235347226 - T2D risk Body
cg16241421 CUX2 chr12 0.235776761 + T2D risk Body
cg10521786 PRKCE chr2 0.235852242 - T2D risk Body
cg21637886 BCAT1 chr12 0.235968003 + T2D risk Body
cg01194982 SLC30A8 chr8 0.236023413 - T2D risk 5'UTR
cg01194982 SLC30A8 chr8 0.236023413 - T2D risk 1stExon
cg01194982 SLC30A8 chr8 0.236023413 - T2D risk TSS1500
cg12651137 KCNIP3 chr2 0.236031806 + T2D risk Body
cg13280524 UBE2K chr4 0.236079835 + T2D risk Body
cg06531595 PDE5A chr4 0.236173102 - T2D risk Body
cg03886752 TMEM219 chr16 0.236221586 - T2D risk 5'UTR
cg07515170 PPP1R12A chr12 0.236322828 + T2D risk TSS1500
cg24284571 DIP2C chr10 0.236488319 + T2D risk Body
cg18625951 CNTNAP2 chr7 0.23660529 - T2D risk Body
cg23715559 NUP98 chr11 0.236648511 + T2D risk TSS1500
cg14929320 ARIH1 chr15 0.236672947 - T2D risk Body
cg23470864 EFCAB14 chr1 0.236706234 + T2D risk TSS200
cg14407719 LAP3 chr4 0.236796086 - T2D risk Body
cg03668835 TBC1D5 chr3 0.23679688 + T2D risk 5'UTR
cg03668835 TBC1D5 chr3 0.23679688 + T2D risk 1stExon
cg17514942 SUB1 chr5 0.236859188 - T2D risk 5'UTR
cg03740159 SRPK2 chr7 0.23698444 - T2D risk TSS200
cg04022888 ITPKB chr1 0.237006806 + T2D risk Body
cg07473223 PACS2 chr14 0.237194548 - T2D risk Body
cg26749690 CEP126 chr11 0.237239497 + T2D risk Body
cg23563350 SSBP2 chr5 0.237259598 + T2D risk Body
cg13657981 CALD1 chr7 0.237404147 - T2D risk Body



cg02784144 GPC4 chrX 0.237417694 + T2D risk Body
cg12808565 DIP2C chr10 0.237436772 - T2D risk Body
cg03082335 NCOA2 chr8 0.237438107 - T2D risk Body
cg05694499 AMD1 chr6 0.237620921 - T2D risk 5'UTR
cg05694499 AMD1 chr6 0.237620921 - T2D risk Body
cg22549086 PRKCE chr2 0.237657126 + T2D risk Body
cg00889791 NCOA7 chr6 0.237784121 - T2D risk 5'UTR
cg00889791 NCOA7 chr6 0.237784121 - T2D risk Body
cg26884806 PACS2 chr14 0.237859974 + T2D risk Body
cg06061536 ULK4 chr3 0.23786931 + T2D risk Body
cg10589720 DACH1 chr13 0.237935664 - T2D risk Body
cg01383349 CREBBP chr16 0.238270692 + T2D risk Body
cg13613280 NGF chr1 0.238295476 + T2D risk TSS200
cg01012082 NCOA2 chr8 0.238305978 + T2D risk 3'UTR
cg16784366 LMCD1 chr3 0.238321075 - T2D risk Body
cg00499857 DENND4C chr9 0.238441161 + T2D risk Body
cg00665816 APBA1 chr9 0.238456995 - T2D risk Body
cg24061580 PRKAG2 chr7 0.238548237 + T2D risk 5'UTR
cg24061580 PRKAG2 chr7 0.238548237 + T2D risk 1stExon
cg13150071 CRYL1 chr13 0.238598219 + T2D risk Body
cg06665622 RCAN2 chr6 0.238723614 - T2D risk TSS200
cg01191065 DNAH9 chr17 0.23877823 - T2D risk TSS1500
cg01191065 DNAH9 chr17 0.23877823 - T2D risk Body
cg18772376 ST8SIA1 chr12 0.238886791 - T2D risk Body
cg16998466 SH3GL2 chr9 0.239034467 - T2D risk Body
cg02105034 SMG7 chr1 0.23909929 + T2D risk 5'UTR
cg02105034 SMG7 chr1 0.23909929 + T2D risk Body
cg10991406 PHF21A chr11 0.239204026 + T2D risk Body
cg05970992 KIAA0232 chr4 0.23920925 + T2D risk 5'UTR
cg03567939 PRKAG2 chr7 0.239277024 + T2D risk 5'UTR
cg03567939 PRKAG2 chr7 0.239277024 + T2D risk Body
cg17504397 TOP2A chr17 0.239308112 - T2D risk TSS1500
cg04569594 SNX4 chr3 0.239321066 + T2D risk Body
cg15625480 SGSM2 chr17 0.239467738 + T2D risk Body
cg18590709 SPAG9 chr17 0.239469277 + T2D risk Body
cg11478105 SCARB2 chr4 0.239518758 - T2D risk Body
cg18205244 CUX1 chr7 0.239537507 + T2D risk Body
cg17773453 PRKCE chr2 0.239848313 - T2D risk Body
cg00098053 NCOR1 chr17 0.239857528 + T2D risk Body
cg12715421 DDC chr7 0.240005291 + T2D risk TSS1500
cg12715421 DDC chr7 0.240005291 + T2D risk 5'UTR
cg04610422 KIAA1217 chr10 0.240015062 + T2D risk 5'UTR
cg00570368 MYO6 chr6 0.240023899 - T2D risk 5'UTR
cg08211120 CREBBP chr16 0.24007371 + T2D risk Body
cg26147736 KIAA1217 chr10 0.240169724 - T2D risk Body
cg00598235 LAP3 chr4 0.240235887 - T2D risk Body
cg18649198 PRKAG2 chr7 0.240391632 - T2D risk Body
cg02487987 ITGA1 chr5 0.240528456 - T2D risk Body
cg02334521 DIP2C chr10 0.240534774 + T2D risk Body
cg24874180 DKK2 chr4 0.240548399 - T2D risk Body
cg18772584 ANK2 chr4 0.240556337 + T2D risk Body
cg06461071 ARL15 chr5 0.240592935 - T2D risk Body
cg09729395 PACRG chr6 0.240606809 + T2D risk Body
cg05642515 GNA12 chr7 0.240626859 + T2D risk Body
cg08777703 DACH1 chr13 0.240636867 - T2D risk Body
cg15104618 RAP1B chr12 0.240657319 - T2D risk 5'UTR
cg18533833 CHFR chr12 0.240660145 - T2D risk TSS1500
cg17808901 WDR48 chr3 0.240692437 + T2D risk TSS200
cg25501730 KDM4B chr19 0.240754526 + T2D risk 5'UTR
cg04048392 LMX1B chr9 0.240795214 + T2D risk Body
cg25814236 TENM2 chr5 0.240924449 + T2D risk Body
cg02238043 ATP8A2 chr13 0.241070333 - T2D risk Body
cg03670501 SRPK2 chr7 0.241124542 - T2D risk Body
cg18742528 PHACTR1 chr6 0.241131409 - T2D risk Body
cg15808673 PRKCE chr2 0.241183176 - T2D risk Body
cg09855155 TENM2 chr5 0.241224354 + T2D risk Body
cg00778443 RSF1 chr11 0.241308314 - T2D risk Body
cg18542613 DACH1 chr13 0.241463598 - T2D risk Body
cg12125241 PDE8A chr15 0.241480027 - T2D risk Body
cg02078598 INPP4A chr2 0.241532695 - T2D risk Body



cg15898192 CHFR chr12 0.241552701 + T2D risk Body
cg04962621 MGRN1 chr16 0.241581466 + T2D risk Body
cg16080656 ARL8B chr3 0.241610409 - T2D risk TSS200
cg21332948 AGPAT3 chr21 0.241694578 + T2D risk 5'UTR
cg07033239 PACS1 chr11 0.241761756 + T2D risk Body
cg19344315 ATXN1 chr6 0.241934385 - T2D risk 5'UTR
cg26434332 CADM1 chr11 0.242078702 - T2D risk Body
cg06579558 NQO1 chr16 0.242091518 - T2D risk Body
cg14022656 COL4A1 chr13 0.242154721 + T2D risk Body
cg08012845 GLG1 chr16 0.242438116 + T2D risk 3'UTR
cg08012845 GLG1 chr16 0.242438116 + T2D risk Body
cg26107538 CNTNAP2 chr7 0.242471297 + T2D risk Body
cg26236775 NCOA7 chr6 0.242494711 - T2D risk 5'UTR
cg26236775 NCOA7 chr6 0.242494711 - T2D risk TSS1500
cg27037537 KANTR chrX 0.242549248 + T2D risk Body
cg17570555 FAM160A1 chr4 0.242638257 - T2D risk Body
cg25412138 TPCN1 chr12 0.242640013 - T2D risk Body
cg14359656 SPAG9 chr17 0.242647284 - T2D risk Body
cg22473770 NF1 chr17 0.242673427 - T2D risk Body
cg00891664 CDH22 chr20 0.242741072 - T2D risk Body
cg14368117 MEIS2 chr15 0.242766637 + T2D risk Body
cg21879740 SKAP1 chr17 0.242808019 - T2D risk Body
cg02144458 PRKCE chr2 0.242829725 + T2D risk Body
cg14645844 ZHX2 chr8 0.242831578 + T2D risk 5'UTR
cg01423695 PRKAG2 chr7 0.242848509 + T2D risk 5'UTR
cg01423695 PRKAG2 chr7 0.242848509 + T2D risk Body
cg03320208 TENM2 chr5 0.242874456 - T2D risk Body
cg15820610 KDM4B chr19 0.242903465 - T2D risk Body
cg18236477 ATP8A2 chr13 0.242924775 + T2D risk Body
cg18078795 KCNIP3 chr2 0.243114721 + T2D risk Body
cg00321115 FLT1 chr13 0.243158453 + T2D risk Body
cg00321115 FLT1 chr13 0.243158453 + T2D risk 3'UTR
cg11677960 NCOR1 chr17 0.243351965 - T2D risk Body
cg25401482 KDM4B chr19 0.243427844 + T2D risk Body
cg19521438 ATRNL1 chr10 0.243511394 - T2D risk Body
cg11323828 DLL4 chr15 0.24359002 + T2D risk 3'UTR
cg02132909 DYNC1I1 chr7 0.243632552 - T2D risk Body
cg06718419 POLA1 chrX 0.243704463 - T2D risk ExonBnd
cg06718419 POLA1 chrX 0.243704463 - T2D risk Body
cg21350153 KCNIP3 chr2 0.243747226 + T2D risk Body
cg05930502 KDM4B chr19 0.243757654 - T2D risk Body
cg24132146 PHACTR1 chr6 0.243845671 + T2D risk TSS1500
cg21000520 ROBO2 chr3 0.243974333 - T2D risk 5'UTR
cg21000520 ROBO2 chr3 0.243974333 - T2D risk Body
cg13209122 ITPKB chr1 0.243977771 + T2D risk TSS1500
cg05217312 KIAA1217 chr10 0.244013698 - T2D risk 5'UTR
cg19052870 PPFIBP1 chr12 0.24405792 - T2D risk 5'UTR
cg03773731 NOTCH3 chr19 0.244081092 + T2D risk Body
cg24647724 DNAH9 chr17 0.244214708 - T2D risk Body
cg26633695 ANKHD1 chr5 0.244215816 + T2D risk Body
cg08351088 ARL8B chr3 0.244287822 + T2D risk Body
cg25336228 NUF2 chr1 0.24441116 - T2D risk TSS1500
cg10711857 SCARB2 chr4 0.244435985 - T2D risk Body
cg12991594 TENM2 chr5 0.244468943 + T2D risk Body
cg21757513 GRK5 chr10 0.244495671 + T2D risk Body
cg13784796 MEIS2 chr15 0.244528534 + T2D risk Body
cg18873911 NQO1 chr16 0.24455768 - T2D risk 5'UTR
cg18873911 NQO1 chr16 0.24455768 - T2D risk 1stExon
cg03242869 KIAA1217 chr10 0.244610729 + T2D risk 5'UTR
cg25450986 TOP2A chr17 0.244613818 + T2D risk TSS200
cg20762590 PRKD1 chr14 0.244676025 - T2D risk Body
cg04920279 GNA12 chr7 0.244830496 + T2D risk Body
cg12978800 PRKAG2 chr7 0.245032816 - T2D risk Body
cg23478225 PRKCE chr2 0.245044404 - T2D risk Body
cg08056517 ULK4 chr3 0.245078431 - T2D risk Body
cg21078498 ATRN chr20 0.245091632 + T2D risk Body
cg24536624 NCOA2 chr8 0.245109568 - T2D risk Body
cg16031133 ANKHD1 chr5 0.245152759 + T2D risk TSS1500
cg06472636 SLIT3 chr5 0.245203254 + T2D risk Body
cg07407492 DIP2C chr10 0.245221694 - T2D risk Body



cg25864555 MAST1 chr19 0.245403405 - T2D risk Body
cg12332929 SLIT3 chr5 0.245461307 + T2D risk 3'UTR
cg10154148 DIP2C chr10 0.245461657 + T2D risk Body
cg03872433 TPCN1 chr12 0.24551161 - T2D risk TSS1500
cg25275410 ATRN chr20 0.245717762 - T2D risk Body
cg04213163 ITPKB chr1 0.246048745 - T2D risk Body
cg09031390 CUX1 chr7 0.246055215 - T2D risk Body
cg17201805 MGRN1 chr16 0.246139506 - T2D risk Body
cg15077919 AMD1 chr6 0.246244684 + T2D risk 5'UTR
cg15077919 AMD1 chr6 0.246244684 + T2D risk 1stExon
cg21201760 INPP4A chr2 0.246293321 + T2D risk ExonBnd
cg21201760 INPP4A chr2 0.246293321 + T2D risk Body
cg02477328 SPAG9 chr17 0.246317625 + T2D risk Body
cg08823780 PRKACB chr1 0.24634692 + T2D risk Body
cg06568361 RTN4 chr2 0.246426906 - T2D risk Body
cg20818337 RTN4 chr2 0.246516789 - T2D risk TSS200
cg03782762 ARIH1 chr15 0.246549393 - T2D risk Body
cg23088023 GRK5 chr10 0.246551967 + T2D risk Body
cg12935882 WWP2 chr16 0.246626095 + T2D risk 1stExon
cg12935882 WWP2 chr16 0.246626095 + T2D risk 5'UTR
cg12935882 WWP2 chr16 0.246626095 + T2D risk Body
cg04507925 UNC80 chr2 0.246709541 + T2D risk Body
cg13294594 MAST1 chr19 0.246792391 + T2D risk 1stExon
cg08688512 MEIS2 chr15 0.246838686 - T2D risk TSS1500
cg08036955 COL4A1 chr13 0.246848183 + T2D risk Body
cg18165289 TENM2 chr5 0.246930019 + T2D risk Body
cg12939373 DIP2C chr10 0.246970149 + T2D risk Body
cg25790835 SLIT3 chr5 0.247042766 - T2D risk Body
cg04522984 ANK2 chr4 0.247183918 - T2D risk Body
cg09724301 GAD1 chr2 0.247209124 - T2D risk 5'UTR
cg22579691 ATP4A chr19 0.247236191 + T2D risk Body
cg26783666 SSB chr2 0.247269263 - T2D risk TSS1500
cg27222778 DNAH9 chr17 0.247343614 - T2D risk TSS1500
cg19839382 KDM4B chr19 0.247453226 + T2D risk Body
cg16397746 RAP2A chr13 0.247470019 + T2D risk Body
cg12110036 SCAF8 chr6 0.247676248 + T2D risk Body
cg22776578 CPLX2 chr5 0.247710124 - T2D risk TSS200
cg11015012 RAP2A chr13 0.247790007 - T2D risk Body
cg11472319 AGPAT3 chr21 0.247835077 + T2D risk TSS1500
cg13537353 ATP8A2 chr13 0.247918327 + T2D risk Body
cg21967713 DIP2C chr10 0.247939551 + T2D risk Body
cg05968188 ATXN1 chr6 0.24796369 - T2D risk 5'UTR
cg13537567 CPLX2 chr5 0.248083478 + T2D risk 5'UTR
cg08178031 ST6GAL1 chr3 0.24809637 - T2D risk 5'UTR
cg24843499 ATXN1 chr6 0.248183336 - T2D risk 5'UTR
cg09187217 LAP3 chr4 0.248186377 - T2D risk Body
cg10037326 GRK5 chr10 0.248221682 + T2D risk Body
cg01937505 CLOCK chr4 0.248263361 - T2D risk 5'UTR
cg10173751 RAP1GAP2 chr17 0.248345581 + T2D risk Body
cg18470649 CLOCK chr4 0.248356174 - T2D risk Body
cg14100888 LMX1B chr9 0.248359705 - T2D risk Body
cg15718164 TBC1D5 chr3 0.248388513 + T2D risk Body
cg07571638 DIP2C chr10 0.248412539 + T2D risk Body
cg24325309 DIP2C chr10 0.248420329 + T2D risk Body
cg26363263 CUX2 chr12 0.248470155 + T2D risk Body
cg27356587 ATXN1 chr6 0.248515904 + T2D risk 5'UTR
cg10964639 PRKCB chr16 0.248688437 + T2D risk Body
cg18196453 RNF217 chr6 0.248693602 + T2D risk Body
cg09435245 CHID1 chr11 0.248731935 + T2D risk Body

ch.16.406779R CLEC16A chr16 0.248819876 - T2D risk Body
cg00934626 ATP8A2 chr13 0.248957844 + T2D risk Body
cg25793978 WWP2 chr16 0.24897172 - T2D risk Body
cg08383942 TMEM59 chr1 0.24897185 + T2D risk 5'UTR
cg08383942 TMEM59 chr1 0.24897185 + T2D risk Body
cg25692259 FARSB chr2 0.249119537 + T2D risk Body
cg13380511 PACS1 chr11 0.249149445 - T2D risk 1stExon
cg08051625 CREBBP chr16 0.249186752 - T2D risk Body
cg05768078 WWP2 chr16 0.249254691 - T2D risk 5'UTR
cg26463020 SEC31A chr4 0.249270403 + T2D risk TSS1500
cg23240565 NDUFB3 chr2 0.249322201 + T2D risk 5'UTR



cg23240565 NDUFB3 chr2 0.249322201 + T2D risk 1stExon
cg15920906 CUX2 chr12 0.249491294 - T2D risk Body
cg05448504 TSHZ1 chr18 0.249501681 + T2D risk 5'UTR
cg24737418 NPEPPS chr17 0.249563834 - T2D risk Body
cg20586334 UXS1 chr2 0.249675937 + T2D risk Body
cg16427743 PLEKHG3 chr14 0.249754578 + T2D risk Body
cg18151685 CUX1 chr7 0.249895529 + T2D risk Body
cg06650786 NOTCH3 chr19 0.250182016 - T2D risk TSS1500
cg27552483 CLEC16A chr16 0.250191429 + T2D risk Body
cg16705835 NGLY1 chr3 0.250511296 + T2D risk Body
cg05315865 ZDHHC2 chr8 0.250584251 - T2D risk TSS1500
cg20384615 ATRN chr20 0.250589307 - T2D risk Body
cg06354759 CLEC16A chr16 0.250610385 + T2D risk Body
cg12224816 DIP2C chr10 0.250670673 - T2D risk Body
cg15105716 TTC28 chr22 0.250865614 - T2D risk Body
cg06851941 FBXL2 chr3 0.250884193 + T2D risk Body
cg20702935 WIZ chr19 0.250924119 + T2D risk 5'UTR
cg24857809 TMEM131 chr2 0.250978955 + T2D risk Body
cg27542747 ATP8A2 chr13 0.251006369 - T2D risk Body
cg03928539 KCNJ12 chr17 0.251149857 - T2D risk TSS200
cg06109812 UBE2K chr4 0.251267152 - T2D risk Body
cg01910727 ITPKB chr1 0.251280213 + T2D risk Body
cg12179148 LAMA4 chr6 0.251420181 - T2D risk Body
cg27650699 ATP8A2 chr13 0.251454779 + T2D risk Body
cg11932989 UBL3 chr13 0.251829852 - T2D risk Body
cg18997564 TJP1 chr15 0.251945942 - T2D risk Body
cg00284949 ST6GAL1 chr3 0.251981893 + T2D risk 5'UTR
cg12554655 CPLX2 chr5 0.251991173 - T2D risk 5'UTR
cg12554655 CPLX2 chr5 0.251991173 - T2D risk 1stExon
cg20958559 POC1B chr12 0.252150741 - T2D risk ExonBnd
cg20958559 POC1B chr12 0.252150741 - T2D risk Body
cg23812119 TMEM131 chr2 0.2521799 + T2D risk Body
cg03927165 NUF2 chr1 0.252205353 + T2D risk 5'UTR
cg00256463 GRK5 chr10 0.252224962 + T2D risk Body
cg07474678 PRKACB chr1 0.252329358 + T2D risk Body
cg07474678 PRKACB chr1 0.252329358 + T2D risk TSS1500
cg22570405 PRKCE chr2 0.25236138 - T2D risk Body
cg09864183 SPOCK1 chr5 0.25236467 + T2D risk Body
cg17633639 DNAJC13 chr3 0.252434554 - T2D risk Body
cg23771319 DIP2C chr10 0.252493824 - T2D risk Body
cg14036758 KIAA0232 chr4 0.252515377 - T2D risk Body
cg18841660 ARHGAP32 chr11 0.252524117 - T2D risk Body
cg04432137 CREBBP chr16 0.252722386 + T2D risk Body
cg15618712 PDE3A chr12 0.252725372 - T2D risk 1stExon
cg05200658 CMTR1 chr6 0.25283135 + T2D risk 5'UTR
cg00491418 LAMA4 chr6 0.252873932 + T2D risk 5'UTR
cg12241599 MEIS2 chr15 0.252993538 + T2D risk Body
cg27470916 CADM1 chr11 0.253039676 - T2D risk Body
cg18232597 NF1 chr17 0.253316032 + T2D risk Body
cg07282184 RGS7 chr1 0.253330313 + T2D risk Body
cg10731022 EIF4EBP3 chr5 0.253403756 + T2D risk 1stExon
cg10731022 EIF4EBP3 chr5 0.253403756 + T2D risk 5'UTR
cg16646459 CUX2 chr12 0.253469712 + T2D risk Body
cg11291456 RAP1B chr12 0.253499064 - T2D risk 5'UTR
cg23252899 KDM4B chr19 0.253681623 - T2D risk 5'UTR
cg07093681 FLT1 chr13 0.253754486 - T2D risk Body
cg18391757 NPAT chr11 0.253790236 - T2D risk TSS200
cg22537964 ATP6V1H chr8 0.253866178 + T2D risk 5'UTR
cg08354372 WWP2 chr16 0.253945971 - T2D risk Body
cg08507917 TTC28 chr22 0.254035871 - T2D risk Body
cg03352776 CUX2 chr12 0.254119755 - T2D risk TSS1500
cg25013161 FARSB chr2 0.254160616 - T2D risk TSS1500
cg18729871 PACS1 chr11 0.254185832 + T2D risk Body
cg00009922 COL4A1 chr13 0.25421692 - T2D risk Body
cg14695332 ITPKB chr1 0.254336907 + T2D risk Body
cg03518390 PACS2 chr14 0.254377924 + T2D risk Body
cg26931308 DNAJC1 chr10 0.254492063 - T2D risk TSS200
cg05550276 TOX3 chr16 0.254522067 - T2D risk 5'UTR
cg05550276 TOX3 chr16 0.254522067 - T2D risk Body
cg12794094 PLEKHG3 chr14 0.254540675 + T2D risk Body



cg01190164 CNTROB chr17 0.25472815 - T2D risk Body
cg24435924 MAST1 chr19 0.254841449 + T2D risk Body
cg01221286 WDR47 chr1 0.254936308 - T2D risk 5'UTR
cg03476195 ANK2 chr4 0.254937925 - T2D risk TSS200
cg03476195 ANK2 chr4 0.254937925 - T2D risk Body
cg01972495 GRK5 chr10 0.255198573 + T2D risk Body
cg25711558 CUX1 chr7 0.255215967 - T2D risk Body
cg26995689 AGPAT3 chr21 0.255237155 + T2D risk Body
cg23805719 CUX1 chr7 0.255248341 - T2D risk Body
cg20539934 PACS1 chr11 0.255272856 + T2D risk Body
cg26161895 FNIP2 chr4 0.255361212 - T2D risk Body
cg13013143 ERC2 chr3 0.255489396 - T2D risk 3'UTR
cg21497114 ARPP19 chr15 0.25551413 - T2D risk 1stExon
cg21497114 ARPP19 chr15 0.25551413 - T2D risk Body
cg21497114 ARPP19 chr15 0.25551413 - T2D risk ExonBnd
cg26741262 MTHFS chr15 0.255586875 - T2D risk TSS1500
cg25396790 CDH22 chr20 0.255608682 - T2D risk Body
cg13351028 DIP2C chr10 0.255760986 + T2D risk Body
cg03189019 CUX1 chr7 0.255825317 - T2D risk Body
cg16504801 FARSB chr2 0.255966557 + T2D risk Body
cg09276050 CUX1 chr7 0.256017283 - T2D risk Body
cg24484394 PACS1 chr11 0.256162637 + T2D risk Body
cg23525112 ATP2B1 chr12 0.256201356 + T2D risk Body
cg11787262 PDK1 chr2 0.25626478 + T2D risk TSS200
cg16688899 POC1B chr12 0.256527098 + T2D risk Body
cg16688899 POC1B chr12 0.256527098 + T2D risk 5'UTR
cg14940505 CADM1 chr11 0.256532802 - T2D risk Body
cg14940505 CADM1 chr11 0.256532802 - T2D risk ExonBnd
cg15800161 ARL15 chr5 0.256613128 - T2D risk TSS1500
cg14497145 DIP2C chr10 0.256651132 + T2D risk Body
cg25174591 DNAH9 chr17 0.25667502 - T2D risk TSS200
cg02280422 DNAJC1 chr10 0.256750524 + T2D risk Body
cg13462525 PDK1 chr2 0.256775786 + T2D risk TSS200
cg13462525 PDK1 chr2 0.256775786 + T2D risk TSS1500
cg16061656 CADM1 chr11 0.256842125 - T2D risk Body
cg02027561 NCOA7 chr6 0.257033452 - T2D risk TSS1500
cg02562678 ASXL2 chr2 0.257034083 + T2D risk Body
cg22199864 DNAJC1 chr10 0.257043923 - T2D risk Body
cg24729690 CPLX2 chr5 0.257070076 + T2D risk 5'UTR
cg04543115 MAST1 chr19 0.257091764 + T2D risk Body
cg07724793 COL4A1 chr13 0.25711255 - T2D risk Body
cg03974850 PDE7A chr8 0.257170949 + T2D risk Body
cg24456235 ITGA1 chr5 0.257290904 - T2D risk Body
cg03643538 CADM1 chr11 0.257295339 - T2D risk 3'UTR
cg17309644 NPEPPS chr17 0.257367602 + T2D risk Body
cg06149183 NGLY1 chr3 0.257513634 - T2D risk Body
cg06149183 NGLY1 chr3 0.257513634 - T2D risk TSS1500
cg04422019 DDC chr7 0.257610973 - T2D risk 5'UTR
cg04063945 KIAA1217 chr10 0.257684034 + T2D risk TSS1500
cg17710875 TMEM131 chr2 0.257756563 - T2D risk Body
cg15287850 ST6GAL1 chr3 0.257793848 - T2D risk TSS200
cg15287850 ST6GAL1 chr3 0.257793848 - T2D risk 5'UTR
cg06109044 GRK5 chr10 0.257803733 + T2D risk Body
cg23677243 MEIS2 chr15 0.258105747 - T2D risk Body
cg26022581 PACS2 chr14 0.2581542 - T2D risk Body
cg03141815 CUX1 chr7 0.258218572 - T2D risk Body
cg05698117 ASH1L chr1 0.258222253 + T2D risk Body
cg20645177 ANK3 chr10 0.258274906 - T2D risk Body
cg09510202 PHACTR1 chr6 0.258351808 - T2D risk Body
cg09534501 ANK2 chr4 0.258367954 + T2D risk Body
cg04025761 CUX2 chr12 0.258396151 - T2D risk Body
cg11744351 UBL3 chr13 0.258478203 - T2D risk 1stExon
cg11744351 UBL3 chr13 0.258478203 - T2D risk 5'UTR
cg18639524 PDE3A chr12 0.258684656 + T2D risk Body
cg12658906 DIP2C chr10 0.258751161 + T2D risk Body
cg24251659 CUX1 chr7 0.258757817 - T2D risk Body
cg20411049 RSF1 chr11 0.258767734 + T2D risk Body
cg26467471 DIP2C chr10 0.258781786 + T2D risk Body
cg17095257 PDE8A chr15 0.258800928 - T2D risk Body
cg14436312 ITGA1 chr5 0.258959069 + T2D risk Body



cg11506711 SCARB2 chr4 0.25901759 - T2D risk Body
cg14755054 NDUFB3 chr2 0.259076243 - T2D risk 5'UTR
cg03588978 IMPA1 chr8 0.259085159 - T2D risk TSS200
cg10441401 DIP2C chr10 0.259114179 - T2D risk Body
cg00997754 WWP2 chr16 0.259255484 - T2D risk 5'UTR
cg25410950 AMD1 chr6 0.259311879 - T2D risk 5'UTR
cg25410950 AMD1 chr6 0.259311879 - T2D risk Body
cg16548015 ACTN4 chr19 0.259449303 + T2D risk Body
cg07007834 CHFR chr12 0.259459871 + T2D risk Body
cg06364066 NCOA2 chr8 0.259535218 + T2D risk Body
cg04151469 CUX1 chr7 0.259539201 + T2D risk Body
cg02911387 CUX1 chr7 0.259591005 - T2D risk Body
cg10580626 DIP2C chr10 0.259718715 + T2D risk Body
cg18455405 ATXN1 chr6 0.259722054 + T2D risk 3'UTR
cg11226009 ARHGAP32 chr11 0.259801574 + T2D risk 5'UTR
cg11226009 ARHGAP32 chr11 0.259801574 + T2D risk Body
cg20400045 CRYL1 chr13 0.259868142 - T2D risk Body
cg04972436 BIRC5 chr17 0.259918161 - T2D risk Body
cg13807925 SSBP2 chr5 0.260040709 - T2D risk Body
cg22366933 CUX1 chr7 0.260082883 - T2D risk Body
cg04605143 DIP2C chr10 0.260138934 + T2D risk Body
cg20452738 ITPKB chr1 0.260273615 + T2D risk Body
cg13357776 KDM4B chr19 0.260486313 + T2D risk Body
cg03265360 ATXN1 chr6 0.260570543 - T2D risk 5'UTR
cg15086714 TENM2 chr5 0.260602991 - T2D risk Body
cg17486877 ANKHD1 chr5 0.26062633 + T2D risk Body
cg26662007 WDR47 chr1 0.260655472 - T2D risk TSS200
cg24074495 ITGA1 chr5 0.260687794 - T2D risk Body
cg18199556 COL4A1 chr13 0.260737608 - T2D risk Body
cg15021585 CRYL1 chr13 0.260801485 - T2D risk Body
cg23368586 ULK4 chr3 0.260803845 - T2D risk Body
cg17712120 ANK3 chr10 0.26097711 + T2D risk TSS1500
cg09915984 PLEKHG3 chr14 0.26108817 - T2D risk 5'UTR
cg06136160 PACRG chr6 0.261106325 - T2D risk Body
cg18269091 POC1B chr12 0.261118497 - T2D risk Body
cg18314885 TOP2A chr17 0.261249808 + T2D risk Body
cg16341266 CNTNAP2 chr7 0.261360871 + T2D risk Body
cg14081634 PDE3A chr12 0.261400115 - T2D risk Body
cg09453838 DYNC1I1 chr7 0.261620883 + T2D risk Body
cg14242633 PRKCE chr2 0.261718617 + T2D risk Body
cg07931221 ATRNL1 chr10 0.261736861 - T2D risk Body
cg21227035 UXS1 chr2 0.261866684 - T2D risk Body
cg14863265 GNA12 chr7 0.261940592 + T2D risk Body
cg17354314 CDK8 chr13 0.261943377 - T2D risk Body
cg04374604 RHOQ chr2 0.262177 - T2D risk TSS1500
cg25627693 GRK5 chr10 0.262179693 + T2D risk Body
cg01363077 ATP6V1H chr8 0.262231174 - T2D risk Body
cg08845730 ROBO2 chr3 0.262399205 + T2D risk 1stExon
cg08845730 ROBO2 chr3 0.262399205 + T2D risk Body
cg00961203 PACRG chr6 0.262419914 + T2D risk Body
cg27306873 TSGA10 chr2 0.262602432 - T2D risk TSS1500
cg01734951 TIMM23 chr10 0.262634653 - T2D risk Body
cg19905126 DNAJC1 chr10 0.262722257 + T2D risk Body
cg13837309 SLC7A2 chr8 0.262909029 - T2D risk 5'UTR
cg10495606 PRKCE chr2 0.262970003 - T2D risk Body
cg04865480 PDK1 chr2 0.263073791 - T2D risk 1stExon
cg09445902 DIP2C chr10 0.263115997 + T2D risk Body
cg06468911 PHACTR1 chr6 0.263132988 - T2D risk Body
cg26870725 MAST1 chr19 0.263306051 - T2D risk Body
cg11779254 KIAA1217 chr10 0.26336401 - T2D risk Body
cg10510442 ZHX2 chr8 0.263512666 + T2D risk 3'UTR
cg23036244 BCAT1 chr12 0.263526453 + T2D risk 5'UTR
cg23036244 BCAT1 chr12 0.263526453 + T2D risk 1stExon
cg20521148 SLIT3 chr5 0.263546977 - T2D risk Body
cg02556805 ATP8A2 chr13 0.263920192 - T2D risk Body
cg22587186 LAMA4 chr6 0.263949396 - T2D risk Body
cg22703888 SPAG9 chr17 0.264092663 - T2D risk Body
cg11806305 ANKHD1 chr5 0.264144711 - T2D risk Body
cg03662697 DIP2C chr10 0.264181174 - T2D risk TSS1500
cg17214279 EFR3A chr8 0.264335384 + T2D risk Body



cg12855997 PRKAG2 chr7 0.26461309 + T2D risk Body
cg14401311 CDH22 chr20 0.264641149 - T2D risk 5'UTR
cg11794625 FARSB chr2 0.264641657 - T2D risk TSS1500
cg04223442 NCOR1 chr17 0.264689599 + T2D risk 5'UTR
cg16827459 LMX1B chr9 0.264724139 + T2D risk Body
cg14710084 MAN1A1 chr6 0.264753497 - T2D risk Body
cg11175091 ANK2 chr4 0.264754961 - T2D risk Body
cg19595016 SGSM2 chr17 0.264858891 - T2D risk Body
cg14750721 AGPAT3 chr21 0.264946102 + T2D risk 5'UTR
cg09325373 PTPRU chr1 0.264971131 + T2D risk Body
cg04563122 CADM1 chr11 0.265020852 - T2D risk Body
cg23403864 YWHAQ chr2 0.265031017 - T2D risk Body
cg04614212 NPAT chr11 0.265106217 + T2D risk Body
cg00436050 ZHX2 chr8 0.265179753 + T2D risk 5'UTR
cg12914100 TPCN1 chr12 0.265273076 + T2D risk 3'UTR
cg13457392 SRPK2 chr7 0.265327146 + T2D risk Body
cg15587829 SGSM2 chr17 0.26536195 - T2D risk Body
cg24183566 CUX1 chr7 0.265371054 + T2D risk Body
cg09744867 GALK2 chr15 0.265415961 + T2D risk Body
cg11404277 RHBDD1 chr2 0.265503451 - T2D risk Body
cg21215323 DLL4 chr15 0.265581069 + T2D risk TSS1500
cg16268233 SPOCK1 chr5 0.265582638 - T2D risk Body
cg26760813 ASXL2 chr2 0.265648113 + T2D risk TSS1500
cg26977742 EFR3A chr8 0.265713354 + T2D risk Body
cg24718710 DIP2C chr10 0.265733508 - T2D risk Body
cg06508056 CNTNAP2 chr7 0.265788429 + T2D risk Body
cg19949241 ANK2 chr4 0.26586464 - T2D risk Body
cg02353484 PACS1 chr11 0.265951413 + T2D risk TSS1500
cg20723815 ZDHHC2 chr8 0.266016733 - T2D risk Body
cg00951960 ATXN1 chr6 0.266233191 - T2D risk 5'UTR
cg20567093 RAP1GAP2 chr17 0.266367363 - T2D risk Body
cg04421151 GRK5 chr10 0.266478383 + T2D risk Body
cg14702988 RCAN2 chr6 0.266529258 + T2D risk 5'UTR
cg14702988 RCAN2 chr6 0.266529258 + T2D risk TSS200
cg22792560 FAM160A1 chr4 0.266538466 + T2D risk 5'UTR
cg17522601 CHFR chr12 0.266547688 + T2D risk Body
cg06683978 PDLIM5 chr4 0.26655298 - T2D risk 5'UTR
cg06683978 PDLIM5 chr4 0.26655298 - T2D risk Body
cg13305165 OXSM chr3 0.266557934 - T2D risk Body
cg13305165 OXSM chr3 0.266557934 - T2D risk 5'UTR
cg13305165 NGLY1 chr3 0.266557934 - T2D risk TSS1500
cg03503785 PRKCB chr16 0.266562436 - T2D risk Body
cg13015673 RHBDD1 chr2 0.2665864 - T2D risk Body
cg23581430 CREBBP chr16 0.266792909 + T2D risk Body
cg07665487 EFR3A chr8 0.266850987 + T2D risk TSS1500
cg16141840 CLIC5 chr6 0.266898915 + T2D risk Body
cg21524461 PDE3A chr12 0.266924433 - T2D risk Body
cg12144374 ZHX2 chr8 0.266959173 - T2D risk TSS1500
cg01991762 CTR9 chr11 0.267110668 + T2D risk TSS1500
cg11241032 COL4A1 chr13 0.267167587 - T2D risk Body
cg22422589 ARIH1 chr15 0.267377029 + T2D risk Body
cg09641576 SLC29A4 chr7 0.267437618 - T2D risk Body
cg06326591 CUX1 chr7 0.267463287 + T2D risk 3'UTR
cg06326591 CUX1 chr7 0.267463287 + T2D risk Body
cg20422160 PHACTR1 chr6 0.267539834 + T2D risk Body
cg17675311 TSC22D1 chr13 0.267797573 + T2D risk Body
cg06413165 PLEKHG3 chr14 0.267808079 + T2D risk 5'UTR
cg13540417 CLEC16A chr16 0.267816825 - T2D risk Body
cg03917670 ZHX2 chr8 0.267922023 + T2D risk 5'UTR
cg00863438 GRK5 chr10 0.268109282 - T2D risk Body
cg10289699 PLAGL1 chr6 0.26814511 + T2D risk 5'UTR
cg15927720 SLIT3 chr5 0.268170441 - T2D risk TSS200
cg23458989 DIP2C chr10 0.26822864 + T2D risk Body
cg19003301 CADM1 chr11 0.268424854 - T2D risk Body
cg01883164 TENM2 chr5 0.268542748 - T2D risk Body
cg20365403 ZHX2 chr8 0.26869166 - T2D risk TSS1500
cg02503303 PICALM chr11 0.268808736 + T2D risk TSS1500
cg14497787 SRPK2 chr7 0.268816402 - T2D risk TSS1500
cg22574825 FLT1 chr13 0.268903853 - T2D risk 5'UTR
cg22574825 FLT1 chr13 0.268903853 - T2D risk 1stExon



cg01802114 ANK3 chr10 0.268916332 - T2D risk Body
cg04865267 PRKCE chr2 0.268995043 + T2D risk Body
cg18467406 DIP2C chr10 0.269002115 + T2D risk Body
cg07588253 NGF chr1 0.26921692 + T2D risk 5'UTR
cg00093653 RAP1GAP2 chr17 0.269256948 + T2D risk Body
cg17194350 SGSM2 chr17 0.269280564 - T2D risk Body
cg06788850 ARHGAP32 chr11 0.269314762 - T2D risk Body
cg19163331 EFR3A chr8 0.269486995 - T2D risk Body
cg04011030 APC chr5 0.269681854 + T2D risk TSS200
cg16048781 NOTCH3 chr19 0.269775111 - T2D risk Body
cg04523560 CUX1 chr7 0.269847108 + T2D risk Body
cg26080096 FAM160A1 chr4 0.269848054 + T2D risk 5'UTR
cg07222250 ROBO2 chr3 0.270229117 - T2D risk Body
cg05450336 DIP2C chr10 0.270230618 + T2D risk Body
cg26670992 ATP8A1 chr4 0.270378855 - T2D risk ExonBnd
cg26670992 ATP8A1 chr4 0.270378855 - T2D risk Body
cg21300742 USP53 chr4 0.270389726 + T2D risk TSS200
cg00360534 GALK2 chr15 0.270420116 + T2D risk Body
cg00360534 GALK2 chr15 0.270420116 + T2D risk TSS1500
cg12923613 SEC31A chr4 0.270469193 + T2D risk 5'UTR
cg08918224 CHID1 chr11 0.270574165 - T2D risk 5'UTR
cg05749717 CNTNAP2 chr7 0.270595407 - T2D risk TSS200
cg13034073 GNA12 chr7 0.270665527 + T2D risk 3'UTR
cg18849114 ULK4 chr3 0.270726808 - T2D risk TSS1500
cg23404286 ST20 chr15 0.270741595 + T2D risk 5'UTR
cg23404286 ST20 chr15 0.270741595 + T2D risk Body
cg07414840 UXS1 chr2 0.271338405 - T2D risk Body
cg24365811 CHID1 chr11 0.271399791 - T2D risk Body
cg23424145 COL4A1 chr13 0.271422995 + T2D risk Body
cg19138785 TSC22D1 chr13 0.271477531 - T2D risk Body
cg19138785 TSC22D1 chr13 0.271477531 - T2D risk TSS200
cg20934389 ACTN4 chr19 0.271480988 + T2D risk Body
cg04236145 PRKAG2 chr7 0.271544071 + T2D risk Body
cg11909989 EFR3A chr8 0.271550978 + T2D risk 3'UTR
cg01758864 PFKFB2 chr1 0.271651053 - T2D risk Body
cg03460027 DIP2C chr10 0.271662609 + T2D risk Body
cg16933762 ROBO2 chr3 0.271674998 - T2D risk TSS200
cg16933762 ROBO2 chr3 0.271674998 - T2D risk Body
cg02786378 SLC7A2 chr8 0.271716932 + T2D risk Body
cg02786378 SLC7A2 chr8 0.271716932 + T2D risk 5'UTR
cg02628581 TAB2 chr6 0.27183186 - T2D risk 5'UTR
cg02628581 TAB2 chr6 0.27183186 - T2D risk Body
cg03890659 APBA1 chr9 0.271889476 - T2D risk 1stExon
cg03890659 APBA1 chr9 0.271889476 - T2D risk 5'UTR
cg00183804 KIAA0355 chr19 0.272225007 + T2D risk 5'UTR
cg07797208 USP29 chr19 0.272249782 + T2D risk 3'UTR
cg01803488 PFKFB2 chr1 0.27225514 + T2D risk Body
cg04759439 ERC2 chr3 0.27232324 - T2D risk TSS1500
cg03453374 CLIC5 chr6 0.272325455 + T2D risk Body
cg26837161 NUCB2 chr11 0.272334669 + T2D risk 5'UTR
cg26229043 KIAA1217 chr10 0.27237106 - T2D risk 5'UTR
cg06887159 PHF21A chr11 0.272442257 + T2D risk TSS200
cg13375690 PDE7A chr8 0.272460425 + T2D risk Body
cg04986494 ERC2 chr3 0.272497807 - T2D risk Body
cg16426510 PHF21A chr11 0.27259273 - T2D risk Body
cg09475221 WWP2 chr16 0.272648499 + T2D risk Body
cg00010168 MMS19 chr10 0.272650026 + T2D risk TSS1500
cg06852243 DNAH9 chr17 0.27265153 + T2D risk Body
cg08913356 GLG1 chr16 0.27268248 + T2D risk 3'UTR
cg08913356 GLG1 chr16 0.27268248 + T2D risk Body
cg22117688 UBL3 chr13 0.272696064 + T2D risk Body
cg06782818 MMS19 chr10 0.272714103 + T2D risk ExonBnd
cg06782818 MMS19 chr10 0.272714103 + T2D risk Body
cg25361193 ATXN1 chr6 0.272782053 - T2D risk 5'UTR
cg11764535 RCAN2 chr6 0.272874591 - T2D risk Body
cg21922298 SCARB2 chr4 0.272895263 - T2D risk Body
cg04422300 NF1 chr17 0.272969289 + T2D risk Body
cg22018930 PRKCB chr16 0.273079396 - T2D risk Body
cg16222616 POC1B chr12 0.273085419 - T2D risk Body
cg13935507 ZHX2 chr8 0.273141927 - T2D risk 1stExon



cg13935507 ZHX2 chr8 0.273141927 - T2D risk 5'UTR
cg22508229 ZDHHC2 chr8 0.273214595 + T2D risk TSS1500
cg14289093 RNF157 chr17 0.273525962 + T2D risk Body
cg15745450 KDM4B chr19 0.273597546 + T2D risk 5'UTR
cg23082393 LAMA4 chr6 0.27360049 + T2D risk Body
cg08343142 GRK5 chr10 0.273608132 + T2D risk Body
cg20811564 DNAH9 chr17 0.273831143 - T2D risk Body
cg11101081 BCAT1 chr12 0.273834736 + T2D risk TSS1500
cg11855741 SLIT3 chr5 0.273838008 - T2D risk Body
cg08862739 TBC1D5 chr3 0.273971539 - T2D risk Body
cg03087846 TPCN1 chr12 0.27406112 + T2D risk Body
cg18802729 TTC28 chr22 0.274258954 + T2D risk Body
cg02489108 CEP126 chr11 0.274283702 - T2D risk Body
cg10688790 CNTNAP2 chr7 0.274290339 + T2D risk Body
cg16409367 MEIS2 chr15 0.274375171 - T2D risk TSS1500
cg21810379 ANK2 chr4 0.274389494 - T2D risk Body
cg13891949 NF1 chr17 0.274424112 - T2D risk TSS1500
cg14165858 DNAH9 chr17 0.274502726 - T2D risk Body
cg02796229 RGS7 chr1 0.274576372 - T2D risk Body
cg11926805 NCOA7 chr6 0.274594385 - T2D risk 5'UTR
cg11926805 NCOA7 chr6 0.274594385 - T2D risk 1stExon
cg23567041 CUX1 chr7 0.274600113 + T2D risk Body
cg15857470 SRPK2 chr7 0.274620344 - T2D risk Body
cg02283436 MGRN1 chr16 0.27463729 - T2D risk TSS200
cg07895143 APBA1 chr9 0.274685302 - T2D risk Body
cg00749531 RHBDD1 chr2 0.274702073 + T2D risk 5'UTR
cg21927177 PLEKHG3 chr14 0.274766549 - T2D risk 5'UTR
cg02779966 CLEC16A chr16 0.274773388 + T2D risk Body
cg11462252 SLIT3 chr5 0.274783237 - T2D risk Body
cg22291359 NCOR1 chr17 0.274806332 + T2D risk TSS1500
cg04837412 TANC2 chr17 0.274817051 - T2D risk Body
cg06033320 PDE7A chr8 0.274886646 - T2D risk Body
cg18963985 TSHZ1 chr18 0.274968006 - T2D risk 5'UTR
cg18963985 TSHZ1 chr18 0.274968006 - T2D risk 1stExon
cg07456586 ST20 chr15 0.27512609 - T2D risk 5'UTR
cg07456586 ST20 chr15 0.27512609 - T2D risk Body
cg05436658 PRKCB chr16 0.27513178 + T2D risk 1stExon
cg17899806 RAP1B chr12 0.275195018 - T2D risk 5'UTR
cg07460734 USP29 chr19 0.275307112 - T2D risk TSS1500
cg00342068 PPFIBP1 chr12 0.275558843 - T2D risk 5'UTR
cg02858808 CUX1 chr7 0.275678497 + T2D risk Body
cg05731594 LMX1B chr9 0.275900104 + T2D risk Body
cg24844694 MEIS2 chr15 0.276014035 + T2D risk Body
cg05984792 CDH22 chr20 0.276059958 - T2D risk Body
cg07060347 CUX1 chr7 0.276178381 + T2D risk Body

ch.5.2522686R SPOCK1 chr5 0.276445589 - T2D risk Body
cg14658804 SLIT3 chr5 0.276500449 - T2D risk TSS200
cg12537302 DIP2C chr10 0.276546973 + T2D risk Body
cg01635707 PLAGL1 chr6 0.276667429 + T2D risk 5'UTR
cg04591119 AMD1 chr6 0.276677366 + T2D risk 5'UTR
cg04591119 AMD1 chr6 0.276677366 + T2D risk Body
cg19018883 PFKFB2 chr1 0.27672125 - T2D risk Body
cg16254309 CNTNAP2 chr7 0.276795666 - T2D risk Body
cg21589431 PDE8A chr15 0.276958556 + T2D risk Body
cg26548811 PACRG chr6 0.277049508 + T2D risk Body
cg09782637 DIP2C chr10 0.277112825 + T2D risk Body
cg10606216 PCYT1A chr3 0.277319684 - T2D risk TSS1500
cg19204958 DIP2C chr10 0.277343791 - T2D risk Body
cg03816951 NCOA2 chr8 0.277386399 + T2D risk 5'UTR
cg02130601 NOTCH3 chr19 0.27742262 + T2D risk Body
cg17046825 CRYL1 chr13 0.277427751 + T2D risk Body
cg24815618 NCOR1 chr17 0.2774287 - T2D risk Body
cg06847149 APBA1 chr9 0.277581885 + T2D risk Body
cg22610364 CDH22 chr20 0.277602106 - T2D risk 5'UTR
cg04204246 LAMA4 chr6 0.277616846 - T2D risk Body
cg25114586 PACS2 chr14 0.277689616 - T2D risk Body
cg04444450 NCOA2 chr8 0.277739844 - T2D risk 5'UTR
cg02272795 NOTCH3 chr19 0.277783146 - T2D risk Body
cg09432528 ACTN4 chr19 0.277899899 + T2D risk TSS200
cg24539517 GRK5 chr10 0.277971555 + T2D risk Body



cg26769186 PCYT1A chr3 0.277973743 + T2D risk 5'UTR
cg06773023 EFR3A chr8 0.278086504 + T2D risk Body
cg24890451 SPOCK1 chr5 0.278142093 - T2D risk Body
cg06144920 TOX3 chr16 0.278477544 - T2D risk Body
cg05460980 ATP8A2 chr13 0.278618583 - T2D risk Body
cg01756564 NPAT chr11 0.278632481 + T2D risk TSS1500
cg15882609 TSC22D1 chr13 0.278707001 + T2D risk TSS1500
cg15882609 TSC22D1 chr13 0.278707001 + T2D risk 5'UTR
cg15882609 TSC22D1 chr13 0.278707001 + T2D risk Body
cg08912210 CREBBP chr16 0.278744837 + T2D risk Body
cg15483436 PACS2 chr14 0.278760951 + T2D risk Body
cg04179151 TMEM59 chr1 0.278769275 - T2D risk TSS1500
cg04158967 SLC30A8 chr8 0.278812314 - T2D risk TSS1500
cg01853347 DNAJC13 chr3 0.278815773 - T2D risk 5'UTR
cg14128582 WDR47 chr1 0.278821598 + T2D risk 5'UTR
cg14128582 WDR47 chr1 0.278821598 + T2D risk 1stExon
cg01211338 MEIS2 chr15 0.278871032 - T2D risk Body
cg18303423 DIP2C chr10 0.278872744 + T2D risk Body
cg24727133 CHFR chr12 0.279082641 - T2D risk TSS1500
cg21350431 GLG1 chr16 0.279296521 - T2D risk Body
cg25190437 SKAP1 chr17 0.279406125 - T2D risk Body
cg19584790 PACS2 chr14 0.279412894 - T2D risk Body
cg11019127 CADM1 chr11 0.279554255 - T2D risk Body
cg22896873 PRKAG2 chr7 0.279648751 + T2D risk Body
cg10259277 RNF157 chr17 0.279676513 - T2D risk Body
cg02437766 ARL15 chr5 0.279821046 + T2D risk Body
cg15027563 CLEC16A chr16 0.279839706 - T2D risk TSS200
cg01021234 ANK3 chr10 0.27984899 - T2D risk Body
cg26238057 TENM2 chr5 0.279875915 - T2D risk Body
cg20184106 OXSM chr3 0.279980206 - T2D risk TSS200
cg20184106 NGLY1 chr3 0.279980206 - T2D risk 1stExon
cg20184106 NGLY1 chr3 0.279980206 - T2D risk 5'UTR
cg00375056 SSBP2 chr5 0.280041833 + T2D risk Body
cg17109865 CREBBP chr16 0.280072457 + T2D risk Body
cg17949643 PDE3A chr12 0.280090055 - T2D risk Body
cg19450840 CALD1 chr7 0.280139113 + T2D risk 5'UTR
cg11716471 TSHZ1 chr18 0.280248656 + T2D risk 5'UTR
cg11716471 TSHZ1 chr18 0.280248656 + T2D risk Body
cg20864959 ENAH chr1 0.280376572 - T2D risk TSS1500
cg01591591 CREBBP chr16 0.280420511 + T2D risk Body
cg12058544 PTPRU chr1 0.28053276 + T2D risk Body
cg04446284 CPLX2 chr5 0.280674067 - T2D risk 5'UTR
cg16824225 TENM2 chr5 0.280818899 + T2D risk Body
cg02261733 ARID2 chr12 0.280841378 + T2D risk 3'UTR
cg23653008 CHFR chr12 0.280910519 - T2D risk TSS1500
cg20323015 HMBOX1 chr8 0.280952188 - T2D risk 3'UTR
cg04808420 USP53 chr4 0.280992433 + T2D risk TSS1500
cg02833089 CUX1 chr7 0.281016358 + T2D risk Body
cg08519109 SRPK2 chr7 0.281030021 - T2D risk Body
cg09686236 KCNIP3 chr2 0.281073835 - T2D risk Body
cg09686236 KCNIP3 chr2 0.281073835 - T2D risk TSS1500
cg11726593 IMPA1 chr8 0.281169682 + T2D risk TSS1500
cg18504656 DACH1 chr13 0.281349166 - T2D risk Body
cg06946551 PTP4A2 chr1 0.281529355 + T2D risk 5'UTR
cg09537015 NUP98 chr11 0.281639754 + T2D risk Body
cg23261443 CUX1 chr7 0.281788931 - T2D risk Body
cg13250196 MDM1 chr12 0.281903976 - T2D risk 3'UTR
cg13250196 MDM1 chr12 0.281903976 - T2D risk Body
cg03195732 KDM4B chr19 0.281965325 - T2D risk Body
cg07314038 SGSM2 chr17 0.281967037 + T2D risk 5'UTR
cg07314038 SGSM2 chr17 0.281967037 + T2D risk 1stExon
cg26406407 DIP2C chr10 0.281998936 + T2D risk Body
cg02361546 PACS2 chr14 0.282067014 - T2D risk Body
cg02361546 PACS2 chr14 0.282067014 - T2D risk 5'UTR
cg05346287 DDC chr7 0.282077507 + T2D risk 5'UTR
cg20948548 SLIT3 chr5 0.282115653 - T2D risk Body
cg10694153 RAP1GAP2 chr17 0.282139795 + T2D risk Body
cg17945231 KIAA0355 chr19 0.282148529 + T2D risk Body
cg16114442 ULK4 chr3 0.282270051 - T2D risk TSS1500
cg24629311 KIAA0355 chr19 0.282291066 + T2D risk Body



cg09935452 ULK4 chr3 0.282428874 + T2D risk Body
cg13942215 UXS1 chr2 0.282563023 + T2D risk Body
cg13942215 UXS1 chr2 0.282563023 + T2D risk TSS1500
cg12411601 DDC chr7 0.28275839 + T2D risk Body
cg08167748 GRK5 chr10 0.282761888 - T2D risk Body
cg12636835 SEZ6L chr22 0.282853851 + T2D risk 3'UTR
cg03133811 CDH22 chr20 0.282867336 - T2D risk Body
cg04274830 SCARB2 chr4 0.283130424 - T2D risk Body
cg19159985 ANKHD1 chr5 0.283194538 + T2D risk Body
cg21525946 TENM2 chr5 0.28323151 - T2D risk Body
cg04863508 TMEM59 chr1 0.283257842 - T2D risk TSS1500
cg26571814 PDE3A chr12 0.283272319 - T2D risk Body
cg17520142 SRPK2 chr7 0.283298471 - T2D risk Body
cg17520142 SRPK2 chr7 0.283298471 - T2D risk TSS1500
cg11977795 CMTR1 chr6 0.283346758 - T2D risk ExonBnd
cg11977795 CMTR1 chr6 0.283346758 - T2D risk 5'UTR
cg03440846 ACSS2 chr20 0.28344385 + T2D risk TSS1500
cg21348925 PRKCE chr2 0.283781097 + T2D risk Body
cg25261191 CUX1 chr7 0.283793941 - T2D risk Body
cg00699693 WWP2 chr16 0.283925692 + T2D risk Body
cg01815376 AMD1 chr6 0.283934333 - T2D risk 5'UTR
cg12027401 TANC2 chr17 0.28394296 + T2D risk Body
cg02707048 PACRG chr6 0.283962755 - T2D risk Body
cg14123607 APBA1 chr9 0.284034673 - T2D risk 5'UTR
cg17566334 PACRG chr6 0.284123573 - T2D risk Body
cg25237410 CUX1 chr7 0.284184573 - T2D risk Body
cg21464353 SCAF8 chr6 0.284201235 - T2D risk Body
cg09929879 DIP2C chr10 0.284282716 - T2D risk Body
cg09626265 GLG1 chr16 0.284369395 - T2D risk Body
cg11699755 NCOA2 chr8 0.284475846 + T2D risk 5'UTR
cg05226454 DIP2C chr10 0.284548772 + T2D risk Body
cg02393372 GRK5 chr10 0.28455224 + T2D risk Body
cg08048137 KREMEN1 chr22 0.284593889 - T2D risk Body
cg17881363 ATXN1 chr6 0.284659985 + T2D risk TSS200
cg26908399 RCAN2 chr6 0.28466543 - T2D risk TSS1500
cg25383568 ACTN4 chr19 0.284695142 - T2D risk Body
cg27049987 ZDHHC2 chr8 0.284755216 - T2D risk TSS1500
cg19288598 TTC28 chr22 0.284888217 + T2D risk Body
cg09377512 DNAH9 chr17 0.285006815 + T2D risk 5'UTR
cg09377512 DNAH9 chr17 0.285006815 + T2D risk Body
cg13422119 PDE8A chr15 0.28509686 - T2D risk Body
cg22301377 KCNIP3 chr2 0.285157572 + T2D risk Body
cg22301377 KCNIP3 chr2 0.285157572 + T2D risk TSS1500
cg16232289 KIAA1109 chr4 0.285241398 + T2D risk Body
cg01190084 SKAP1 chr17 0.285367393 + T2D risk Body
cg01182310 RANBP17 chr5 0.285394501 - T2D risk Body
cg07319098 PDLIM5 chr4 0.285520101 - T2D risk TSS200
cg23078800 ANK3 chr10 0.28562558 - T2D risk Body
cg22699725 PFKFB2 chr1 0.285895252 + T2D risk Body
cg19214977 RAP1GAP2 chr17 0.285908576 + T2D risk Body
cg13859097 SKAP1 chr17 0.285917015 - T2D risk Body
cg09533708 KCNIP3 chr2 0.285954728 - T2D risk TSS1500
cg23383887 ANK2 chr4 0.286067176 - T2D risk Body
cg26564768 DIP2C chr10 0.286106413 - T2D risk Body
cg16489616 PRKCE chr2 0.286154041 + T2D risk Body
cg04927789 TENM2 chr5 0.28616123 - T2D risk Body
cg05195377 NCOA2 chr8 0.286364648 + T2D risk 5'UTR
cg11117097 SLC7A2 chr8 0.286470791 - T2D risk 5'UTR
cg27390443 CREBBP chr16 0.286519481 + T2D risk Body
cg05654340 AMD1 chr6 0.286578576 + T2D risk 5'UTR
cg05654340 AMD1 chr6 0.286578576 + T2D risk Body
cg12356730 PRKAG2 chr7 0.286586911 + T2D risk 5'UTR
cg12356730 PRKAG2 chr7 0.286586911 + T2D risk 1stExon
cg12356730 PRKAG2 chr7 0.286586911 + T2D risk Body
cg08508761 FLT1 chr13 0.286637343 + T2D risk Body
cg23204680 ATXN1 chr6 0.28666103 - T2D risk 5'UTR
cg14013378 PDLIM5 chr4 0.286891455 + T2D risk Body
cg06365577 CREBBP chr16 0.286943316 - T2D risk Body
cg09758680 DIP2C chr10 0.287016179 - T2D risk Body
cg07657658 CNTNAP2 chr7 0.287051934 + T2D risk Body



cg23932241 ARID2 chr12 0.287071725 - T2D risk TSS1500
cg04283838 KIAA0232 chr4 0.287128638 - T2D risk Body
cg03562868 PLAGL1 chr6 0.287175777 - T2D risk TSS1500
cg03562868 PLAGL1 chr6 0.287175777 - T2D risk 5'UTR
cg06217931 KDM4B chr19 0.287255188 + T2D risk Body
cg22526076 INPP4A chr2 0.28725854 + T2D risk 5'UTR
cg13013301 SGSM2 chr17 0.287270319 - T2D risk Body
cg23881119 KIAA1217 chr10 0.287271175 - T2D risk TSS1500
cg23881119 KIAA1217 chr10 0.287271175 - T2D risk 5'UTR
cg26463342 ULK4 chr3 0.28727709 + T2D risk Body
cg14642696 LMX1B chr9 0.287504164 - T2D risk Body
cg08444060 RSF1 chr11 0.287504186 - T2D risk TSS200
cg10106857 ATXN1 chr6 0.287517023 - T2D risk Body
cg10090389 USP53 chr4 0.287588948 + T2D risk 5'UTR
cg09443467 TENM2 chr5 0.287645085 + T2D risk Body
cg12838902 SLC29A4 chr7 0.28777184 + T2D risk 5'UTR
cg12838902 SLC29A4 chr7 0.28777184 + T2D risk 1stExon
cg24962317 TMEM131 chr2 0.287819445 - T2D risk Body
cg10780097 AMD1 chr6 0.287843973 - T2D risk TSS1500
cg16194292 CUX1 chr7 0.287849101 + T2D risk Body
cg07959190 KREMEN1 chr22 0.288026351 - T2D risk Body
cg14026061 PRKCE chr2 0.288107906 + T2D risk Body
cg13692416 DIP2C chr10 0.288127774 - T2D risk Body
cg11344729 PRKAG2 chr7 0.288142043 + T2D risk Body
cg06582575 PACRG chr6 0.288153202 + T2D risk 1stExon
cg06582575 PACRG chr6 0.288153202 + T2D risk 5'UTR
cg08712068 PRKAG2 chr7 0.288195261 - T2D risk TSS1500
cg23504415 AGPAT3 chr21 0.288289822 - T2D risk 5'UTR
cg02564272 MAN1A1 chr6 0.288352127 + T2D risk Body
cg09313191 DIP2C chr10 0.288353441 - T2D risk Body
cg20405025 CUX1 chr7 0.288695462 + T2D risk Body
cg26535070 CLOCK chr4 0.288705329 - T2D risk Body
cg21996137 ATXN1 chr6 0.288732025 + T2D risk TSS200
cg25757393 PDLIM5 chr4 0.288826604 + T2D risk 5'UTR
cg25757393 PDLIM5 chr4 0.288826604 + T2D risk Body
cg11732505 UXS1 chr2 0.288954056 - T2D risk Body
cg03787603 CUX1 chr7 0.288986995 + T2D risk Body
cg20969033 ANK2 chr4 0.289060858 - T2D risk Body
cg09731958 DYNC1I1 chr7 0.289191719 - T2D risk Body
cg26671183 PFKFB2 chr1 0.289215751 - T2D risk TSS200
cg02907102 CUX2 chr12 0.289469591 + T2D risk Body
cg10423587 DIP2C chr10 0.289537823 + T2D risk Body
cg18998543 GNA12 chr7 0.289636474 - T2D risk 3'UTR
cg02526950 MET chr7 0.289652374 - T2D risk 5'UTR
cg03164309 SLC29A4 chr7 0.289716909 + T2D risk Body
cg01272967 DIP2C chr10 0.289850195 + T2D risk Body
cg26226356 CUX2 chr12 0.289904367 - T2D risk Body
cg24649229 AMD1 chr6 0.289952168 - T2D risk 5'UTR
cg22387076 ZHX2 chr8 0.290181616 + T2D risk 5'UTR
cg02034675 DKK2 chr4 0.29022908 + T2D risk Body
cg09933021 FBXO11 chr2 0.290249077 - T2D risk Body
cg24630521 ARL15 chr5 0.29031385 - T2D risk Body
cg06968641 DIP2C chr10 0.290404016 + T2D risk Body
cg03898690 RAP1GAP2 chr17 0.290456987 - T2D risk Body
cg07028533 CNTNAP2 chr7 0.290487506 + T2D risk TSS200
cg27363021 DACH1 chr13 0.290543406 + T2D risk Body
cg14750751 CUX2 chr12 0.290691099 - T2D risk Body
cg17860226 CUX1 chr7 0.290750676 - T2D risk Body
cg00415665 ZHX2 chr8 0.290939918 - T2D risk 5'UTR
cg26222689 PRKCE chr2 0.290997091 - T2D risk Body
cg21852905 ASH1L chr1 0.291003505 + T2D risk 1stExon
cg21852905 ASH1L chr1 0.291003505 + T2D risk 5'UTR
cg03171157 GRK5 chr10 0.291005616 + T2D risk Body
cg20567227 ATP8A1 chr4 0.291116895 - T2D risk Body
cg03860010 TJP1 chr15 0.291189579 - T2D risk Body
cg26896818 PDE8A chr15 0.291228676 - T2D risk Body

ch.7.3189261R PRKAG2 chr7 0.291431456 - T2D risk 5'UTR
ch.7.3189261R PRKAG2 chr7 0.291431456 - T2D risk Body

cg00048905 DIP2C chr10 0.291473314 + T2D risk Body
cg12975130 SSBP2 chr5 0.291578966 + T2D risk 3'UTR



cg13076784 FBXO11 chr2 0.291675739 - T2D risk Body
cg11855218 CRYL1 chr13 0.291708763 + T2D risk Body
cg03038245 DIP2C chr10 0.29175418 - T2D risk Body
cg11884933 GNA12 chr7 0.291779803 + T2D risk Body
cg13101284 SLIT3 chr5 0.291781186 + T2D risk Body
cg01317470 FBXO11 chr2 0.291906233 - T2D risk Body
cg26210511 EFCAB14 chr1 0.291938094 + T2D risk TSS1500
cg04620298 CPLX2 chr5 0.292143359 + T2D risk 5'UTR
cg21670451 ANKHD1 chr5 0.292257538 - T2D risk TSS200
cg05181989 WWP2 chr16 0.292262547 + T2D risk TSS1500
cg02800630 ANK2 chr4 0.292285684 - T2D risk Body
cg01513605 TAB2 chr6 0.292509804 + T2D risk 5'UTR
cg01513605 TAB2 chr6 0.292509804 + T2D risk Body
cg04319464 PLAGL1 chr6 0.292649535 + T2D risk 5'UTR
cg04319464 PLAGL1 chr6 0.292649535 + T2D risk 1stExon
cg10214615 LAMA4 chr6 0.292714239 - T2D risk Body
cg04840930 PLAGL1 chr6 0.292824766 - T2D risk TSS1500
cg04840930 PLAGL1 chr6 0.292824766 - T2D risk 5'UTR
cg12419863 PLAGL1 chr6 0.292897669 + T2D risk Body
cg14052289 ULK4 chr3 0.292959573 - T2D risk Body
cg00204501 TJP1 chr15 0.293084335 - T2D risk 1stExon
cg00204501 TJP1 chr15 0.293084335 - T2D risk 5'UTR
cg25604082 RET chr10 0.293109796 + T2D risk Body
cg23223071 PHACTR1 chr6 0.293342722 - T2D risk Body
cg15989253 PICALM chr11 0.29355138 - T2D risk TSS1500
cg10439859 RHBDD1 chr2 0.293560101 - T2D risk Body
cg15123499 DIP2C chr10 0.293571446 - T2D risk Body
cg01313057 PPFIBP1 chr12 0.293726585 - T2D risk 5'UTR
cg00902429 ATXN1 chr6 0.293757258 - T2D risk 5'UTR
cg12632309 ST6GAL1 chr3 0.293765771 - T2D risk 5'UTR
cg20254607 POLA1 chrX 0.293783489 - T2D risk Body
cg14980090 UXS1 chr2 0.294058603 - T2D risk TSS200
cg20263741 RHBDD1 chr2 0.294162415 + T2D risk Body
cg02293852 PTPRU chr1 0.294385559 + T2D risk Body
cg20163056 KDM4B chr19 0.294609267 + T2D risk 5'UTR
cg06072664 ATP8A2 chr13 0.294869258 + T2D risk Body
cg10194279 ATXN1 chr6 0.294981363 - T2D risk 5'UTR
cg04895047 AGPAT3 chr21 0.295116407 - T2D risk Body
cg20305610 PDLIM5 chr4 0.295117895 - T2D risk 5'UTR
cg20305610 PDLIM5 chr4 0.295117895 - T2D risk Body
cg13800491 FLT1 chr13 0.295208388 - T2D risk Body
cg24374900 PDE8A chr15 0.295277923 - T2D risk TSS1500
cg12240515 EFR3A chr8 0.295306464 + T2D risk Body
cg04495969 FBXO11 chr2 0.295408773 + T2D risk 5'UTR
cg06065769 INPP4A chr2 0.295419529 - T2D risk 5'UTR
cg02910405 PACS1 chr11 0.295434191 - T2D risk Body
cg14725733 DIP2C chr10 0.295467982 - T2D risk Body
cg09787619 PRKACB chr1 0.295547243 + T2D risk Body
cg20029849 RAP1GAP2 chr17 0.29559188 + T2D risk Body
cg11912239 BIRC5 chr17 0.295662307 + T2D risk 3'UTR
cg05349356 ATRN chr20 0.295735594 + T2D risk TSS200
cg06404238 CUX1 chr7 0.295827717 - T2D risk Body
cg18502238 DIP2C chr10 0.295834116 + T2D risk Body
cg07703765 ACTN4 chr19 0.295854723 + T2D risk Body
cg15546232 TSGA10 chr2 0.295896754 - T2D risk 5'UTR
cg15546232 TSGA10 chr2 0.295896754 - T2D risk 1stExon
cg03223765 CHKA chr11 0.296185634 + T2D risk Body
cg24962011 DIP2C chr10 0.296257315 - T2D risk Body
cg03296248 COL4A1 chr13 0.296337351 + T2D risk Body
cg08783063 RSF1 chr11 0.296374414 - T2D risk Body
cg17578322 ERC2 chr3 0.296378403 - T2D risk 3'UTR
cg05526846 INPP4A chr2 0.29641682 - T2D risk 5'UTR
cg03581459 PACS2 chr14 0.296510471 + T2D risk TSS1500
cg06240854 TSGA10 chr2 0.296550509 - T2D risk 5'UTR
cg05371064 MAN1A1 chr6 0.296641912 - T2D risk TSS1500
cg22284398 PRKCE chr2 0.296650344 + T2D risk Body
cg21514227 NOTCH3 chr19 0.296697842 + T2D risk Body
cg03979024 DIP2C chr10 0.296795703 + T2D risk Body
cg03455912 ACSS2 chr20 0.29684206 - T2D risk TSS1500
cg10541139 ENAH chr1 0.296894285 + T2D risk Body



cg15262516 COL4A1 chr13 0.2969095 - T2D risk Body
cg18082894 PRKACB chr1 0.297143693 - T2D risk Body
cg12064947 DLL4 chr15 0.297343344 - T2D risk TSS1500
cg09712329 ATRN chr20 0.297451343 + T2D risk Body
cg05902801 CUX2 chr12 0.29746435 - T2D risk Body
cg07865517 PLEKHG3 chr14 0.297501342 - T2D risk TSS1500
cg08065241 ERC2 chr3 0.297607279 - T2D risk 5'UTR
cg23536300 PPP1R12A chr12 0.297634127 + T2D risk Body
cg23536300 PPP1R12A chr12 0.297634127 + T2D risk 1stExon
cg16493124 ASXL2 chr2 0.297656433 - T2D risk Body
cg17725607 PTPRU chr1 0.297714872 + T2D risk Body
cg17767427 KDM4B chr19 0.297738732 - T2D risk Body
cg14848333 ASH1L chr1 0.297856767 - T2D risk Body
cg11345010 AGPAT3 chr21 0.298129822 - T2D risk 5'UTR
cg17019362 PDE3A chr12 0.298365648 + T2D risk Body
cg17019362 PDE3A chr12 0.298365648 + T2D risk TSS200
cg00729815 ATP2B1 chr12 0.298403118 - T2D risk Body
cg12565055 TTC28 chr22 0.298463053 - T2D risk TSS1500
cg12744722 CUX2 chr12 0.298533395 + T2D risk Body
cg10665789 ITPKB chr1 0.298545297 - T2D risk Body
cg21341821 DIP2C chr10 0.298600992 - T2D risk Body
cg01625998 TMEM219 chr16 0.29876176 + T2D risk 5'UTR
cg08527313 PTPRU chr1 0.298904018 - T2D risk Body
cg00744866 CLASP2 chr3 0.299064481 - T2D risk Body
cg15487208 ARL15 chr5 0.299101103 - T2D risk Body
cg02791664 SCAF11 chr12 0.299451161 + T2D risk Body
cg03554765 SPOCK1 chr5 0.299491738 - T2D risk TSS1500
cg27390840 SLIT3 chr5 0.299578992 - T2D risk Body
cg15475168 CUX1 chr7 0.299616922 - T2D risk Body
cg26710819 CALD1 chr7 0.299620502 - T2D risk 3'UTR
cg24545602 PRKCE chr2 0.299645138 + T2D risk Body
cg00408980 HMBOX1 chr8 0.299757271 + T2D risk 5'UTR
cg00408980 HMBOX1 chr8 0.299757271 + T2D risk ExonBnd
cg10784597 NOL4 chr18 0.300047568 + T2D risk Body
cg02038353 SUB1 chr5 0.30006437 - T2D risk TSS1500
cg11505026 PRKCE chr2 0.300104903 - T2D risk Body
cg04395439 TENM2 chr5 0.300165516 - T2D risk Body
cg15720797 PDLIM5 chr4 0.300184648 - T2D risk Body
cg06715974 RAP1B chr12 0.300221247 - T2D risk 5'UTR
cg24760597 ANK3 chr10 0.300231021 - T2D risk Body
cg02057782 ATP8A2 chr13 0.300252246 - T2D risk Body
cg23185029 PRKAG2 chr7 0.300295634 + T2D risk TSS1500
cg23185029 PRKAG2 chr7 0.300295634 + T2D risk Body
cg07819331 SLIT3 chr5 0.300349186 - T2D risk Body
cg18132241 ATP8A2 chr13 0.300431535 - T2D risk Body
cg07973479 ATP8A2 chr13 0.3004793 + T2D risk TSS1500
cg01857931 LAP3 chr4 0.300584093 - T2D risk Body
cg16673301 CADM1 chr11 0.300614032 - T2D risk Body
cg05125455 CADM1 chr11 0.300617884 - T2D risk Body
cg03386480 DYNC1I1 chr7 0.30063099 + T2D risk TSS200
cg03508526 ZDHHC2 chr8 0.300656734 - T2D risk Body
cg20330224 UXS1 chr2 0.300719971 + T2D risk Body
cg19112780 PTPRU chr1 0.300834626 - T2D risk 1stExon
cg19112780 PTPRU chr1 0.300834626 - T2D risk 5'UTR
cg24816866 PACRG chr6 0.300905542 + T2D risk Body
cg24013909 PTPRU chr1 0.301021959 - T2D risk Body
cg16785827 ARL8B chr3 0.301022747 - T2D risk Body
cg01254555 LAMA4 chr6 0.301193857 + T2D risk Body
cg22239322 TENM2 chr5 0.301215663 - T2D risk Body
cg08431272 TPCN1 chr12 0.3012812 + T2D risk 5'UTR
cg08431272 TPCN1 chr12 0.3012812 + T2D risk Body
cg17331706 RGS7 chr1 0.301288403 + T2D risk Body
cg17331706 RGS7 chr1 0.301288403 + T2D risk 3'UTR
cg16509430 ATXN1 chr6 0.301305437 + T2D risk 5'UTR
cg18306520 ARID2 chr12 0.301310438 + T2D risk TSS200
cg07992484 UXS1 chr2 0.301357382 + T2D risk Body
cg27029179 CADM1 chr11 0.301372175 + T2D risk TSS1500
cg22389121 ST20 chr15 0.301496145 - T2D risk TSS1500
cg24312492 ASH1L chr1 0.301523238 - T2D risk TSS200
cg17983891 TSGA10 chr2 0.301680524 - T2D risk 1stExon



cg17983891 TSGA10 chr2 0.301680524 - T2D risk 5'UTR
cg04477101 SGSM2 chr17 0.301693436 - T2D risk Body
cg15163417 TANC2 chr17 0.301731764 - T2D risk Body
cg20823215 RSF1 chr11 0.30188947 + T2D risk Body
cg07675216 PRKACB chr1 0.302048653 - T2D risk Body
cg21222767 DNAH9 chr17 0.302061825 + T2D risk Body
cg03995533 CLEC16A chr16 0.302119234 + T2D risk Body
cg02578070 MAN1A1 chr6 0.302126139 + T2D risk Body
cg04451134 PDE3A chr12 0.302137871 - T2D risk Body
cg04451134 PDE3A chr12 0.302137871 - T2D risk TSS1500
cg09732704 CLEC16A chr16 0.302256679 - T2D risk Body
cg10850893 ZDHHC2 chr8 0.302312318 - T2D risk Body
cg15487282 GALK2 chr15 0.302393247 - T2D risk Body
cg13151724 RBBP6 chr16 0.302530407 + T2D risk 5'UTR
cg13151724 RBBP6 chr16 0.302530407 + T2D risk 1stExon
cg25578013 CRYL1 chr13 0.302553385 + T2D risk Body
cg18918010 ZHX2 chr8 0.302561706 - T2D risk 5'UTR
cg25553110 ZHX2 chr8 0.302621702 + T2D risk Body
cg14012925 CUX1 chr7 0.302622993 - T2D risk Body
cg21849597 ARPP19 chr15 0.302713469 + T2D risk TSS1500
cg25719450 PDK1 chr2 0.302764275 + T2D risk TSS1500
cg26212303 DLL4 chr15 0.302921744 + T2D risk TSS1500
cg24498114 NOTCH3 chr19 0.303115323 - T2D risk Body
cg08602888 UXS1 chr2 0.303129833 + T2D risk Body
cg26157192 ANK3 chr10 0.303171076 - T2D risk Body
cg12720670 CUX1 chr7 0.303340262 - T2D risk Body
cg15683743 SPPL2A chr15 0.303371374 + T2D risk Body
cg10971973 FNIP2 chr4 0.303427841 + T2D risk Body
cg05263760 PHACTR1 chr6 0.30344036 - T2D risk Body
cg04058144 GLG1 chr16 0.303513435 + T2D risk Body
cg14884935 RNF217 chr6 0.30361079 + T2D risk Body
cg09773769 GPC4 chrX 0.303720743 + T2D risk Body
cg11613015 APC chr5 0.303752178 - T2D risk 5'UTR
cg11613015 APC chr5 0.303752178 - T2D risk TSS200
cg06071396 SLIT3 chr5 0.303809367 - T2D risk Body
cg22810137 EVI5 chr1 0.303839993 - T2D risk Body
cg08052619 TMEM150C chr4 0.303874327 + T2D risk TSS1500
cg04483289 SKAP1 chr17 0.303945571 - T2D risk TSS1500
cg04699519 ATXN1 chr6 0.303949933 + T2D risk 3'UTR
cg01160733 DDHD2 chr8 0.303956941 - T2D risk Body
cg05388548 PHACTR1 chr6 0.304025386 + T2D risk Body
cg25592746 SLIT3 chr5 0.304101153 + T2D risk Body
cg19460902 ATXN1 chr6 0.30415064 + T2D risk 5'UTR
cg02892618 HNRNPA2B1 chr7 0.30433666 + T2D risk Body
cg10156207 GALK2 chr15 0.304378193 - T2D risk Body
cg25734899 DIP2C chr10 0.304433698 + T2D risk Body
cg17435796 RGS7 chr1 0.304465682 - T2D risk Body
cg26562578 SGSM2 chr17 0.304474746 + T2D risk Body
cg01183713 ULK4 chr3 0.304534188 - T2D risk Body
cg00615852 AMD1 chr6 0.304650476 - T2D risk 5'UTR
cg17999272 SPAG9 chr17 0.304691969 - T2D risk Body
cg17999272 SPAG9 chr17 0.304691969 - T2D risk ExonBnd
cg23575731 CUX1 chr7 0.30469633 - T2D risk Body
cg16334882 CLEC16A chr16 0.30493491 + T2D risk Body
cg11050992 RGS7 chr1 0.305052177 - T2D risk Body
cg11050992 RGS7 chr1 0.305052177 - T2D risk 3'UTR
cg24629941 CUX1 chr7 0.305125818 - T2D risk Body
cg05031214 RAP1GAP2 chr17 0.305240835 + T2D risk TSS1500
cg07484986 ANK3 chr10 0.305315778 - T2D risk Body
cg12694124 TSC22D1 chr13 0.305412084 + T2D risk Body
cg13979277 LMX1B chr9 0.305497622 - T2D risk Body
cg02215538 ANKHD1 chr5 0.30554995 + T2D risk Body
cg13708206 SLIT3 chr5 0.305828608 + T2D risk Body
cg02957270 SKAP1 chr17 0.305917941 + T2D risk TSS1500
cg07651080 ROBO2 chr3 0.30594004 + T2D risk TSS1500
cg07651080 ROBO2 chr3 0.30594004 + T2D risk Body
cg23335258 TMEM219 chr16 0.306005772 - T2D risk 5'UTR
cg15170386 CUX1 chr7 0.306124764 + T2D risk Body
cg23268576 ATXN1 chr6 0.306145261 - T2D risk 5'UTR
cg08074000 MET chr7 0.306281225 + T2D risk Body



cg20715291 INPP4A chr2 0.306366828 - T2D risk TSS1500
cg06007761 SLIT3 chr5 0.306407784 - T2D risk Body
cg14486019 PRKCE chr2 0.306409933 - T2D risk Body
cg00906616 PRKAG2 chr7 0.306596705 + T2D risk Body
cg04188753 KIAA1217 chr10 0.306647246 - T2D risk Body
cg26321127 AGPAT3 chr21 0.306713076 - T2D risk 5'UTR
cg26321127 AGPAT3 chr21 0.306713076 - T2D risk TSS1500
cg10541043 CUX1 chr7 0.306727512 - T2D risk 3'UTR
cg10541043 CUX1 chr7 0.306727512 - T2D risk Body
cg12488877 TBC1D5 chr3 0.30688307 + T2D risk TSS200
cg01139696 GNA12 chr7 0.307143274 - T2D risk Body
cg12127692 INPP4A chr2 0.307166901 + T2D risk 5'UTR
cg21477922 KIAA0232 chr4 0.307244653 - T2D risk TSS200
cg13952688 KCNJ12 chr17 0.307271092 + T2D risk 5'UTR
cg07393320 CPLX2 chr5 0.307394879 + T2D risk 5'UTR
cg14430158 TENM2 chr5 0.307399968 + T2D risk Body
cg23109041 PACS2 chr14 0.307541423 - T2D risk Body
cg04196549 TSC22D1 chr13 0.307733509 - T2D risk TSS1500
cg04196549 TSC22D1 chr13 0.307733509 - T2D risk 5'UTR
cg04196549 TSC22D1 chr13 0.307733509 - T2D risk Body
cg25858805 KCNJ18 chr17 0.307751298 + T2D risk TSS1500
cg25858805 KCNJ12 chr17 0.307751298 + T2D risk 5'UTR
cg12221970 ITPKB chr1 0.3078644 + T2D risk Body
cg09401276 BCAT1 chr12 0.307980343 + T2D risk Body
cg15611364 OXSM chr3 0.308022484 - T2D risk TSS200
cg15611364 NGLY1 chr3 0.308022484 - T2D risk 1stExon
cg15611364 NGLY1 chr3 0.308022484 - T2D risk 5'UTR
cg26339042 SEZ6L chr22 0.308084957 + T2D risk Body
cg08135718 CUX1 chr7 0.308136891 - T2D risk Body
cg19709083 CUL1 chr7 0.308263806 + T2D risk 3'UTR
cg26673019 USP53 chr4 0.308347811 + T2D risk 5'UTR
cg02510467 GAD1 chr2 0.308353438 - T2D risk 5'UTR
cg05119810 CHFR chr12 0.308354932 + T2D risk Body
cg01340195 TBC1D5 chr3 0.308367289 + T2D risk 5'UTR
cg01329098 RTN4 chr2 0.308415055 - T2D risk Body
cg21266942 CUX1 chr7 0.308489298 - T2D risk Body
cg12169153 CREBBP chr16 0.308546837 + T2D risk Body
cg09488184 KCNJ12 chr17 0.30866153 - T2D risk 5'UTR
cg21090457 ROBO2 chr3 0.308670101 - T2D risk Body
cg14752915 TOP2A chr17 0.308671077 + T2D risk Body
cg00875000 ATXN1 chr6 0.308673071 - T2D risk 5'UTR
cg05134054 CUX2 chr12 0.308813059 - T2D risk Body
cg19255681 ERC2 chr3 0.308865209 + T2D risk Body
cg10403260 PHF21A chr11 0.308912397 - T2D risk 5'UTR
cg10403260 PHF21A chr11 0.308912397 - T2D risk 1stExon
cg19310375 ACSS2 chr20 0.308926077 - T2D risk Body
cg19310375 ACSS2 chr20 0.308926077 - T2D risk 1stExon
cg23873669 RANBP17 chr5 0.308965181 - T2D risk Body
cg05525455 ARHGAP32 chr11 0.308972695 - T2D risk 3'UTR
cg12859234 DDHD2 chr8 0.309141242 + T2D risk 5'UTR
cg12859234 DDHD2 chr8 0.309141242 + T2D risk 1stExon
cg24420703 ATP6V1A chr3 0.309165502 + T2D risk 5'UTR
cg22235600 SGSM2 chr17 0.309417388 - T2D risk Body
cg11351927 DIP2C chr10 0.309459625 - T2D risk Body
cg17005864 TENM2 chr5 0.309528044 - T2D risk Body
cg22424122 PPP1R12A chr12 0.309546523 - T2D risk Body
cg02699933 ARHGAP32 chr11 0.309636613 - T2D risk Body
cg25163086 CADM1 chr11 0.309673223 - T2D risk Body
cg05512869 LAMA4 chr6 0.309677764 - T2D risk Body
cg03782461 FAM160A1 chr4 0.309815649 + T2D risk 5'UTR
cg10983639 PRKCB chr16 0.309942108 + T2D risk Body
cg20699740 TMEM59 chr1 0.310178242 + T2D risk 5'UTR
cg20699740 TMEM59 chr1 0.310178242 + T2D risk Body
cg03053738 PHF21A chr11 0.310269879 - T2D risk Body
cg03879823 PHACTR1 chr6 0.310365459 - T2D risk Body
cg22821606 RSF1 chr11 0.310382272 - T2D risk TSS1500
cg26981180 FNIP2 chr4 0.310390265 - T2D risk Body
cg04950452 TENM2 chr5 0.310690557 - T2D risk Body
cg17443058 FLT1 chr13 0.310782118 - T2D risk Body
cg22160502 YWHAQ chr2 0.310829009 - T2D risk Body



cg16569650 GNA12 chr7 0.310873903 - T2D risk Body
cg23657143 HMBOX1 chr8 0.310941536 + T2D risk 5'UTR
cg09990242 ST6GAL1 chr3 0.310973565 - T2D risk 5'UTR
cg19501306 PACS2 chr14 0.311060058 + T2D risk Body
cg19501306 PACS2 chr14 0.311060058 + T2D risk 5'UTR
cg18836581 PACRG chr6 0.311290329 - T2D risk Body
cg11056055 MET chr7 0.31130322 - T2D risk Body
cg15985580 GRK5 chr10 0.311415578 + T2D risk Body
cg07635227 MGRN1 chr16 0.311433499 + T2D risk Body
cg04198075 DIP2C chr10 0.311452467 + T2D risk Body
cg19488093 CALD1 chr7 0.311497353 - T2D risk 1stExon
cg19488093 CALD1 chr7 0.311497353 - T2D risk Body
cg19488093 CALD1 chr7 0.311497353 - T2D risk 5'UTR
cg26482626 PRKAG2 chr7 0.311775457 + T2D risk TSS1500
cg26482626 PRKAG2 chr7 0.311775457 + T2D risk Body
cg15496985 TSGA10 chr2 0.311835439 - T2D risk TSS200
cg26499095 DIP2C chr10 0.311843037 + T2D risk Body
cg00728039 AMD1 chr6 0.311914706 - T2D risk 5'UTR
cg03396151 MEIS2 chr15 0.311964088 - T2D risk Body
cg03844372 KIAA1217 chr10 0.312003704 + T2D risk 5'UTR
cg15369381 TANC2 chr17 0.312252277 + T2D risk Body
cg25054043 RHOA chr3 0.312262261 + T2D risk Body
cg09690543 CLIC5 chr6 0.312291442 - T2D risk Body
cg27017357 KDM4B chr19 0.312325534 + T2D risk 5'UTR
cg24374051 GLG1 chr16 0.312360381 + T2D risk Body
cg20125846 PACRG chr6 0.312362433 - T2D risk Body
cg09950921 STX6 chr1 0.312413781 - T2D risk 5'UTR
cg09950921 STX6 chr1 0.312413781 - T2D risk Body
cg25244800 MEIS2 chr15 0.312440387 - T2D risk Body
cg25536136 RGS7 chr1 0.312476408 + T2D risk Body
cg15306863 DIP2C chr10 0.312521777 + T2D risk Body
cg09302897 SCARB2 chr4 0.312659989 + T2D risk Body
cg14785205 CPLX2 chr5 0.312674523 + T2D risk 5'UTR
cg00122765 NF1 chr17 0.312812689 + T2D risk Body
cg17196246 BCAT1 chr12 0.312830452 - T2D risk Body
cg02242527 RCAN2 chr6 0.312857618 - T2D risk TSS1500
cg02242527 RCAN2 chr6 0.312857618 - T2D risk Body
cg09981407 RAP1GAP2 chr17 0.312902309 + T2D risk TSS1500
cg18843773 DDC chr7 0.312940726 - T2D risk Body
cg25447144 MEIS2 chr15 0.312981287 - T2D risk Body
cg08376530 PACRG chr6 0.312985839 - T2D risk Body
cg09468912 NCOA2 chr8 0.312992892 + T2D risk TSS1500
cg07409747 ASXL2 chr2 0.313004966 - T2D risk Body
cg23871260 AMD1 chr6 0.313014076 - T2D risk 5'UTR
cg02614932 DIP2C chr10 0.31329578 - T2D risk Body
cg03667968 APC chr5 0.313337735 - T2D risk 5'UTR
cg03667968 APC chr5 0.313337735 - T2D risk TSS200
cg10255171 ATXN1 chr6 0.313387267 - T2D risk Body
cg01283398 KIAA1217 chr10 0.31346107 - T2D risk Body
cg17862404 TSC22D1 chr13 0.313498449 + T2D risk Body
cg16177187 ITPKB chr1 0.313516922 + T2D risk Body
cg25902639 NOTCH3 chr19 0.313793516 + T2D risk TSS1500
cg02076100 ROBO2 chr3 0.31383358 + T2D risk 5'UTR
cg02076100 ROBO2 chr3 0.31383358 + T2D risk Body
cg15647266 ANK3 chr10 0.313927268 + T2D risk Body
cg13635931 SSB chr2 0.313963845 - T2D risk TSS1500
cg02092785 PHACTR1 chr6 0.313987833 + T2D risk Body
cg17359198 PRKAG2 chr7 0.314002314 + T2D risk 5'UTR
cg17359198 PRKAG2 chr7 0.314002314 + T2D risk Body
cg27063425 KIAA1217 chr10 0.314004845 + T2D risk Body
cg06765630 CDH22 chr20 0.314008795 - T2D risk Body
cg09529437 PRKCB chr16 0.314011567 + T2D risk Body
cg14898547 SPPL2A chr15 0.314062512 + T2D risk Body

ch.2.4457098R FARSB chr2 0.314065138 + T2D risk Body
cg03866192 RAP1GAP2 chr17 0.314385523 - T2D risk TSS200
cg05104811 PACRG chr6 0.314449149 + T2D risk Body
cg25902202 CUX2 chr12 0.31503416 - T2D risk Body
cg20606185 ANK3 chr10 0.315084195 - T2D risk Body
cg08299464 CDH22 chr20 0.315087709 + T2D risk Body
cg18373615 KIAA1217 chr10 0.315178013 - T2D risk 5'UTR



cg09048009 RTN4 chr2 0.315186137 - T2D risk Body
cg04485603 CLOCK chr4 0.315283035 + T2D risk 5'UTR
cg15787544 PRKAG2 chr7 0.315345277 + T2D risk 5'UTR
cg15787544 PRKAG2 chr7 0.315345277 + T2D risk Body
cg21902150 SH3GL2 chr9 0.315460652 + T2D risk Body
cg05901503 TENM2 chr5 0.315512138 - T2D risk Body
cg24888214 ARHGAP32 chr11 0.315576704 + T2D risk Body
cg27115439 PDE3A chr12 0.315578391 + T2D risk Body
cg08263357 PLAGL1 chr6 0.315815243 - T2D risk TSS1500
cg08263357 PLAGL1 chr6 0.315815243 - T2D risk 5'UTR
cg14761454 NPAT chr11 0.315825431 - T2D risk Body
cg02034890 WWP2 chr16 0.315979654 - T2D risk 5'UTR
cg05168404 SLC29A4 chr7 0.315986802 - T2D risk TSS1500
cg27252233 SSB chr2 0.316099752 + T2D risk 5'UTR
cg13610262 PACS2 chr14 0.316214074 - T2D risk Body
cg13610262 PACS2 chr14 0.316214074 - T2D risk 5'UTR
cg15463714 AGPAT3 chr21 0.316479139 - T2D risk 5'UTR
cg23303782 GRK5 chr10 0.316512456 + T2D risk Body
cg06196467 CUL1 chr7 0.316583304 + T2D risk 5'UTR
cg05430894 ARPP19 chr15 0.316615271 + T2D risk TSS1500
cg26224781 DYNC1I1 chr7 0.316643326 - T2D risk Body
cg27354901 WWP2 chr16 0.316661958 + T2D risk Body
cg02637343 WWP2 chr16 0.316765902 + T2D risk Body
cg17008375 CUX1 chr7 0.316799757 + T2D risk Body
cg09440989 MGRN1 chr16 0.316809581 + T2D risk Body
cg02732777 NUF2 chr1 0.316831202 - T2D risk Body
cg19941833 SEC31A chr4 0.316912451 + T2D risk ExonBnd
cg19941833 SEC31A chr4 0.316912451 + T2D risk Body
cg04113159 ULK4 chr3 0.316922201 + T2D risk Body
cg05192951 PACS2 chr14 0.316970726 - T2D risk Body
cg05192951 PACS2 chr14 0.316970726 - T2D risk 5'UTR
cg08957091 PDE5A chr4 0.316979586 - T2D risk Body
cg23816370 CNTNAP2 chr7 0.317026145 - T2D risk Body
cg09061849 HMBOX1 chr8 0.317049632 + T2D risk Body
cg14032244 MAST1 chr19 0.317117853 + T2D risk Body
cg27104437 GRK5 chr10 0.317158411 + T2D risk Body
cg18362538 KDM4B chr19 0.317323824 + T2D risk 5'UTR
cg10565891 TANC2 chr17 0.317432268 - T2D risk Body
cg27196330 DIP2C chr10 0.31747846 + T2D risk Body
cg13987304 TENM2 chr5 0.317568114 + T2D risk Body
cg26647139 CADM1 chr11 0.317602326 - T2D risk TSS1500
cg16708047 TENM2 chr5 0.317618499 - T2D risk Body
cg14217261 SLC29A4 chr7 0.317644343 + T2D risk Body
cg04569831 CNTNAP2 chr7 0.317682744 - T2D risk Body
cg14736874 ARL15 chr5 0.317761242 - T2D risk Body
cg16140258 ACTN4 chr19 0.317795824 + T2D risk Body
cg19069029 PHACTR1 chr6 0.317828384 - T2D risk Body
cg23957372 TANC2 chr17 0.317889541 + T2D risk Body
cg05344046 NUP98 chr11 0.318015672 + T2D risk Body
cg25750285 FLT1 chr13 0.318253172 - T2D risk Body
cg19721211 SPPL2A chr15 0.318327625 + T2D risk TSS200
cg05326150 CDH22 chr20 0.318346512 + T2D risk 5'UTR
cg21657450 RHOQ chr2 0.318422322 + T2D risk TSS1500
cg08241225 ATP4A chr19 0.318424306 + T2D risk 3'UTR
cg17717333 ASXL2 chr2 0.31845536 + T2D risk TSS1500
cg20999118 DYNC1I2 chr2 0.318783316 - T2D risk TSS1500
cg18439339 PRKAG2 chr7 0.318794531 + T2D risk Body
cg21044834 PDK1 chr2 0.319051964 - T2D risk TSS1500
cg26344933 TSC22D1 chr13 0.319112066 + T2D risk TSS1500
cg26344933 TSC22D1 chr13 0.319112066 + T2D risk 5'UTR
cg26344933 TSC22D1 chr13 0.319112066 + T2D risk Body
cg00893603 ATP8A2 chr13 0.319144011 + T2D risk Body
cg26598152 NQO1 chr16 0.319349019 - T2D risk TSS1500
cg22859370 GNA12 chr7 0.319447461 + T2D risk Body
cg11210138 SKAP1 chr17 0.319467503 + T2D risk Body
cg19903766 ATP4A chr19 0.319536735 + T2D risk Body
cg06241427 ITPKB chr1 0.319596967 + T2D risk Body
cg23074224 APBA1 chr9 0.319657827 - T2D risk 5'UTR
cg18581708 CUX1 chr7 0.319679071 - T2D risk Body
cg05412882 RCAN2 chr6 0.319743235 - T2D risk TSS1500



cg05412882 RCAN2 chr6 0.319743235 - T2D risk Body
cg16516248 WWP2 chr16 0.31974658 - T2D risk TSS1500
cg16516248 WWP2 chr16 0.31974658 - T2D risk Body
cg10658516 TMEM131 chr2 0.319797631 - T2D risk TSS200
cg05714396 SSBP2 chr5 0.319878249 - T2D risk TSS1500
cg03618302 PDE3A chr12 0.319898331 + T2D risk Body
cg07233779 ITGB1 chr10 0.319947564 + T2D risk TSS1500
cg03010756 CUL1 chr7 0.319955319 - T2D risk Body
cg16565696 CDH22 chr20 0.320067654 - T2D risk Body
cg01808708 SMG7 chr1 0.320110758 - T2D risk 5'UTR
cg01808708 SMG7 chr1 0.320110758 - T2D risk Body
cg18578732 ERC2 chr3 0.320116998 - T2D risk 3'UTR
cg14754494 DDC chr7 0.32016342 + T2D risk Body
cg02057969 PDE5A chr4 0.320308117 - T2D risk Body
cg24454909 TENM2 chr5 0.320321033 - T2D risk Body
cg00074853 AMD1 chr6 0.320349699 + T2D risk 5'UTR
cg23738353 SLC29A4 chr7 0.320551849 - T2D risk 5'UTR
cg23738353 SLC29A4 chr7 0.320551849 - T2D risk 1stExon
cg12371681 SNX4 chr3 0.320558982 - T2D risk TSS200
cg13780945 RPGR chrX 0.320560235 - T2D risk 3'UTR
cg13780945 RPGR chrX 0.320560235 - T2D risk Body
cg20076588 ANK2 chr4 0.320573228 - T2D risk Body
cg09956718 UNC80 chr2 0.320613502 - T2D risk Body
cg18310794 NPEPPS chr17 0.320749405 - T2D risk Body
cg22295383 SPPL2A chr15 0.320959942 - T2D risk TSS200
cg21548414 CLIC5 chr6 0.32099344 + T2D risk 5'UTR
cg21548414 CLIC5 chr6 0.32099344 + T2D risk 1stExon
cg21548414 CLIC5 chr6 0.32099344 + T2D risk Body
cg12333556 PACS1 chr11 0.321004221 - T2D risk Body
cg19988566 ZRANB1 chr10 0.321040889 - T2D risk 3'UTR
cg04336433 CREBBP chr16 0.321101964 - T2D risk Body
cg15991124 KIAA0355 chr19 0.321121634 - T2D risk Body
cg19803298 PHACTR1 chr6 0.321136178 - T2D risk Body
cg17409288 LAP3 chr4 0.321180439 + T2D risk Body
cg13946678 SPOCK1 chr5 0.321305003 - T2D risk Body
cg12318342 ANK3 chr10 0.321312791 - T2D risk Body
cg04451043 NDUFB3 chr2 0.321351575 + T2D risk Body
cg06485596 PRKCB chr16 0.321458102 + T2D risk Body
cg10333808 ST8SIA1 chr12 0.321590235 - T2D risk 1stExon
cg10333808 ST8SIA1 chr12 0.321590235 - T2D risk 5'UTR
cg08463105 TMEM131 chr2 0.321621494 - T2D risk Body
cg10766396 RHBDD1 chr2 0.321653179 + T2D risk 5'UTR
cg04452569 FLT1 chr13 0.321742435 - T2D risk Body
cg08227282 SEZ6L chr22 0.321749122 - T2D risk Body
cg17002851 ATP8A2 chr13 0.321838071 + T2D risk Body
cg18313094 USP29 chr19 0.32185233 + T2D risk 5'UTR
cg20142358 WDR48 chr3 0.321868356 - T2D risk Body
cg27278227 WIZ chr19 0.322087187 + T2D risk Body
cg04146241 CDH22 chr20 0.322101547 - T2D risk 5'UTR
cg27280256 CLASP2 chr3 0.322208828 - T2D risk Body
cg04364718 IMPA1 chr8 0.322231589 + T2D risk TSS200
cg14791922 KDM4B chr19 0.322236523 + T2D risk Body
cg02133819 UXS1 chr2 0.322570239 + T2D risk Body
cg19935199 TBC1D5 chr3 0.322691824 - T2D risk 5'UTR
cg25567805 LAMA4 chr6 0.322826745 + T2D risk Body
cg13546321 CUX2 chr12 0.322888646 - T2D risk Body
cg04696964 PLAGL1 chr6 0.323068618 - T2D risk 5'UTR
cg17169320 CNTROB chr17 0.323091578 + T2D risk ExonBnd
cg17169320 CNTROB chr17 0.323091578 + T2D risk Body
cg13589168 DNAJC1 chr10 0.323095743 + T2D risk Body
cg13719628 PRKCE chr2 0.323136943 - T2D risk TSS200
cg13070185 TMEM150C chr4 0.323264879 + T2D risk TSS1500
cg03206874 UXS1 chr2 0.323305839 - T2D risk Body
cg20639203 PRKACB chr1 0.323431452 - T2D risk Body
cg20639203 PRKACB chr1 0.323431452 - T2D risk TSS1500
cg04478604 PFKFB2 chr1 0.3234567 - T2D risk Body
cg04478604 PFKFB2 chr1 0.3234567 - T2D risk 3'UTR
cg17674090 ITGA1 chr5 0.323662329 + T2D risk TSS1500
cg11197908 NCOA2 chr8 0.323777158 - T2D risk Body
cg22084841 SLC30A8 chr8 0.323824964 + T2D risk 5'UTR



cg00130275 PRMT3 chr11 0.324013455 - T2D risk Body
cg00130275 PRMT3 chr11 0.324013455 - T2D risk 5'UTR
cg16649697 PRMT3 chr11 0.324016981 + T2D risk Body
cg01091000 SEMA3G chr3 0.32401735 - T2D risk Body
cg03083542 NUP98 chr11 0.324035075 - T2D risk TSS1500
cg03058874 KIAA0355 chr19 0.324148586 + T2D risk Body
cg16071550 PACS1 chr11 0.324159407 + T2D risk Body
cg24301844 CNTROB chr17 0.324168462 + T2D risk TSS1500
cg15908861 ASH1L chr1 0.324254056 - T2D risk TSS1500
cg27307648 GALK2 chr15 0.324255726 - T2D risk Body
cg16097693 FBXL2 chr3 0.324349207 + T2D risk TSS1500
cg12619983 MAN1A2 chr1 0.324353898 - T2D risk Body

ch.1.3533603R STX6 chr1 0.324387231 - T2D risk Body
cg07046194 MTHFS chr15 0.324475616 + T2D risk Body
cg25498137 DDC chr7 0.324518492 - T2D risk Body
cg20388206 NOL4 chr18 0.324531959 + T2D risk Body
cg20388206 NOL4 chr18 0.324531959 + T2D risk TSS200
cg24452437 ANK2 chr4 0.324536189 + T2D risk 5'UTR
cg26309221 RNF217 chr6 0.324573044 + T2D risk Body
cg25557396 ANK3 chr10 0.324573094 + T2D risk Body
cg01153442 PDE3A chr12 0.324656764 - T2D risk Body
cg25059464 TSC22D1 chr13 0.324726163 + T2D risk Body
cg25059464 TSC22D1 chr13 0.324726163 + T2D risk TSS1500
cg25059464 TSC22D1 chr13 0.324726163 + T2D risk 5'UTR
cg25059464 TSC22D1 chr13 0.324726163 + T2D risk 1stExon
cg16542170 ANK3 chr10 0.324741289 - T2D risk TSS1500
cg24928023 AGPAT3 chr21 0.324814364 + T2D risk Body
cg27199295 RGS7 chr1 0.324936579 - T2D risk Body
cg10936057 DIP2C chr10 0.325056222 + T2D risk Body
cg20347343 KDM4B chr19 0.325059696 + T2D risk Body
cg05191006 NQO1 chr16 0.325278094 - T2D risk TSS1500
cg24420432 CUX1 chr7 0.32551035 + T2D risk Body
cg17075538 NOTCH3 chr19 0.325551111 + T2D risk Body
cg21215416 RSF1 chr11 0.325554297 + T2D risk TSS1500
cg19030737 ITPKB chr1 0.325640397 - T2D risk TSS1500
cg01587911 RSF1 chr11 0.325699261 + T2D risk Body
cg17760455 CCNB1 chr5 0.325905451 + T2D risk Body
cg03537184 CLASP2 chr3 0.325986047 + T2D risk Body
cg19280901 PDK1 chr2 0.325996724 + T2D risk Body
cg24526028 PCYT1A chr3 0.326029804 - T2D risk TSS1500
cg11423998 DIP2C chr10 0.326052986 + T2D risk Body
cg25090616 ERC2 chr3 0.326055018 - T2D risk 3'UTR
cg21530005 PCYT1A chr3 0.326065707 + T2D risk TSS1500
cg21172322 BCAT1 chr12 0.326173521 + T2D risk Body
cg17934955 MTHFS chr15 0.326240677 + T2D risk Body
cg24349665 PI15 chr8 0.326312781 - T2D risk TSS200
cg13287203 PTP4A2 chr1 0.326652355 - T2D risk 3'UTR
cg07541643 PRKCB chr16 0.326774839 + T2D risk Body
cg18434367 CLIC5 chr6 0.326857125 + T2D risk Body
cg23983710 DIP2C chr10 0.326914093 + T2D risk Body
cg24993238 BIRC5 chr17 0.32716278 - T2D risk TSS1500
cg05015897 PHF21A chr11 0.327315307 + T2D risk Body
cg08683307 CLASP2 chr3 0.327384518 - T2D risk Body
cg08683307 CLASP2 chr3 0.327384518 - T2D risk TSS1500
cg20706311 DIP2C chr10 0.327403521 + T2D risk Body
cg14242106 SGSM2 chr17 0.327534462 - T2D risk 3'UTR
cg01230360 KIAA1217 chr10 0.327723844 + T2D risk TSS1500
cg01230360 KIAA1217 chr10 0.327723844 + T2D risk 5'UTR
cg01230360 KIAA1217 chr10 0.327723844 + T2D risk Body
cg08552718 RAP1GAP2 chr17 0.327774814 + T2D risk Body
cg14246288 RBM4 chr11 0.327800803 + T2D risk Body

ch.2.635363R ASXL2 chr2 0.327921153 - T2D risk Body
cg24160569 ANK3 chr10 0.327973394 - T2D risk Body
cg20134175 JPH2 chr20 0.32816268 + T2D risk Body
cg02913277 DIP2C chr10 0.328217709 + T2D risk Body
cg17158968 CLASP2 chr3 0.328226492 + T2D risk Body
cg20253855 CUX1 chr7 0.328339628 + T2D risk Body
cg18775526 CUX1 chr7 0.328426712 + T2D risk Body
cg06769602 CUX1 chr7 0.328611627 - T2D risk Body
cg17500986 COL4A1 chr13 0.328771958 + T2D risk Body



cg11105774 DIP2C chr10 0.329016293 + T2D risk Body
cg02909293 ULK4 chr3 0.329134687 + T2D risk Body
cg08105005 PACS2 chr14 0.32917109 + T2D risk Body
cg04415978 IFT74 chr9 0.329250558 - T2D risk 5'UTR
cg04415978 IFT74 chr9 0.329250558 - T2D risk TSS200
cg09908050 TPCN1 chr12 0.329399988 - T2D risk Body
cg12126869 DIP2C chr10 0.329448187 + T2D risk Body
cg19997783 GRK5 chr10 0.329469803 - T2D risk Body
cg08324703 DIP2C chr10 0.329484395 - T2D risk Body
cg00241281 PACS2 chr14 0.329489181 - T2D risk TSS1500
cg09712195 CUX1 chr7 0.329599127 + T2D risk Body
cg19069660 SCGN chr6 0.329628434 + T2D risk Body
cg18554639 CLIC5 chr6 0.329661159 - T2D risk Body
cg18638433 ATP6V1A chr3 0.329664619 - T2D risk Body
cg14642082 KIAA1217 chr10 0.32978124 - T2D risk TSS200
cg14642082 KIAA1217 chr10 0.32978124 - T2D risk Body
cg20704394 SRPK2 chr7 0.329889722 - T2D risk Body
cg26261298 PLAGL1 chr6 0.329909766 + T2D risk Body
cg16147729 GRK5 chr10 0.329910691 + T2D risk Body
cg14343790 CLEC16A chr16 0.330002652 - T2D risk Body
cg04279596 USP53 chr4 0.330247558 - T2D risk TSS200
cg07942500 PLEKHG3 chr14 0.330342911 + T2D risk 5'UTR
cg15745238 ERC2 chr3 0.33037916 - T2D risk 3'UTR
cg07612821 CDH22 chr20 0.330486415 + T2D risk TSS1500
cg00313685 CUX1 chr7 0.330486534 + T2D risk Body
cg03443455 GAD1 chr2 0.330487804 - T2D risk TSS1500
cg05082204 ACTN4 chr19 0.330492876 + T2D risk Body
cg24131452 DIP2C chr10 0.330577054 - T2D risk Body
cg03407446 RAP1GAP2 chr17 0.330590833 + T2D risk Body
cg16328394 SLIT3 chr5 0.330724438 - T2D risk Body
cg12425560 TPCN1 chr12 0.33113635 - T2D risk Body
cg24745798 PCYT1A chr3 0.331186389 - T2D risk 5'UTR
cg17128256 SLC29A4 chr7 0.331193123 + T2D risk Body
cg08687330 ARID2 chr12 0.331194243 - T2D risk Body
cg17085581 DIP2C chr10 0.331324324 - T2D risk Body
cg01043759 CALD1 chr7 0.331330472 - T2D risk Body
cg21757266 FLT1 chr13 0.33141697 + T2D risk Body
cg18895668 ULK4 chr3 0.33142855 + T2D risk Body

ch.7.2182816F CUX1 chr7 0.331539619 - T2D risk Body
cg05489332 GNA12 chr7 0.331583357 - T2D risk Body
cg05489332 GNA12 chr7 0.331583357 - T2D risk TSS1500
cg08135835 PCYT1A chr3 0.331617934 - T2D risk 5'UTR
cg07584494 KDM4B chr19 0.331638516 - T2D risk Body
cg01512138 CLEC16A chr16 0.331734023 - T2D risk Body
cg25387505 NGLY1 chr3 0.331745426 - T2D risk 1stExon
cg25387505 OXSM chr3 0.331745426 - T2D risk TSS200
cg25387505 NGLY1 chr3 0.331745426 - T2D risk 5'UTR
cg15302705 GNA12 chr7 0.331910664 + T2D risk TSS1500
cg11288769 MEIS2 chr15 0.33207177 - T2D risk Body
cg25453797 PRKCE chr2 0.332088495 + T2D risk Body
cg19199932 TJP1 chr15 0.332132961 + T2D risk Body
cg10484848 SLC29A4 chr7 0.332162966 - T2D risk TSS1500
cg19924248 ULK4 chr3 0.332235019 - T2D risk TSS200
cg21176263 LMX1B chr9 0.332282739 + T2D risk Body
cg05194552 CREBBP chr16 0.332373054 - T2D risk Body
cg23024102 TSC22D1 chr13 0.332615157 - T2D risk 1stExon
cg25485655 KREMEN1 chr22 0.332664437 + T2D risk Body
cg15817752 ATP6V1H chr8 0.332709372 + T2D risk Body
cg15817752 ATP6V1H chr8 0.332709372 + T2D risk ExonBnd
cg23259001 PACS2 chr14 0.332884285 + T2D risk Body
cg05128566 DYNC1I1 chr7 0.332909625 + T2D risk 1stExon
cg05128566 DYNC1I1 chr7 0.332909625 + T2D risk 5'UTR
cg02622903 NF1 chr17 0.332925637 + T2D risk Body
cg18090068 ERC2 chr3 0.332928828 + T2D risk 3'UTR
cg09786278 RGS7 chr1 0.333029288 - T2D risk Body
cg00947599 GNA12 chr7 0.333045654 - T2D risk Body
cg24789321 ASH1L chr1 0.333173251 - T2D risk Body
cg27566746 DNAJC1 chr10 0.333219994 - T2D risk Body
cg02903680 PDE8A chr15 0.333419329 + T2D risk Body
cg16899038 DIP2C chr10 0.333429136 + T2D risk Body



cg03745002 TOX3 chr16 0.33348908 - T2D risk 5'UTR
cg03745002 TOX3 chr16 0.33348908 - T2D risk TSS1500
cg26720817 ERC2 chr3 0.333579829 - T2D risk 3'UTR
cg09317372 NCOA7 chr6 0.333588747 + T2D risk 5'UTR
cg08448479 ANK2 chr4 0.333596978 - T2D risk Body
cg02739534 KIAA1217 chr10 0.333654375 - T2D risk Body
cg13806480 ATXN1 chr6 0.333700956 - T2D risk 5'UTR
cg21338340 ANK2 chr4 0.333712881 - T2D risk Body
cg00572058 UNC80 chr2 0.333723528 - T2D risk Body
cg15557065 KCNJ18 chr17 0.33377599 + T2D risk TSS200
cg15557065 KCNJ12 chr17 0.33377599 + T2D risk 5'UTR
cg24528604 PICALM chr11 0.333801287 + T2D risk Body
cg21009420 CNTNAP2 chr7 0.333808604 + T2D risk Body
cg13422751 CDH22 chr20 0.333848581 - T2D risk Body
cg23038277 ITPKB chr1 0.333891957 - T2D risk Body
cg25440600 ULK4 chr3 0.333953275 + T2D risk Body
cg18597411 CUL1 chr7 0.333995634 - T2D risk TSS1500
cg01801350 RNF217 chr6 0.33400782 - T2D risk TSS1500
cg02608427 NUP98 chr11 0.334096084 + T2D risk Body
cg03876705 TOX3 chr16 0.334233716 - T2D risk Body
cg25052122 ANK3 chr10 0.334243266 + T2D risk Body
cg05555653 ZHX2 chr8 0.334261067 - T2D risk Body
cg03239422 CRYL1 chr13 0.334349615 - T2D risk TSS1500
cg17974142 ATP6V1A chr3 0.334395615 + T2D risk TSS1500
cg10222826 SKAP1 chr17 0.334452548 + T2D risk Body
cg24791843 TANC2 chr17 0.334505302 - T2D risk Body
cg20410109 ATXN1 chr6 0.334597259 + T2D risk 5'UTR
cg01149821 KREMEN1 chr22 0.33472963 + T2D risk Body
cg21500300 BCAT1 chr12 0.334760577 - T2D risk TSS1500
cg13808141 TENM2 chr5 0.334818853 + T2D risk Body
cg13334757 DIP2C chr10 0.334865197 - T2D risk Body
cg11591729 CLOCK chr4 0.334873088 - T2D risk 5'UTR
cg11591729 CLOCK chr4 0.334873088 - T2D risk 1stExon
cg23461824 CALD1 chr7 0.334927963 - T2D risk Body
cg24969601 TMEM131 chr2 0.334994076 + T2D risk Body
cg09519954 CREBBP chr16 0.335111806 - T2D risk Body
cg17423264 JPH2 chr20 0.335271032 - T2D risk Body
cg09491787 ANKHD1 chr5 0.335383264 + T2D risk Body
cg26381312 EVI5 chr1 0.335406331 + T2D risk Body
cg07512343 LMCD1 chr3 0.335446964 - T2D risk 5'UTR
cg07512343 LMCD1 chr3 0.335446964 - T2D risk Body
cg20877895 ARID2 chr12 0.335472522 - T2D risk TSS1500
cg13370490 ACTN4 chr19 0.335535691 + T2D risk Body
cg18919106 EFR3A chr8 0.335564976 + T2D risk Body
cg16503437 PRKCE chr2 0.335664194 - T2D risk Body
cg14871870 ST8SIA1 chr12 0.335786258 + T2D risk Body
cg05960597 CDH22 chr20 0.335792478 + T2D risk Body
cg05728853 TMEM131 chr2 0.335794966 + T2D risk Body
cg04813590 CADM1 chr11 0.335865569 + T2D risk Body
cg15993048 PDE7A chr8 0.335883298 - T2D risk Body
cg26670433 ARPP19 chr15 0.335983471 - T2D risk Body
cg26365969 DDC chr7 0.33608827 - T2D risk 5'UTR
cg24172675 PACS2 chr14 0.336091045 + T2D risk Body
cg07633212 MTHFS chr15 0.336335232 - T2D risk Body
cg10320070 ZHX2 chr8 0.336373345 - T2D risk 5'UTR
cg14482153 ATXN1 chr6 0.33648878 - T2D risk Body
cg18402315 KIAA0232 chr4 0.336552656 - T2D risk Body
cg23353281 TBC1D5 chr3 0.336564474 - T2D risk 5'UTR
cg23353281 TBC1D5 chr3 0.336564474 - T2D risk 1stExon
cg13773290 CPLX2 chr5 0.336597658 - T2D risk 5'UTR
cg04471701 LCA5 chr6 0.336688491 + T2D risk 5'UTR
cg05146205 CUX1 chr7 0.336769107 - T2D risk TSS1500
cg23112825 RNF157 chr17 0.33678689 + T2D risk Body
cg16074010 PACS2 chr14 0.336820572 + T2D risk Body
cg26832509 CHFR chr12 0.337001899 - T2D risk TSS1500
cg17125018 PPP1R12A chr12 0.337056077 - T2D risk Body
cg13869600 RET chr10 0.337062262 + T2D risk Body
cg24247040 SKAP1 chr17 0.337309356 + T2D risk Body
cg07952985 USP53 chr4 0.337313111 - T2D risk 5'UTR
cg07952985 USP53 chr4 0.337313111 - T2D risk 1stExon



cg24340372 RNF217 chr6 0.33742565 - T2D risk Body
cg20056341 GALK2 chr15 0.337602731 + T2D risk Body
cg26303222 CPLX2 chr5 0.337691035 + T2D risk 5'UTR
cg18430082 RBM4 chr11 0.337696831 - T2D risk 5'UTR
cg08502322 TENM2 chr5 0.3380086 - T2D risk Body
cg13669769 CHFR chr12 0.338045859 + T2D risk Body
cg19901859 SLIT3 chr5 0.338095004 - T2D risk Body
cg15593664 KIAA0355 chr19 0.338098662 - T2D risk 3'UTR
cg09433192 SCAF11 chr12 0.338101288 + T2D risk Body
cg18191087 ZHX2 chr8 0.338436547 - T2D risk Body
cg25695378 ANK2 chr4 0.338442615 + T2D risk Body
cg00393376 HNRNPA2B1 chr7 0.338622325 - T2D risk Body
cg11128391 COL4A1 chr13 0.338716935 - T2D risk Body
cg19499224 KDM4B chr19 0.338879781 - T2D risk Body
cg12697116 LMX1B chr9 0.338961285 + T2D risk Body
cg17705152 RTN4 chr2 0.339043621 + T2D risk Body
cg17029260 ATXN1 chr6 0.339129401 + T2D risk 5'UTR
cg25314266 SCARB2 chr4 0.33918275 + T2D risk Body
cg03204339 TAB2 chr6 0.339234892 - T2D risk Body
cg13220896 SRPK2 chr7 0.339266853 - T2D risk Body
cg09212577 SPPL2A chr15 0.339456063 + T2D risk Body
cg26472074 BCAT1 chr12 0.339604344 - T2D risk Body
cg26472074 BCAT1 chr12 0.339604344 - T2D risk TSS1500
cg11817192 GNA12 chr7 0.339657389 + T2D risk Body
cg24776427 MEIS2 chr15 0.339836883 - T2D risk Body
cg26340889 KCNIP3 chr2 0.339969928 - T2D risk Body
cg17067577 ANK2 chr4 0.339999602 + T2D risk Body
cg01456229 CLASP2 chr3 0.340149728 + T2D risk Body
cg13313051 TBC1D5 chr3 0.340345171 + T2D risk 5'UTR
cg19008133 ADCY5 chr3 0.340393709 + T2D risk Body
cg19940563 ATP8A2 chr13 0.340417059 + T2D risk Body
cg11471651 SGSM2 chr17 0.34044762 - T2D risk 5'UTR
cg11471651 SGSM2 chr17 0.34044762 - T2D risk 1stExon
cg05037622 JPH2 chr20 0.340624724 + T2D risk TSS1500
cg06833778 RGS7 chr1 0.340742154 - T2D risk Body
cg09915396 RAP1GAP2 chr17 0.340903928 - T2D risk Body
cg07047197 INPP4A chr2 0.340961282 - T2D risk 5'UTR
cg08828886 CHFR chr12 0.340995621 - T2D risk Body
cg27212234 ATP4A chr19 0.341027052 + T2D risk Body
cg05845765 CUX1 chr7 0.341395703 + T2D risk Body
cg09423037 TENM2 chr5 0.341447569 - T2D risk Body
cg18911778 ANK2 chr4 0.341497498 + T2D risk Body
cg09584163 TANC2 chr17 0.341578927 - T2D risk Body
cg21403580 INPP4A chr2 0.341614794 - T2D risk ExonBnd
cg21403580 INPP4A chr2 0.341614794 - T2D risk 5'UTR
cg23143323 ERC2 chr3 0.341674041 + T2D risk 3'UTR
cg11521114 KIAA0355 chr19 0.341827722 + T2D risk Body
cg09753064 JPH2 chr20 0.341832592 - T2D risk Body
cg07262659 DIP2C chr10 0.34189264 - T2D risk Body
cg07738413 NGLY1 chr3 0.342047382 - T2D risk Body
cg10697473 AGPAT3 chr21 0.342076512 - T2D risk 3'UTR
cg16710170 PRKAG2 chr7 0.342181292 + T2D risk Body
cg17034614 TSHZ1 chr18 0.342219679 + T2D risk Body
cg24838436 PLEKHG3 chr14 0.34224848 - T2D risk 5'UTR
cg24671530 TTC28 chr22 0.342256211 + T2D risk Body
cg26046284 TENM2 chr5 0.342293989 - T2D risk Body
cg12738151 ATP8A2 chr13 0.342648879 - T2D risk Body
cg00021166 PPFIBP1 chr12 0.342732572 - T2D risk TSS1500
cg14312434 AMD1 chr6 0.342778911 + T2D risk TSS1500
cg08167250 GLG1 chr16 0.342942442 - T2D risk Body

ch.7.2185748R CUX1 chr7 0.342946641 - T2D risk Body
cg09096476 AMD1 chr6 0.343206306 - T2D risk 5'UTR
cg09096476 AMD1 chr6 0.343206306 - T2D risk Body
cg18446336 GNA12 chr7 0.343226635 - T2D risk Body
cg17221083 SPOCK1 chr5 0.343252751 + T2D risk Body
cg09649686 NCOA7 chr6 0.343286492 + T2D risk 5'UTR
cg00369126 MGRN1 chr16 0.343314842 + T2D risk TSS200
cg19722656 MAN1A1 chr6 0.343402744 + T2D risk Body
cg20580350 ZHX2 chr8 0.343431253 + T2D risk 5'UTR
cg07951978 CHFR chr12 0.343573167 - T2D risk TSS1500



cg05706373 PDE8A chr15 0.343691477 + T2D risk Body
cg10433410 AMD1 chr6 0.343705542 - T2D risk 5'UTR
cg07412186 ATXN1 chr6 0.343825856 + T2D risk 5'UTR
cg08803535 POC1B chr12 0.343883042 + T2D risk Body
cg06716922 CREBBP chr16 0.343889731 + T2D risk Body
cg16177259 MAN1A1 chr6 0.343911604 - T2D risk Body
cg23151649 PRKAG2 chr7 0.343945551 + T2D risk Body
cg22592108 ARL15 chr5 0.344174612 - T2D risk Body
cg04865506 NF1 chr17 0.344206208 + T2D risk Body
cg12747180 ADCY5 chr3 0.344301752 + T2D risk Body
cg06085817 PDE3A chr12 0.3443606 + T2D risk Body
cg06085817 PDE3A chr12 0.3443606 + T2D risk TSS1500
cg03653726 GNA12 chr7 0.344476431 + T2D risk 3'UTR
cg05285429 ROBO2 chr3 0.344566959 - T2D risk Body
cg18603028 SPOCK1 chr5 0.344769602 - T2D risk 5'UTR
cg06941335 RGS7 chr1 0.34484738 - T2D risk 5'UTR
cg27158659 PRKCE chr2 0.344874118 - T2D risk Body
cg18654877 ST8SIA1 chr12 0.344914456 - T2D risk 5'UTR
cg18654877 ST8SIA1 chr12 0.344914456 - T2D risk Body
cg18389062 MAN1A2 chr1 0.344944399 + T2D risk TSS1500
cg01727128 RNF217 chr6 0.345064546 - T2D risk TSS1500
cg01727128 RNF217 chr6 0.345064546 - T2D risk Body
cg11582100 GAD1 chr2 0.345260658 - T2D risk 1stExon
cg11582100 GAD1 chr2 0.345260658 - T2D risk 5'UTR
cg26666915 TMEM131 chr2 0.345442023 + T2D risk Body
cg09798033 CUX2 chr12 0.345447576 - T2D risk Body
cg07582407 SCAF11 chr12 0.345534063 - T2D risk 5'UTR
cg08310224 PACRG chr6 0.345536812 - T2D risk Body
cg03708234 PRKCE chr2 0.345595466 - T2D risk Body
cg17670650 PTPRU chr1 0.345648939 + T2D risk Body
cg00781957 PRKAG2 chr7 0.345666859 + T2D risk Body
cg15433902 PPP1R12A chr12 0.345810916 + T2D risk TSS200
cg15433902 PPP1R12A chr12 0.345810916 + T2D risk TSS1500
cg07628084 LAMA4 chr6 0.345903139 - T2D risk TSS1500
cg23204070 ATP2B1 chr12 0.346046093 - T2D risk Body
cg21535772 GAD1 chr2 0.346129098 + T2D risk Body
cg16080125 GNA12 chr7 0.34617679 - T2D risk Body
cg01171429 WWP2 chr16 0.346215062 + T2D risk Body
cg23054647 ZHX2 chr8 0.346394663 - T2D risk 5'UTR
cg03232613 PCYT1A chr3 0.346409831 + T2D risk Body
cg16521460 APC chr5 0.346483697 + T2D risk Body
cg16340268 ITPKB chr1 0.346530532 + T2D risk 5'UTR
cg22431466 PLAGL1 chr6 0.346557322 - T2D risk 5'UTR
cg08544585 LAP3 chr4 0.346566715 - T2D risk Body
cg09618830 RBBP6 chr16 0.346604558 + T2D risk Body
cg22784060 COL4A1 chr13 0.346617941 + T2D risk Body
cg01076454 TBC1D5 chr3 0.346639217 - T2D risk 5'UTR
cg01076454 TBC1D5 chr3 0.346639217 - T2D risk TSS1500
cg19538119 PDK1 chr2 0.346657966 + T2D risk TSS1500
cg19538119 PDK1 chr2 0.346657966 + T2D risk Body
cg03358468 KDM4B chr19 0.346660997 + T2D risk Body
cg13903087 ERC2 chr3 0.346873056 - T2D risk 3'UTR
cg07496388 ANK3 chr10 0.346951946 - T2D risk 1stExon
cg07496388 ANK3 chr10 0.346951946 - T2D risk 5'UTR
cg07496388 ANK3 chr10 0.346951946 - T2D risk Body
cg17961556 GRK5 chr10 0.346982973 + T2D risk Body
cg13251829 UXS1 chr2 0.347015702 - T2D risk Body
cg22104276 GRK5 chr10 0.347189935 - T2D risk Body
cg01536712 ZRANB1 chr10 0.347262022 - T2D risk Body
cg02193611 KIAA1217 chr10 0.347284341 - T2D risk TSS1500
cg22399809 PRKAG2 chr7 0.34741158 + T2D risk Body
cg11819081 ATXN1 chr6 0.347544073 - T2D risk 5'UTR
cg02293985 TANC2 chr17 0.347554622 - T2D risk Body
cg08082436 RBBP6 chr16 0.347639779 + T2D risk TSS1500
cg10578110 CUX2 chr12 0.34767254 - T2D risk Body
cg13628971 GNA12 chr7 0.347698153 + T2D risk TSS1500
cg09414426 LAMA4 chr6 0.347716345 - T2D risk Body
cg00398816 RET chr10 0.347733991 + T2D risk Body
cg08166431 CLEC16A chr16 0.347756783 + T2D risk Body
cg15553710 USP53 chr4 0.347769253 + T2D risk Body



cg04493488 TOX3 chr16 0.347814108 - T2D risk 5'UTR
cg04493488 TOX3 chr16 0.347814108 - T2D risk Body
cg18553732 CHKA chr11 0.347864996 + T2D risk Body
cg02606398 ARL15 chr5 0.34789964 - T2D risk Body
cg20580912 TTC28 chr22 0.347938259 - T2D risk TSS1500
cg11314488 SKAP1 chr17 0.347961785 + T2D risk Body
cg11828932 PRKD1 chr14 0.347998122 - T2D risk Body
cg00406211 GRK5 chr10 0.348366396 - T2D risk Body
cg23359839 LAP3 chr4 0.348533466 - T2D risk Body
cg08050550 TMEM150C chr4 0.348606551 - T2D risk Body
cg13246235 PHACTR1 chr6 0.348649404 - T2D risk Body
cg03608515 RAP2A chr13 0.348771004 - T2D risk Body
cg19079117 ATP6V1H chr8 0.349105029 - T2D risk Body
cg20578018 ACTN4 chr19 0.34917604 - T2D risk TSS1500
cg26857910 KCNJ12 chr17 0.349357403 - T2D risk TSS200
cg01578632 WWP2 chr16 0.349613567 + T2D risk TSS1500
cg01578632 WWP2 chr16 0.349613567 + T2D risk Body
cg09789698 WWP2 chr16 0.349695251 + T2D risk 5'UTR
cg21797906 PPFIBP1 chr12 0.349802607 - T2D risk 5'UTR
cg09492830 DYNC1I2 chr2 0.34980782 - T2D risk 5'UTR
cg09492830 DYNC1I2 chr2 0.34980782 - T2D risk TSS200
cg09492830 DYNC1I2 chr2 0.34980782 - T2D risk 1stExon
cg15750633 ACSS2 chr20 0.349897448 - T2D risk Body
cg20055548 CALD1 chr7 0.349924851 - T2D risk Body
cg16783764 PACS2 chr14 0.349966545 + T2D risk Body
cg13031545 PHACTR1 chr6 0.349995369 - T2D risk Body
cg13389684 SSB chr2 0.350044327 - T2D risk TSS200
cg18662080 FLT1 chr13 0.350130437 - T2D risk Body
cg08123816 PDE8A chr15 0.350203069 - T2D risk Body
cg23049758 SPAG9 chr17 0.350296141 + T2D risk Body
cg16817413 ANK2 chr4 0.350327324 - T2D risk Body
cg26197220 TSC22D1 chr13 0.350374793 - T2D risk 1stExon
cg26197220 TSC22D1 chr13 0.350374793 - T2D risk 5'UTR
cg05677464 SPAG9 chr17 0.350452546 + T2D risk Body
cg17423813 GRK5 chr10 0.350453016 + T2D risk Body
cg10636297 AGPAT3 chr21 0.350599178 - T2D risk 3'UTR
cg16419054 PACS2 chr14 0.350648741 + T2D risk Body
cg14387182 NCOA7 chr6 0.350658917 - T2D risk 5'UTR
cg24322380 GLG1 chr16 0.35100479 + T2D risk Body
cg18576674 CLEC16A chr16 0.351051715 + T2D risk Body
cg15978017 FLT1 chr13 0.35128593 + T2D risk Body
cg04165359 RANBP17 chr5 0.351302003 + T2D risk Body
cg24572153 CRYL1 chr13 0.35138662 - T2D risk Body
cg14436051 DIP2C chr10 0.351455586 - T2D risk Body
cg24185852 SLIT3 chr5 0.351508194 + T2D risk Body
cg19965221 TJP1 chr15 0.351534732 - T2D risk 1stExon
cg19965221 TJP1 chr15 0.351534732 - T2D risk 5'UTR
cg09664186 FBXO11 chr2 0.351547844 + T2D risk 5'UTR
cg14191360 MET chr7 0.351558928 + T2D risk TSS1500
cg22616646 KDM4B chr19 0.351646991 - T2D risk 5'UTR
cg09326497 ERC2 chr3 0.351689103 + T2D risk Body
cg21558014 GGPS1 chr1 0.351730795 - T2D risk TSS200
cg21558014 GGPS1 chr1 0.351730795 - T2D risk TSS1500
cg07258928 OXSM chr3 0.351891648 - T2D risk Body
cg07258928 NGLY1 chr3 0.351891648 - T2D risk TSS1500
cg07258928 OXSM chr3 0.351891648 - T2D risk 5'UTR
cg21229510 ATP8A2 chr13 0.352103596 - T2D risk Body
cg06345856 LAMA4 chr6 0.352104477 - T2D risk Body
cg07730071 RCAN2 chr6 0.352148517 - T2D risk Body
cg08736634 PPFIBP1 chr12 0.352161793 - T2D risk TSS200
cg23537932 GRK5 chr10 0.35220979 + T2D risk Body
cg00332951 DIP2C chr10 0.352326902 - T2D risk Body
cg04447006 SRPK2 chr7 0.352403393 + T2D risk Body
cg13549461 CALD1 chr7 0.352442174 + T2D risk Body
cg13549461 CALD1 chr7 0.352442174 + T2D risk TSS1500
cg03359285 TOP2A chr17 0.352521853 + T2D risk Body
cg20155837 NCOR1 chr17 0.352657809 - T2D risk Body
cg22301272 CHFR chr12 0.352670456 + T2D risk Body
cg11051391 SRPK2 chr7 0.352807626 + T2D risk Body
cg07061355 SLC30A8 chr8 0.352836735 + T2D risk TSS200



cg00830401 PRKAG2 chr7 0.352837808 + T2D risk Body
cg16178141 KCNIP3 chr2 0.352867371 - T2D risk Body
cg26533193 DIP2C chr10 0.352868619 - T2D risk Body
cg15244981 KDM4B chr19 0.353055352 + T2D risk 5'UTR
cg14769265 PCYT1A chr3 0.35310003 - T2D risk 5'UTR
cg19605080 LAMA4 chr6 0.353232405 - T2D risk TSS1500
cg24729600 ROBO2 chr3 0.353268158 - T2D risk 5'UTR
cg24729600 ROBO2 chr3 0.353268158 - T2D risk Body
cg01200905 TOX3 chr16 0.353297552 - T2D risk Body
cg21406217 HMBOX1 chr8 0.353457256 + T2D risk 5'UTR
cg21406217 HMBOX1 chr8 0.353457256 + T2D risk 1stExon
cg16760019 HMBOX1 chr8 0.353614993 - T2D risk 5'UTR
cg06891548 GGPS1 chr1 0.353655646 - T2D risk 5'UTR
cg07186448 DNAH9 chr17 0.353850398 + T2D risk 5'UTR
cg07186448 DNAH9 chr17 0.353850398 + T2D risk 1stExon
cg07186448 DNAH9 chr17 0.353850398 + T2D risk Body
cg01668174 UXS1 chr2 0.353913709 + T2D risk 1stExon
cg13472882 APBA1 chr9 0.353959428 - T2D risk TSS1500
cg12380513 KDM4B chr19 0.353990901 + T2D risk Body
cg18491269 ATRNL1 chr10 0.354071591 + T2D risk Body
cg15351697 ULK4 chr3 0.354133911 + T2D risk Body
cg09951433 CUX1 chr7 0.354160811 - T2D risk Body
cg01183424 PLAGL1 chr6 0.354193424 + T2D risk 5'UTR
cg05957544 AGPAT3 chr21 0.354212529 - T2D risk 5'UTR
cg24345338 RCAN2 chr6 0.354225792 + T2D risk 3'UTR
cg19947171 RGS7 chr1 0.35429884 - T2D risk Body
cg10663557 CPLX2 chr5 0.354403201 + T2D risk 3'UTR
cg19904411 TSGA10 chr2 0.354434515 + T2D risk 5'UTR
cg05765921 DIP2C chr10 0.354436042 - T2D risk Body
cg22465905 UBL3 chr13 0.354570923 - T2D risk Body
cg11750789 NGLY1 chr3 0.354742807 + T2D risk Body
cg11750789 NGLY1 chr3 0.354742807 + T2D risk TSS200
cg17566342 PACRG chr6 0.354746257 - T2D risk Body
cg23786063 ARID2 chr12 0.354946581 - T2D risk Body
cg09522699 TMEM131 chr2 0.35494916 + T2D risk Body
cg17494625 ASB9 chrX 0.355147416 - T2D risk 1stExon
cg17494625 ASB9 chrX 0.355147416 - T2D risk 5'UTR
cg27015805 ATXN1 chr6 0.355214616 + T2D risk TSS1500
cg18758378 SEC31A chr4 0.35527443 + T2D risk 1stExon
cg18758378 SEC31A chr4 0.35527443 + T2D risk TSS200
cg18758378 SEC31A chr4 0.35527443 + T2D risk 5'UTR
cg02315870 HNRNPA2B1 chr7 0.355591308 - T2D risk Body
cg10308124 TMEM150C chr4 0.355622734 - T2D risk Body
cg23368787 ATP4A chr19 0.355624933 - T2D risk Body
cg17398815 COL4A1 chr13 0.355665628 - T2D risk Body
cg09829457 ARL15 chr5 0.355674381 + T2D risk Body
cg14142846 PACRG chr6 0.355694568 - T2D risk Body
cg08947191 KDR chr4 0.355795207 - T2D risk Body
cg01104047 SPOCK1 chr5 0.355872474 - T2D risk Body
cg27093563 PHF21A chr11 0.355949917 + T2D risk Body
cg13480738 PRKCE chr2 0.356038229 - T2D risk Body
cg06369569 SLC30A8 chr8 0.356041698 - T2D risk 5'UTR
cg10592619 KDM4B chr19 0.356127655 + T2D risk Body
cg05283276 KIAA1217 chr10 0.356167382 + T2D risk Body
cg05809858 RANBP17 chr5 0.356170776 + T2D risk Body
cg05883149 ROBO2 chr3 0.35622399 + T2D risk 5'UTR
cg05883149 ROBO2 chr3 0.35622399 + T2D risk Body
cg13869415 ZHX2 chr8 0.356226242 + T2D risk TSS1500
cg10964302 CUX1 chr7 0.356233273 - T2D risk Body
cg02521797 ST20 chr15 0.356307325 + T2D risk Body
cg02521797 ST20 chr15 0.356307325 + T2D risk 5'UTR
cg15282665 ST6GAL1 chr3 0.356389662 - T2D risk 5'UTR
cg08467229 ATP8A2 chr13 0.356478686 - T2D risk Body
cg09924579 HMBOX1 chr8 0.356643679 - T2D risk Body
cg18917640 GGPS1 chr1 0.356703348 - T2D risk 5'UTR
cg17537683 RTN4 chr2 0.35682727 - T2D risk Body
cg21429500 LAP3 chr4 0.356989038 - T2D risk Body
cg25091527 COL4A1 chr13 0.35701871 - T2D risk Body
cg21185355 ULK4 chr3 0.357129622 - T2D risk Body
cg23047992 CUX1 chr7 0.35738052 + T2D risk Body



cg13493071 GNA12 chr7 0.357395449 + T2D risk Body
cg16693127 ANK3 chr10 0.357422371 - T2D risk 1stExon
cg16693127 ANK3 chr10 0.357422371 - T2D risk 5'UTR
cg10023652 PACRG chr6 0.357456711 - T2D risk Body
cg13804534 SRPK2 chr7 0.357500379 + T2D risk Body
cg06335132 SLC9A6 chrX 0.357528344 + T2D risk Body
cg00255889 ATP8A2 chr13 0.357535642 + T2D risk Body
cg01276128 ACTN4 chr19 0.35756776 + T2D risk 5'UTR
cg01276128 ACTN4 chr19 0.35756776 + T2D risk 1stExon
cg24628896 APBA1 chr9 0.357637481 + T2D risk TSS1500
cg18965322 TSGA10 chr2 0.357738466 + T2D risk 5'UTR
cg11662638 PRKCE chr2 0.357750072 + T2D risk TSS200
cg26471529 HMBOX1 chr8 0.357807419 - T2D risk 5'UTR
cg26471529 HMBOX1 chr8 0.357807419 - T2D risk TSS200
cg23034799 CADM1 chr11 0.357901162 - T2D risk TSS200
cg16778018 MGRN1 chr16 0.35808071 + T2D risk Body
cg23095451 TMEM150C chr4 0.358153807 + T2D risk 5'UTR
cg18350895 PRKD1 chr14 0.358251046 - T2D risk TSS1500
cg18693924 WWP2 chr16 0.358359847 - T2D risk Body
cg03362840 CALD1 chr7 0.358432515 + T2D risk 1stExon
cg03362840 CALD1 chr7 0.358432515 + T2D risk 5'UTR
cg16550012 ARIH1 chr15 0.358498259 + T2D risk TSS1500
cg01921059 MET chr7 0.358524331 - T2D risk 5'UTR
cg06111305 RAP2A chr13 0.358567772 - T2D risk 1stExon
cg08698854 CALD1 chr7 0.358697956 - T2D risk Body
cg08698854 CALD1 chr7 0.358697956 - T2D risk TSS1500
cg25011395 CNTROB chr17 0.358734981 + T2D risk TSS1500
cg04713352 ATP4A chr19 0.358831194 - T2D risk TSS1500
cg26395089 ZRANB1 chr10 0.359038869 - T2D risk Body
cg01082884 FNIP2 chr4 0.359131088 + T2D risk Body
cg20690400 WWP2 chr16 0.359148479 - T2D risk 5'UTR
cg21569854 PACS2 chr14 0.359169051 - T2D risk Body
cg02815171 ANK2 chr4 0.359333029 - T2D risk TSS1500
cg02815171 ANK2 chr4 0.359333029 - T2D risk Body
cg13711528 ACTN4 chr19 0.359337389 - T2D risk TSS200
cg17412248 CDH22 chr20 0.359338237 + T2D risk Body
cg02099572 COL4A1 chr13 0.359341186 - T2D risk Body
cg04908608 PRKCE chr2 0.359353692 + T2D risk Body
cg25984364 BCAT1 chr12 0.359492797 - T2D risk TSS1500
cg07530250 TSC22D1 chr13 0.359503465 - T2D risk TSS1500
cg02403292 SLIT3 chr5 0.359560205 - T2D risk TSS200
cg05351998 TANC2 chr17 0.359748006 - T2D risk Body
cg13918948 DIP2C chr10 0.359787037 - T2D risk Body
cg05633973 DIP2C chr10 0.359828395 + T2D risk Body
cg11679177 RGS7 chr1 0.359838912 - T2D risk 5'UTR
cg26902259 NCOA7 chr6 0.359850449 - T2D risk TSS200
cg03769371 LCA5 chr6 0.359977301 - T2D risk TSS200
cg10638769 PPP1R12A chr12 0.36005394 + T2D risk Body
cg18940274 CUL1 chr7 0.360066878 - T2D risk Body
cg08183300 ARIH1 chr15 0.360256275 + T2D risk Body
cg13135255 CREBBP chr16 0.360302053 - T2D risk Body
cg03199014 ITPKB chr1 0.36030605 + T2D risk Body
cg03556944 KDM4B chr19 0.36031567 + T2D risk Body
cg06978261 CLASP2 chr3 0.360420572 - T2D risk Body
cg08426696 SEZ6L chr22 0.360563647 + T2D risk Body
cg16340768 ADCY5 chr3 0.360610902 - T2D risk Body
cg05890578 PRKCE chr2 0.36068471 - T2D risk TSS1500
cg22196130 CHFR chr12 0.360736076 + T2D risk Body
cg12480689 PFKFB2 chr1 0.360740223 + T2D risk Body
cg21416120 PLAGL1 chr6 0.360937194 - T2D risk TSS1500
cg21416120 PLAGL1 chr6 0.360937194 - T2D risk 5'UTR
cg24807339 ANK2 chr4 0.360939304 - T2D risk Body

ch.14.190588F PRKD1 chr14 0.360970404 + T2D risk Body
cg19905251 SLIT3 chr5 0.36107245 + T2D risk TSS1500
cg00956252 CLEC16A chr16 0.3611091 + T2D risk Body
cg18188807 DDC chr7 0.361248247 + T2D risk Body
cg08765214 PDLIM5 chr4 0.361269089 + T2D risk Body
cg15509969 GAD1 chr2 0.361384092 + T2D risk 1stExon
cg15509969 GAD1 chr2 0.361384092 + T2D risk 5'UTR
cg24636368 SKAP1 chr17 0.361384853 + T2D risk Body



cg14979214 CHKA chr11 0.361415862 - T2D risk Body
cg15965094 RAP1GAP2 chr17 0.361430843 + T2D risk Body
cg05049639 CUX1 chr7 0.361431534 + T2D risk Body
cg09969528 PRKAG2 chr7 0.361767781 - T2D risk 5'UTR
cg09969528 PRKAG2 chr7 0.361767781 - T2D risk Body
cg26498829 POC1B chr12 0.361887043 + T2D risk Body
cg24996339 PHACTR1 chr6 0.361917536 - T2D risk 3'UTR
cg03487200 RBBP6 chr16 0.361959954 - T2D risk Body
cg10675002 ARL15 chr5 0.361961087 - T2D risk Body
cg07814335 ARIH1 chr15 0.362053165 + T2D risk Body
cg05985663 CREBBP chr16 0.36232399 - T2D risk TSS1500
cg08176733 SPOCK1 chr5 0.362476436 - T2D risk Body
cg00128482 PI15 chr8 0.362582871 + T2D risk 5'UTR
cg11951169 ASH1L chr1 0.362607534 + T2D risk Body
cg15381380 ITGA1 chr5 0.362673758 + T2D risk Body
cg22604429 KREMEN1 chr22 0.362724908 - T2D risk Body
cg17734243 ATXN1 chr6 0.362906334 + T2D risk 5'UTR
cg24987775 FAM160A1 chr4 0.362960097 + T2D risk 3'UTR
cg09969827 TJP1 chr15 0.362968797 - T2D risk Body
cg23346933 CLIC5 chr6 0.362993882 + T2D risk Body
cg18055467 LMX1B chr9 0.363096615 + T2D risk Body
cg00755518 AGPAT3 chr21 0.363103863 - T2D risk 5'UTR
cg19921237 DIP2C chr10 0.363158036 + T2D risk Body
cg25429902 CNTNAP2 chr7 0.363173493 - T2D risk Body
cg23749448 NF1 chr17 0.363175055 - T2D risk Body
cg08147187 MGRN1 chr16 0.363341536 - T2D risk Body
cg02536793 TENM2 chr5 0.363435431 - T2D risk Body
cg12091594 ZHX2 chr8 0.36361905 - T2D risk Body
cg06436185 PRKAG2 chr7 0.363898379 + T2D risk Body
cg05930631 FBXL2 chr3 0.364294989 + T2D risk Body
cg24525684 PRKAG2 chr7 0.36435791 - T2D risk Body
cg19053250 UNC80 chr2 0.364386825 - T2D risk Body
cg24911397 TANC2 chr17 0.364401739 - T2D risk Body
cg02403283 DIP2C chr10 0.364473586 + T2D risk Body
cg04587587 CMTR1 chr6 0.364591181 - T2D risk TSS1500
cg01765545 SSBP2 chr5 0.364595318 - T2D risk Body
cg09928260 AMD1 chr6 0.364883935 + T2D risk 5'UTR
cg07884070 RAP1B chr12 0.364903121 + T2D risk 5'UTR
cg19972106 BCAT1 chr12 0.364935185 - T2D risk 3'UTR
cg19550452 AGPAT3 chr21 0.364938538 + T2D risk 5'UTR
cg19052547 PRKAG2 chr7 0.364944165 + T2D risk Body
cg12054772 COL4A1 chr13 0.364949565 - T2D risk Body
cg26185843 ASH1L chr1 0.365010817 + T2D risk TSS1500
cg00970112 PFKFB2 chr1 0.365013134 + T2D risk TSS200
cg27069263 RTN4 chr2 0.365096377 - T2D risk TSS1500
cg05072426 ANK3 chr10 0.365130014 - T2D risk Body
cg21289613 KIAA0355 chr19 0.365134651 - T2D risk 5'UTR
cg15082648 CHID1 chr11 0.365299474 - T2D risk Body
cg17344149 NUP98 chr11 0.365416622 - T2D risk 5'UTR
cg17493303 RHOA chr3 0.365453579 + T2D risk TSS1500
cg25918541 NPAT chr11 0.365520596 + T2D risk Body
cg04747278 ACTN4 chr19 0.365546536 + T2D risk Body
cg17525385 TENM2 chr5 0.365608703 + T2D risk Body
cg11169227 APBA1 chr9 0.365699911 + T2D risk 3'UTR
cg21093704 COL4A1 chr13 0.365718802 + T2D risk Body
cg26687497 SLC30A8 chr8 0.365808542 - T2D risk 5'UTR
cg26687497 SLC30A8 chr8 0.365808542 - T2D risk 1stExon
cg26597734 CLEC16A chr16 0.36602897 + T2D risk Body
cg18669388 SLIT3 chr5 0.366134978 - T2D risk TSS1500
cg14376625 CUX2 chr12 0.366161434 - T2D risk Body
cg06907479 EVI5 chr1 0.366180268 - T2D risk Body
cg19780684 ASB9 chrX 0.366191934 + T2D risk 1stExon
cg19780684 ASB9 chrX 0.366191934 + T2D risk 5'UTR
cg09125627 ADCY5 chr3 0.366201071 - T2D risk Body
cg24524634 GNA12 chr7 0.366267218 - T2D risk Body
cg03274539 RAP1GAP2 chr17 0.366457267 - T2D risk Body
cg02716173 PDLIM5 chr4 0.366593424 - T2D risk TSS1500
cg10140536 USP29 chr19 0.366655631 + T2D risk TSS1500
cg21039885 GLG1 chr16 0.366696996 - T2D risk Body
cg17733649 PRKAG2 chr7 0.366762134 - T2D risk Body



cg18477928 CUX2 chr12 0.36678725 - T2D risk Body
cg26537431 ATXN1 chr6 0.366922364 - T2D risk Body
cg11320208 TENM2 chr5 0.367131629 - T2D risk Body
cg03357727 ULK4 chr3 0.367229988 - T2D risk Body
cg01419417 DYNC1I1 chr7 0.367237168 - T2D risk Body
cg06926254 TMEM219 chr16 0.367302547 + T2D risk TSS1500
cg05789099 TENM2 chr5 0.367388793 + T2D risk Body
cg14401309 NOL4 chr18 0.367440605 - T2D risk Body
cg14742497 PRKD1 chr14 0.36751119 + T2D risk Body
cg22028137 PDE7A chr8 0.367637601 + T2D risk Body
cg09786608 PDE5A chr4 0.367657846 - T2D risk TSS200
cg09786608 PDE5A chr4 0.367657846 - T2D risk TSS1500
cg02676906 DIP2C chr10 0.367658487 - T2D risk Body
cg02459537 KCNIP3 chr2 0.367800197 - T2D risk Body
cg12900739 RRAGB chrX 0.367802329 + T2D risk TSS200
cg10835212 PACS2 chr14 0.368013768 - T2D risk 3'UTR
cg17567602 UXS1 chr2 0.36809093 + T2D risk Body
cg09737793 CUX2 chr12 0.368091919 - T2D risk Body
cg25244253 BCAT1 chr12 0.368163368 + T2D risk TSS1500
cg15816862 ATXN1 chr6 0.368169727 + T2D risk 5'UTR
cg25391724 RGS7 chr1 0.368237414 + T2D risk Body
cg25984601 SLIT3 chr5 0.368244911 + T2D risk Body
cg05083630 APBA1 chr9 0.368327873 - T2D risk 5'UTR
cg25093603 SLIT3 chr5 0.368425396 + T2D risk Body
cg27665812 KIAA1217 chr10 0.36843067 + T2D risk Body
cg14656774 NCOA2 chr8 0.368650607 + T2D risk 5'UTR
cg06635715 DNAJC1 chr10 0.368684885 + T2D risk Body
cg04482825 MEIS2 chr15 0.368815101 - T2D risk Body
cg04697126 AMD1 chr6 0.368858814 - T2D risk 5'UTR
cg12913479 HNRNPA2B1 chr7 0.368975442 + T2D risk TSS1500
cg07957498 DIP2C chr10 0.369092121 + T2D risk Body
cg13783152 SH3GL2 chr9 0.369106419 + T2D risk 5'UTR
cg13783152 SH3GL2 chr9 0.369106419 + T2D risk 1stExon
cg02899960 GLG1 chr16 0.369109228 - T2D risk TSS1500
cg00540891 RET chr10 0.369143393 - T2D risk TSS1500
cg25635922 PACS2 chr14 0.36919315 - T2D risk Body
cg13488761 SLIT3 chr5 0.369202503 - T2D risk Body
cg03147470 DIP2C chr10 0.369274093 + T2D risk Body
cg08942716 CNTROB chr17 0.369289843 + T2D risk TSS1500
cg10718835 CRYL1 chr13 0.369304417 + T2D risk Body
cg08325898 NCOA2 chr8 0.36958853 + T2D risk Body
cg22775956 CDH22 chr20 0.369629101 - T2D risk Body
cg21857146 TTC28 chr22 0.369648164 - T2D risk Body
cg26353192 BCAT1 chr12 0.369746878 + T2D risk Body
cg26353713 TAB2 chr6 0.369774541 + T2D risk Body
cg03544525 PFKFB2 chr1 0.369936357 - T2D risk TSS200
cg13454135 ULK4 chr3 0.369995636 + T2D risk 1stExon
cg13454135 ULK4 chr3 0.369995636 + T2D risk 5'UTR
cg08701053 PPFIBP1 chr12 0.370104361 + T2D risk Body
cg12685846 TJP1 chr15 0.370164687 - T2D risk TSS200
cg12111714 ATP8A2 chr13 0.370205714 - T2D risk Body
cg01507577 CNTNAP2 chr7 0.370269637 + T2D risk Body
cg14232793 NCOA2 chr8 0.370314708 - T2D risk 5'UTR
cg03893387 LMX1B chr9 0.370399848 + T2D risk Body
cg10843310 FAM160A1 chr4 0.370439402 - T2D risk 5'UTR
cg08350738 ARL8B chr3 0.370440053 + T2D risk Body
cg01704198 CLASP2 chr3 0.370531874 - T2D risk Body
cg09368905 PRKCE chr2 0.370575627 + T2D risk Body
cg18913798 DLL4 chr15 0.370683786 - T2D risk TSS1500
cg16348076 CLEC16A chr16 0.371149362 + T2D risk Body
cg11009100 KIAA1217 chr10 0.371212285 - T2D risk 5'UTR
cg11423517 DDC chr7 0.371308807 - T2D risk Body
cg22043586 ATP2B1 chr12 0.371362912 + T2D risk Body
cg25030513 NUCB2 chr11 0.371364109 - T2D risk TSS1500
cg19135835 FNIP2 chr4 0.371458433 + T2D risk Body
cg10300897 PRKCE chr2 0.371760467 + T2D risk Body
cg00007226 PACS2 chr14 0.371788361 + T2D risk 1stExon
cg24318684 KIAA1217 chr10 0.371844664 - T2D risk Body
cg08821669 COX6A1 chr12 0.371865677 + T2D risk 1stExon
cg04561075 PRKCE chr2 0.371865708 - T2D risk Body



cg13660622 SRPK2 chr7 0.371986248 - T2D risk Body
cg02234139 DDC chr7 0.372080815 + T2D risk Body
cg15618517 APC chr5 0.372155501 - T2D risk Body
cg22300622 SEZ6L chr22 0.372193171 - T2D risk Body
cg17491288 TSC22D1 chr13 0.372245153 - T2D risk 1stExon
cg17491288 TSC22D1 chr13 0.372245153 - T2D risk 5'UTR
cg19848034 TPCN1 chr12 0.372257215 + T2D risk Body
cg13770461 PHF21A chr11 0.372298394 + T2D risk Body
cg24265969 ERC2 chr3 0.372323725 - T2D risk 3'UTR
cg01552777 DIP2C chr10 0.3723701 + T2D risk Body
cg01245268 RAP1GAP2 chr17 0.372423581 + T2D risk Body
cg04086239 PRKCB chr16 0.372644502 + T2D risk Body
cg13069535 RBM4 chr11 0.372702974 - T2D risk 5'UTR
cg17417193 CLIC5 chr6 0.372791898 - T2D risk Body
cg27654189 UXS1 chr2 0.372953699 + T2D risk TSS200
cg19415587 PTPRU chr1 0.372987651 + T2D risk Body
cg06613222 PRKCE chr2 0.373048637 - T2D risk Body
cg01839603 GNA12 chr7 0.373082746 + T2D risk Body
cg02279883 TANC2 chr17 0.373150469 - T2D risk TSS1500
cg26920504 CADM1 chr11 0.373183201 + T2D risk Body
cg27425700 RHBDD1 chr2 0.373212432 - T2D risk Body
cg24978482 POC1B chr12 0.373323421 - T2D risk Body
cg03996348 CLASP2 chr3 0.373419324 - T2D risk Body
cg24164005 DDC chr7 0.3735964 - T2D risk TSS1500
cg24164005 DDC chr7 0.3735964 - T2D risk 5'UTR
cg23342001 ATRNL1 chr10 0.37359979 - T2D risk Body
cg09801828 ACSS2 chr20 0.373608358 + T2D risk TSS200
cg21345207 NCOA7 chr6 0.373616296 - T2D risk Body
cg23497644 SSB chr2 0.373617482 - T2D risk TSS1500
cg19671084 RCAN2 chr6 0.373740459 - T2D risk 5'UTR
cg14519877 CALD1 chr7 0.373829414 + T2D risk Body
cg11791482 ATXN1 chr6 0.373861895 - T2D risk 5'UTR
cg10125127 APBA1 chr9 0.373875106 - T2D risk 5'UTR
cg22699461 CALD1 chr7 0.373903787 - T2D risk 5'UTR
cg10996014 RHOA chr3 0.374000455 - T2D risk TSS1500
cg10223008 ULK4 chr3 0.374154505 + T2D risk Body
cg15880762 GALK2 chr15 0.374190146 + T2D risk TSS1500
cg02184609 GNA12 chr7 0.374193733 - T2D risk Body
cg24898562 WIZ chr19 0.374350858 + T2D risk Body
cg09284795 MTHFS chr15 0.374371851 + T2D risk TSS1500

ch.1.1047298R PTP4A2 chr1 0.374577955 - T2D risk Body
cg07388580 ATXN1 chr6 0.37458568 + T2D risk 5'UTR
cg02506578 NGLY1 chr3 0.374630406 - T2D risk Body
cg00142834 WWP2 chr16 0.374939021 - T2D risk TSS1500
cg03091512 RHBDD1 chr2 0.375057621 - T2D risk 5'UTR
cg13227893 CMTR1 chr6 0.375196181 + T2D risk Body
cg02203207 POC1B chr12 0.375214309 - T2D risk Body
cg20798729 KIAA1217 chr10 0.375289269 + T2D risk TSS1500
cg20798729 KIAA1217 chr10 0.375289269 + T2D risk 5'UTR
cg20798729 KIAA1217 chr10 0.375289269 + T2D risk Body
cg06571559 DIP2C chr10 0.375310126 - T2D risk Body
cg22530055 AGPAT3 chr21 0.375326071 + T2D risk 5'UTR
cg14201467 CADM1 chr11 0.37549496 - T2D risk Body
cg15420926 EFR3A chr8 0.375516845 + T2D risk Body
cg25947141 CUX1 chr7 0.375519098 + T2D risk Body
cg11393025 TOP2A chr17 0.375564154 + T2D risk Body
cg05617141 RANBP17 chr5 0.375659815 + T2D risk Body
cg19953972 TBC1D5 chr3 0.375929357 - T2D risk 5'UTR
cg26586242 YWHAQ chr2 0.375945202 + T2D risk Body
cg17658085 PRKAG2 chr7 0.376003058 + T2D risk Body
cg16070387 SGSM2 chr17 0.3761166 + T2D risk Body
cg22265379 KIAA1217 chr10 0.376165835 + T2D risk Body
cg14489159 NF1 chr17 0.376199141 - T2D risk TSS200
cg15562756 RAP1GAP2 chr17 0.376315867 + T2D risk Body
cg13926796 CUX1 chr7 0.376334967 + T2D risk Body
cg05318891 PTP4A2 chr1 0.376476173 - T2D risk 3'UTR
cg09395436 KIAA1109 chr4 0.376501357 - T2D risk Body
cg00678354 PDE7A chr8 0.376533919 + T2D risk Body
cg23300267 CUX2 chr12 0.3765734 - T2D risk 3'UTR
cg16402814 CHID1 chr11 0.376635894 + T2D risk TSS200



cg23239588 PACRG chr6 0.376733517 - T2D risk Body
cg14025220 ATXN1 chr6 0.376783127 - T2D risk 5'UTR
cg26280690 MTHFS chr15 0.376875911 - T2D risk Body
cg12404313 DIP2C chr10 0.376975696 + T2D risk Body
cg08933276 GNA12 chr7 0.377144401 + T2D risk 3'UTR
cg21985745 STX6 chr1 0.377185633 - T2D risk Body
cg18792803 COL4A1 chr13 0.377263274 + T2D risk Body
cg26245549 DIP2C chr10 0.377288711 + T2D risk Body
cg02992503 CTR9 chr11 0.377291282 + T2D risk Body
cg14887811 ATRNL1 chr10 0.377318698 + T2D risk 3'UTR
cg24176647 ARL15 chr5 0.377366951 + T2D risk Body
cg09618971 TSC22D1 chr13 0.377426415 - T2D risk 1stExon
cg09618971 TSC22D1 chr13 0.377426415 - T2D risk Body
cg12911428 NOL4 chr18 0.377561613 - T2D risk TSS1500
cg17357263 CDH22 chr20 0.377956161 - T2D risk Body
cg18200423 POLA1 chrX 0.377966518 - T2D risk Body
cg24754199 DIP2C chr10 0.378111219 - T2D risk Body
cg01040649 ST6GAL1 chr3 0.37824928 + T2D risk 5'UTR
cg01040649 ST6GAL1 chr3 0.37824928 + T2D risk TSS1500
cg11920745 DIP2C chr10 0.378255554 + T2D risk Body
cg07960932 NPEPPS chr17 0.378376385 + T2D risk Body
cg16021135 ADCY5 chr3 0.378489758 + T2D risk Body
cg26075339 PHF21A chr11 0.378643042 + T2D risk 5'UTR
cg12470780 ARHGEF9 chrX 0.378701572 + T2D risk Body
cg25291978 PLAGL1 chr6 0.378787913 + T2D risk TSS1500
cg25062003 FNIP2 chr4 0.378873084 - T2D risk Body
cg24658867 CALD1 chr7 0.378898575 + T2D risk Body
cg01105847 SGSM2 chr17 0.378911212 + T2D risk Body
cg24382823 LMX1B chr9 0.379076685 + T2D risk Body
cg01616269 FNIP2 chr4 0.379124827 - T2D risk Body
cg03010958 LAMA4 chr6 0.379160203 + T2D risk Body
cg27503740 PRKD1 chr14 0.37917315 - T2D risk Body
cg02447476 RGS7 chr1 0.379204016 - T2D risk Body
cg27321563 SPOCK1 chr5 0.379207187 + T2D risk Body
cg09027876 COL4A1 chr13 0.37933823 - T2D risk Body
cg13772072 INPP4A chr2 0.379349976 + T2D risk 5'UTR
cg07294175 DIP2C chr10 0.379464255 - T2D risk Body
cg08586168 ADCY5 chr3 0.379665338 + T2D risk TSS1500
cg18263365 SPOCK1 chr5 0.37974144 - T2D risk 5'UTR
cg26124994 CADM1 chr11 0.379779289 + T2D risk Body
cg23004985 PDE8A chr15 0.379804837 - T2D risk 3'UTR
cg05739347 GRK5 chr10 0.379932144 + T2D risk Body
cg14630659 ST8SIA1 chr12 0.380199135 - T2D risk Body
cg09636661 NQO1 chr16 0.380261188 + T2D risk 3'UTR
cg16937126 DDHD2 chr8 0.380262321 - T2D risk TSS1500
cg16937126 DDHD2 chr8 0.380262321 - T2D risk TSS200
cg23598974 AGPAT3 chr21 0.380297346 + T2D risk 5'UTR
cg23478124 PICALM chr11 0.380313474 + T2D risk Body
cg17290508 DIP2C chr10 0.380314999 + T2D risk Body
cg08653443 SPOCK1 chr5 0.380428088 - T2D risk Body
cg01282147 CADM1 chr11 0.380455722 - T2D risk Body
cg13326844 PACRG chr6 0.380474851 - T2D risk Body
cg25838505 RHOQ chr2 0.380580252 + T2D risk Body
cg03669936 FBXO11 chr2 0.380618585 - T2D risk ExonBnd
cg03669936 FBXO11 chr2 0.380618585 - T2D risk Body
cg22202031 CHFR chr12 0.380645344 + T2D risk TSS1500
cg10216240 SKAP1 chr17 0.380651293 - T2D risk Body
cg18795324 SRPK2 chr7 0.380727684 - T2D risk Body
cg12238812 CHFR chr12 0.38104343 + T2D risk TSS1500
cg27428660 TMEM59 chr1 0.381066229 - T2D risk TSS200
cg26579909 ATXN1 chr6 0.381193769 + T2D risk 5'UTR
cg22229906 BCAT1 chr12 0.381205871 - T2D risk Body
cg19183248 FAM160A1 chr4 0.381294267 + T2D risk 5'UTR
cg17114932 NPAT chr11 0.381407174 - T2D risk Body
cg02145679 ARL15 chr5 0.381415161 + T2D risk Body
cg11266407 CDH22 chr20 0.38157141 + T2D risk Body
cg15487558 ATXN1 chr6 0.381602248 - T2D risk 5'UTR
cg02746620 SLIT3 chr5 0.381750257 - T2D risk Body
cg22134476 CHKA chr11 0.38177483 + T2D risk Body
cg23742556 ACTN4 chr19 0.381800033 + T2D risk Body



cg07093455 HMBOX1 chr8 0.381888073 - T2D risk 5'UTR
cg08592305 MAST1 chr19 0.38190964 + T2D risk Body
cg18005506 PICALM chr11 0.381933153 - T2D risk TSS200
cg18005506 PICALM chr11 0.381933153 - T2D risk 5'UTR
cg10209539 PPFIBP1 chr12 0.382046385 - T2D risk 5'UTR
cg16930254 AGPAT3 chr21 0.382094091 - T2D risk Body
cg00096603 PDLIM5 chr4 0.382189835 + T2D risk Body
cg20564703 CUX1 chr7 0.382276505 - T2D risk Body
cg01172766 GNA12 chr7 0.382330839 - T2D risk Body
cg23958151 PACRG chr6 0.382406297 - T2D risk Body
cg15951914 SRPK2 chr7 0.382598028 - T2D risk Body
cg10149159 MTHFS chr15 0.382640329 + T2D risk TSS1500
cg26967154 TSC22D1 chr13 0.382649769 - T2D risk Body
cg02428746 CLASP2 chr3 0.382716382 + T2D risk Body
cg15370815 NPAT chr11 0.38283219 + T2D risk 1stExon
cg15370815 NPAT chr11 0.38283219 + T2D risk 5'UTR
cg17079352 NDUFB3 chr2 0.382965626 - T2D risk TSS1500
cg14097129 KCNIP3 chr2 0.383092544 + T2D risk Body
cg13808183 PACS2 chr14 0.383273514 + T2D risk Body
cg18742521 TENM2 chr5 0.383364596 + T2D risk Body
cg17220574 DIP2C chr10 0.383549365 - T2D risk Body
cg02978184 ADCY5 chr3 0.383608392 + T2D risk TSS1500
cg12071317 ATP8A2 chr13 0.383731643 - T2D risk Body
cg16970596 NF1 chr17 0.383891167 - T2D risk Body
cg13453607 RNF157 chr17 0.383994578 - T2D risk Body
cg19183542 GALK2 chr15 0.384061961 - T2D risk Body
cg14955916 DIP2C chr10 0.384114636 + T2D risk Body
cg15622912 CPLX2 chr5 0.384118005 + T2D risk 5'UTR
cg03431368 GALK2 chr15 0.384144871 - T2D risk Body
cg15169943 NCOA2 chr8 0.384236574 + T2D risk Body
cg13250884 LMCD1 chr3 0.38426415 - T2D risk TSS1500
cg02020384 MDM1 chr12 0.384298636 - T2D risk Body
cg12401625 ARL15 chr5 0.384309257 - T2D risk Body
cg03908676 LYVE1 chr11 0.38461934 - T2D risk 5'UTR
cg03908676 LYVE1 chr11 0.38461934 - T2D risk 1stExon
cg13673837 NOTCH3 chr19 0.384766603 + T2D risk Body
cg12792732 ATP6V1H chr8 0.384961296 + T2D risk Body
cg11042589 ARL15 chr5 0.385030519 - T2D risk Body
cg13585590 NCOR1 chr17 0.385070614 - T2D risk Body
cg02354107 SCARB2 chr4 0.385070644 - T2D risk TSS200
cg14768000 TPCN1 chr12 0.385075349 + T2D risk Body
cg08524372 MGRN1 chr16 0.385255421 + T2D risk Body
cg09566021 CREBBP chr16 0.38529278 + T2D risk Body
cg02735486 ANK2 chr4 0.385304985 - T2D risk 1stExon
cg02735486 ANK2 chr4 0.385304985 - T2D risk Body
cg04728746 ATRNL1 chr10 0.385343306 + T2D risk Body
cg21106962 ANK3 chr10 0.385483326 - T2D risk TSS1500
cg21106962 ANK3 chr10 0.385483326 - T2D risk Body
cg05485165 TMEM219 chr16 0.385525675 + T2D risk TSS1500
cg04822695 PHF21A chr11 0.385560674 - T2D risk Body
cg20662476 CDK8 chr13 0.385920318 - T2D risk Body
cg02773188 FAM160A1 chr4 0.386091264 - T2D risk 5'UTR
cg19525705 TAB2 chr6 0.386183811 - T2D risk Body
cg12755397 TMEM150C chr4 0.386277371 + T2D risk TSS200
cg17800974 LMCD1 chr3 0.386373408 + T2D risk 5'UTR
cg17800974 LMCD1 chr3 0.386373408 + T2D risk Body
cg27528351 DDC chr7 0.386438838 + T2D risk TSS1500
cg27528351 DDC chr7 0.386438838 + T2D risk 5'UTR
cg00242903 CUL1 chr7 0.386521022 + T2D risk 5'UTR
cg11099918 KIAA0232 chr4 0.38655568 - T2D risk Body
cg15034763 TMEM59 chr1 0.386608235 - T2D risk 5'UTR
cg15034763 TMEM59 chr1 0.386608235 - T2D risk 1stExon
cg18285813 MET chr7 0.38678644 - T2D risk Body
cg18165715 PDK1 chr2 0.38683305 + T2D risk Body
cg00163294 DIP2C chr10 0.386872635 + T2D risk Body
cg14289461 LAMA4 chr6 0.386915451 + T2D risk TSS200
cg01785151 ASH1L chr1 0.38700045 + T2D risk Body
cg08250135 RCAN2 chr6 0.387061834 - T2D risk Body
cg26782150 DIP2C chr10 0.387075835 - T2D risk Body
cg11592503 CNTNAP2 chr7 0.387525217 - T2D risk TSS200



cg07201759 ERC2 chr3 0.387529064 - T2D risk Body
cg02723395 GAD1 chr2 0.387605785 + T2D risk Body
cg08265627 GGPS1 chr1 0.387623509 + T2D risk Body
cg08265627 GGPS1 chr1 0.387623509 + T2D risk 5'UTR
cg27482744 DIP2C chr10 0.387700683 - T2D risk Body
cg08114011 CUX2 chr12 0.387750135 + T2D risk Body
cg00080691 CUX1 chr7 0.38782268 - T2D risk Body
cg04053163 SLC7A2 chr8 0.387856365 + T2D risk 5'UTR
cg04053163 SLC7A2 chr8 0.387856365 + T2D risk TSS1500
cg16008351 FAM160A1 chr4 0.387905437 - T2D risk 5'UTR
cg01842756 RNF217 chr6 0.387930037 - T2D risk Body
cg04672026 NCOA2 chr8 0.388065954 + T2D risk 5'UTR
cg14581304 TENM2 chr5 0.388069041 - T2D risk Body
cg03190018 PRKAG2 chr7 0.388097761 + T2D risk Body
cg17192599 PRKAG2 chr7 0.388138363 + T2D risk 5'UTR
cg17192599 PRKAG2 chr7 0.388138363 + T2D risk Body
cg04470564 TBC1D5 chr3 0.388182959 - T2D risk 5'UTR
cg02988755 COL4A1 chr13 0.388294788 + T2D risk Body
cg25749508 ADCY5 chr3 0.388428191 + T2D risk Body
cg11970192 ST20 chr15 0.388481734 + T2D risk 5'UTR
cg09219260 DACH1 chr13 0.388562651 + T2D risk Body
cg25430839 ATXN1 chr6 0.388603593 - T2D risk 5'UTR
cg07557423 ATP8A1 chr4 0.388694925 - T2D risk Body
cg24857086 FLT1 chr13 0.388703368 - T2D risk Body
cg14279728 WWP2 chr16 0.388731443 - T2D risk Body
cg09943714 DIP2C chr10 0.388733278 + T2D risk Body
cg13800022 ITGB1 chr10 0.388744554 - T2D risk 5'UTR
cg02676881 PLAGL1 chr6 0.388823675 - T2D risk 5'UTR
cg20710480 ATP8A1 chr4 0.388831178 + T2D risk Body
cg07402933 ARHGAP32 chr11 0.388945602 + T2D risk Body
cg19194405 DDC chr7 0.38898721 + T2D risk Body
cg03770962 CUL1 chr7 0.389004405 + T2D risk Body
cg15459059 RAP1GAP2 chr17 0.389058561 - T2D risk Body
cg01958086 MEIS2 chr15 0.389077623 - T2D risk Body
cg03336270 ATP8A2 chr13 0.389178658 - T2D risk Body
cg07656804 WWP2 chr16 0.389192215 + T2D risk Body
cg15537731 PDLIM5 chr4 0.389296014 + T2D risk 5'UTR
cg15537731 PDLIM5 chr4 0.389296014 + T2D risk Body
cg07296387 CDH22 chr20 0.389302377 + T2D risk Body
cg05928980 PTPRU chr1 0.389389573 - T2D risk Body
cg23996030 PDE7A chr8 0.389452998 + T2D risk TSS1500
cg17564205 ATP2B1 chr12 0.389454836 + T2D risk Body
cg11150797 SKAP1 chr17 0.389488127 + T2D risk Body
cg08512345 APC chr5 0.389534035 + T2D risk 1stExon
cg08512345 APC chr5 0.389534035 + T2D risk 5'UTR
cg01589629 WIZ chr19 0.389570559 + T2D risk Body
cg23393728 CALD1 chr7 0.389751991 + T2D risk 5'UTR
cg20012761 SLIT3 chr5 0.389841558 - T2D risk Body
cg22646782 KDM4B chr19 0.390313044 + T2D risk 3'UTR
cg21688692 ATP8A1 chr4 0.390337349 - T2D risk Body
cg05998064 DIP2C chr10 0.390449666 + T2D risk Body
cg02100294 SH3GL2 chr9 0.390605043 - T2D risk Body
cg01297639 MET chr7 0.390626826 + T2D risk Body
cg00510507 ANK3 chr10 0.390669581 - T2D risk 1stExon
cg00510507 ANK3 chr10 0.390669581 - T2D risk 5'UTR
cg00510507 ANK3 chr10 0.390669581 - T2D risk Body
cg07277869 NQO1 chr16 0.390847574 - T2D risk TSS1500
cg07434277 PACS2 chr14 0.390923291 + T2D risk Body
cg07434277 PACS2 chr14 0.390923291 + T2D risk 5'UTR
cg26424318 PRKCE chr2 0.391049536 + T2D risk Body
cg05508793 CHFR chr12 0.391064097 - T2D risk Body
cg03171210 ANK2 chr4 0.39118474 - T2D risk Body
cg06215509 RPGR chrX 0.391472401 - T2D risk Body
cg03042149 PDE8A chr15 0.391719298 - T2D risk TSS1500
cg25349006 ATRN chr20 0.391776676 + T2D risk Body
cg09905475 KREMEN1 chr22 0.392016802 + T2D risk Body
cg26816748 CALD1 chr7 0.39207589 - T2D risk TSS1500
cg00514964 UNC80 chr2 0.392097693 - T2D risk Body
cg10622931 ENAH chr1 0.392113436 + T2D risk Body
cg17858541 RGS7 chr1 0.392147464 - T2D risk Body



cg09439192 SLC30A8 chr8 0.392205795 - T2D risk TSS200
cg25331309 ERC2 chr3 0.392279013 + T2D risk Body
cg12828275 NF1 chr17 0.392286132 + T2D risk Body
cg25599673 ST6GAL1 chr3 0.392413399 - T2D risk 5'UTR
cg25599673 ST6GAL1 chr3 0.392413399 - T2D risk TSS1500
cg08425177 PDE5A chr4 0.392454089 + T2D risk Body
cg26986883 RHOQ chr2 0.392456134 + T2D risk Body
cg15861644 RBBP6 chr16 0.392464032 - T2D risk 5'UTR
cg15861644 RBBP6 chr16 0.392464032 - T2D risk 1stExon
cg04998702 MEIS2 chr15 0.392468083 + T2D risk TSS1500
cg04998702 MEIS2 chr15 0.392468083 + T2D risk 5'UTR
cg04998702 MEIS2 chr15 0.392468083 + T2D risk Body
cg04998702 MEIS2 chr15 0.392468083 + T2D risk ExonBnd
cg04998702 MEIS2 chr15 0.392468083 + T2D risk TSS200
cg04998702 MEIS2 chr15 0.392468083 + T2D risk 1stExon
cg17974145 CUX1 chr7 0.392632439 - T2D risk Body
cg12365648 PDLIM5 chr4 0.392746417 + T2D risk 5'UTR
cg12365648 PDLIM5 chr4 0.392746417 + T2D risk Body
cg16031179 RNF217 chr6 0.392800271 + T2D risk Body
cg12571892 PDE5A chr4 0.392912115 - T2D risk TSS1500
cg17515702 BIRC5 chr17 0.393031489 + T2D risk Body
cg02917381 MEIS2 chr15 0.393039769 - T2D risk 5'UTR
cg02917381 MEIS2 chr15 0.393039769 - T2D risk 1stExon
cg02917381 MEIS2 chr15 0.393039769 - T2D risk TSS1500
cg01836011 RGS7 chr1 0.393203558 + T2D risk Body
cg11253913 CALD1 chr7 0.39345843 - T2D risk Body
cg20961366 KCNJ12 chr17 0.393522557 + T2D risk 5'UTR
cg03120823 ATP8A2 chr13 0.393581693 + T2D risk Body
cg15937325 PTPRU chr1 0.393735134 + T2D risk Body
cg04147428 MET chr7 0.393826136 - T2D risk 5'UTR
cg11348701 GAD1 chr2 0.393859544 + T2D risk Body
cg01802593 ST8SIA1 chr12 0.393965146 - T2D risk 3'UTR
cg23353113 WWP2 chr16 0.394013143 - T2D risk Body
cg14203426 CUX1 chr7 0.394058088 - T2D risk Body
cg07574645 FLT1 chr13 0.394242991 - T2D risk Body
cg12870332 ZRANB1 chr10 0.394283411 + T2D risk Body
cg23720519 KIAA1217 chr10 0.394399825 - T2D risk Body
cg11881861 SGSM2 chr17 0.394467942 - T2D risk Body
cg09965980 FLT1 chr13 0.394570775 + T2D risk 3'UTR
cg06251068 CHID1 chr11 0.394595293 + T2D risk 5'UTR
cg06251068 CHID1 chr11 0.394595293 + T2D risk TSS200
cg09787394 TSGA10 chr2 0.394637746 - T2D risk TSS200
cg17304695 ST6GAL1 chr3 0.394720291 + T2D risk 5'UTR
cg05782454 MGRN1 chr16 0.394755654 + T2D risk Body
cg18450582 DYNC1I1 chr7 0.394767732 - T2D risk Body
cg14804129 KDM4B chr19 0.394816166 + T2D risk Body
cg02170577 SRPK2 chr7 0.394868741 - T2D risk Body
cg12263857 RNF217 chr6 0.395059195 - T2D risk Body
cg22509138 CDH22 chr20 0.395176165 - T2D risk Body
cg09254099 ITPKB chr1 0.395253024 + T2D risk Body
cg07562451 TANC2 chr17 0.3953195 + T2D risk Body
cg07611606 MTHFS chr15 0.395396822 - T2D risk 5'UTR
cg07611606 MTHFS chr15 0.395396822 - T2D risk TSS200
cg24583704 CRYL1 chr13 0.395423927 - T2D risk Body
cg27015761 ATP8A1 chr4 0.395431324 - T2D risk TSS200
cg18441041 CUX1 chr7 0.395561805 + T2D risk Body
cg07423421 PACS2 chr14 0.395586493 - T2D risk Body
cg07423421 PACS2 chr14 0.395586493 - T2D risk 5'UTR
cg26030025 TMEM59 chr1 0.395603038 + T2D risk 5'UTR
cg26030025 TMEM59 chr1 0.395603038 + T2D risk Body
cg10065839 AGPAT3 chr21 0.395644679 - T2D risk Body
cg07214539 WWP2 chr16 0.395650435 + T2D risk ExonBnd
cg07214539 WWP2 chr16 0.395650435 + T2D risk Body
cg17880118 COL4A1 chr13 0.395667534 + T2D risk Body
cg19669126 DNAH9 chr17 0.39568313 - T2D risk 5'UTR
cg19669126 DNAH9 chr17 0.39568313 - T2D risk Body
cg22866659 CUX1 chr7 0.395841603 + T2D risk Body
cg01433654 ARL15 chr5 0.395854168 + T2D risk Body
cg25820234 KDM4B chr19 0.395863556 + T2D risk 5'UTR
cg02661079 CDH22 chr20 0.395956795 - T2D risk Body



cg17445453 CHFR chr12 0.3959568 + T2D risk Body
cg14657915 DNAH9 chr17 0.396016044 - T2D risk Body
cg03736327 RET chr10 0.396021808 - T2D risk Body
cg24891222 CUX1 chr7 0.396033937 + T2D risk Body
cg15314149 NPAT chr11 0.396323689 + T2D risk Body
cg13159168 PACS1 chr11 0.396353274 - T2D risk Body
cg26526047 KIAA1217 chr10 0.396372849 - T2D risk 5'UTR
cg10844679 TMEM131 chr2 0.396597037 - T2D risk Body
cg00692161 ANKHD1 chr5 0.396727156 + T2D risk Body
cg25682171 COL4A1 chr13 0.396733843 - T2D risk Body
cg13309884 CADM1 chr11 0.396750983 - T2D risk Body
cg10947480 HMBOX1 chr8 0.39676584 - T2D risk 5'UTR
cg23524037 SLIT3 chr5 0.396810866 - T2D risk Body
cg00729049 GAD1 chr2 0.396893357 + T2D risk Body
cg25026700 FNIP2 chr4 0.396971675 + T2D risk Body
cg04944477 SCAF8 chr6 0.397163126 - T2D risk Body
cg14222879 NCOA2 chr8 0.397288917 - T2D risk TSS1500
cg07382273 PTP4A2 chr1 0.397314776 - T2D risk 5'UTR
cg07382273 PTP4A2 chr1 0.397314776 - T2D risk 1stExon
cg24125889 MDM1 chr12 0.397359216 + T2D risk 5'UTR
cg24125889 MDM1 chr12 0.397359216 + T2D risk 1stExon
cg23655704 SGSM2 chr17 0.397524306 + T2D risk Body
cg01327877 GRK5 chr10 0.397599132 - T2D risk TSS1500
cg06234781 CREBBP chr16 0.397607423 + T2D risk Body
cg05682965 NOTCH3 chr19 0.3976239 - T2D risk Body
cg05361257 KIAA1217 chr10 0.397708638 + T2D risk 5'UTR
cg00028455 NCOA7 chr6 0.397711533 + T2D risk 5'UTR
cg22998640 PICALM chr11 0.397761558 + T2D risk 5'UTR
cg22998640 PICALM chr11 0.397761558 + T2D risk Body
cg14648190 DIP2C chr10 0.39776623 + T2D risk Body
cg09620929 PRKAG2 chr7 0.3978039 + T2D risk 5'UTR
cg09620929 PRKAG2 chr7 0.3978039 + T2D risk Body
cg22908922 PACS2 chr14 0.397940589 + T2D risk Body
cg14825889 RANBP17 chr5 0.398154661 + T2D risk Body
cg14161241 PLAGL1 chr6 0.398161408 + T2D risk TSS1500
cg14161241 PLAGL1 chr6 0.398161408 + T2D risk 5'UTR
cg05674052 CUX1 chr7 0.39824486 + T2D risk Body
cg24063615 LAMA4 chr6 0.398271744 - T2D risk Body
cg14587045 NPAT chr11 0.39829586 - T2D risk Body
cg26535072 APBA1 chr9 0.398355933 - T2D risk TSS1500
cg21484573 PACRG chr6 0.398404795 - T2D risk Body
cg10729739 CNTROB chr17 0.398409557 + T2D risk TSS200
cg27608614 ZHX2 chr8 0.398432992 + T2D risk 5'UTR
cg06811300 ATXN1 chr6 0.398667322 - T2D risk 5'UTR
cg24433685 DNAJC13 chr3 0.399302636 + T2D risk 5'UTR
cg17600785 ERC2 chr3 0.399408603 + T2D risk Body
cg25912911 PDE3A chr12 0.399492272 + T2D risk 1stExon
cg05945869 PDLIM5 chr4 0.399557972 - T2D risk Body
cg07768002 PCYT1A chr3 0.399593909 - T2D risk Body
cg17735169 RAP1GAP2 chr17 0.399653535 - T2D risk Body
cg13877163 PRKAG2 chr7 0.39971038 + T2D risk Body
cg27232130 PACRG chr6 0.399717777 + T2D risk Body
cg21620535 NUCB2 chr11 0.39974979 - T2D risk TSS1500
cg22631387 SLIT3 chr5 0.399819942 + T2D risk Body
cg22984723 KREMEN1 chr22 0.399963688 - T2D risk Body
cg09887007 FLT1 chr13 0.400033021 - T2D risk TSS1500
cg07570641 RANBP17 chr5 0.400181633 - T2D risk TSS1500
cg03418237 DIP2C chr10 0.400262652 + T2D risk Body
cg00530538 SEZ6L chr22 0.400275701 - T2D risk Body
cg25967324 ADCY5 chr3 0.40033776 + T2D risk Body
cg24250393 PRKCB chr16 0.40034744 - T2D risk TSS1500
cg24987733 USP53 chr4 0.400354996 + T2D risk 5'UTR
cg02498334 KCNIP3 chr2 0.400445594 + T2D risk TSS1500
cg08646713 PRKD1 chr14 0.400585328 - T2D risk Body
cg11268628 EFR3A chr8 0.400679108 + T2D risk TSS1500
cg17353823 ST6GAL1 chr3 0.400727509 - T2D risk 5'UTR
cg06104764 SCARB2 chr4 0.400754468 + T2D risk Body
cg06717140 MGRN1 chr16 0.400948354 + T2D risk Body
cg04454957 SCAF11 chr12 0.400958573 + T2D risk Body
cg06319033 FBXL2 chr3 0.401006298 - T2D risk TSS200



cg22574559 NCOR1 chr17 0.401034638 + T2D risk Body
cg15753746 GAD1 chr2 0.401259623 - T2D risk Body
cg09704544 PDE8A chr15 0.40129027 + T2D risk Body
cg08592897 RHOA chr3 0.401348766 - T2D risk 3'UTR
cg07834314 GNA12 chr7 0.401427796 - T2D risk Body
cg26942930 CNTNAP2 chr7 0.401464462 - T2D risk Body
cg19800916 GRK5 chr10 0.401545132 + T2D risk Body
cg24935345 ITGA1 chr5 0.401604041 - T2D risk Body
cg21930781 CUX1 chr7 0.401678103 + T2D risk Body
cg08530205 CUX1 chr7 0.401819955 - T2D risk Body
cg04770900 CUX2 chr12 0.401842074 + T2D risk Body
cg14248235 ASXL2 chr2 0.401857424 - T2D risk Body
cg11659747 SCARB2 chr4 0.401877159 - T2D risk 1stExon
cg19949018 SGSM2 chr17 0.40206047 - T2D risk Body
cg23338468 EFCAB14 chr1 0.402100828 + T2D risk TSS1500
cg11419723 SLC9A6 chrX 0.402193948 + T2D risk 3'UTR
cg22866675 ATRNL1 chr10 0.402237134 - T2D risk 1stExon
cg22866675 ATRNL1 chr10 0.402237134 - T2D risk Body
cg22866675 ATRNL1 chr10 0.402237134 - T2D risk 5'UTR
cg12258607 PHACTR1 chr6 0.402294866 - T2D risk TSS1500
cg00557536 ERC2 chr3 0.402309514 - T2D risk Body
cg23656890 BCAT1 chr12 0.402335589 - T2D risk Body
cg16943030 TENM2 chr5 0.402338689 + T2D risk Body
cg00050792 COL4A1 chr13 0.402450152 + T2D risk Body
cg03513850 CUX2 chr12 0.402550986 - T2D risk Body
cg24682750 TAB2 chr6 0.402566569 - T2D risk Body
cg00647317 DDC chr7 0.402648353 + T2D risk TSS1500
cg04248036 FLT1 chr13 0.40272308 + T2D risk Body
cg11258489 STX6 chr1 0.402879282 + T2D risk 3'UTR
cg08708069 IFT74 chr9 0.402884022 - T2D risk 5'UTR
cg08708069 IFT74 chr9 0.402884022 - T2D risk TSS1500
cg04874031 CALD1 chr7 0.402989705 + T2D risk 1stExon
cg04874031 CALD1 chr7 0.402989705 + T2D risk 5'UTR
cg17487957 NF1 chr17 0.403037722 - T2D risk Body
cg21287367 ENAH chr1 0.403241532 + T2D risk Body
cg01934420 AGPAT3 chr21 0.403265588 + T2D risk 5'UTR
cg20421928 SLIT3 chr5 0.403379664 - T2D risk Body
cg20914464 NOL4 chr18 0.403399861 - T2D risk TSS1500
cg17257720 ZDHHC2 chr8 0.403469153 + T2D risk Body
cg17312424 PDLIM5 chr4 0.403528954 + T2D risk 5'UTR
cg17312424 PDLIM5 chr4 0.403528954 + T2D risk Body
cg11615758 PHACTR1 chr6 0.403661369 + T2D risk Body
cg24117849 SPPL2A chr15 0.403693774 + T2D risk Body
cg02515738 CNTNAP2 chr7 0.403703523 - T2D risk Body
cg11918372 FBXO11 chr2 0.404018888 + T2D risk 5'UTR
cg11918372 FBXO11 chr2 0.404018888 + T2D risk 1stExon
cg20645309 ANK3 chr10 0.404035583 - T2D risk Body
cg06437195 PHACTR1 chr6 0.40409745 + T2D risk Body
cg25426307 DIP2C chr10 0.404142609 + T2D risk Body
cg08172674 POLA1 chrX 0.404148444 - T2D risk Body
cg12835599 PRKAG2 chr7 0.404156287 - T2D risk Body
cg11521414 ANKHD1 chr5 0.40426024 + T2D risk Body
cg17493526 PDE3A chr12 0.404274662 + T2D risk Body
cg00196119 SEMA3G chr3 0.404625907 - T2D risk TSS1500
cg25715964 CUX1 chr7 0.404630318 - T2D risk Body
cg20966551 MAST1 chr19 0.404644221 - T2D risk TSS200
cg23240589 RTN4 chr2 0.404776938 - T2D risk Body
cg08434803 PHF21A chr11 0.404983381 + T2D risk 5'UTR
cg08434803 PHF21A chr11 0.404983381 + T2D risk ExonBnd
cg24066423 PRMT3 chr11 0.405004448 + T2D risk Body
cg20952652 UXS1 chr2 0.405035101 + T2D risk Body
cg00757212 ST8SIA1 chr12 0.405054117 - T2D risk TSS1500
cg10903225 PRKCE chr2 0.40506647 + T2D risk Body
cg08822898 MDM1 chr12 0.405267563 - T2D risk Body
cg14355247 PACRG chr6 0.405332255 + T2D risk Body
cg20802511 CUX1 chr7 0.405381598 - T2D risk Body
cg22555517 RAP1GAP2 chr17 0.405410357 - T2D risk Body
cg12788227 RNF217 chr6 0.405437751 - T2D risk TSS1500
cg16355244 RNF157 chr17 0.405510488 - T2D risk Body
cg09719626 PHF21A chr11 0.405529522 + T2D risk Body



cg07878191 CALD1 chr7 0.405910129 - T2D risk Body
cg17968880 GGPS1 chr1 0.405980198 - T2D risk Body
cg22547978 ERC2 chr3 0.40605195 + T2D risk 3'UTR
cg21713424 DDC chr7 0.406065223 + T2D risk Body
cg02989351 YWHAQ chr2 0.406165966 + T2D risk 5'UTR
cg11943389 DNAJC13 chr3 0.406193409 + T2D risk Body
cg13529668 PHF21A chr11 0.406304992 - T2D risk Body
cg04797180 TENM2 chr5 0.406325038 + T2D risk Body
cg11057897 APC chr5 0.406335951 - T2D risk TSS1500
cg00428487 SLC29A4 chr7 0.406351768 + T2D risk 5'UTR
cg04072177 GNA12 chr7 0.406392383 - T2D risk Body
cg07983394 DIP2C chr10 0.406414992 + T2D risk Body
cg04042828 FAM160A1 chr4 0.40643825 + T2D risk TSS1500
cg02976864 GAD1 chr2 0.406510064 + T2D risk Body
cg20802407 DYNC1I1 chr7 0.406528088 + T2D risk Body
cg16127200 ULK4 chr3 0.406616699 + T2D risk Body
cg00919921 DIP2C chr10 0.406632971 + T2D risk Body
cg15902390 MEIS2 chr15 0.406710917 - T2D risk Body
cg14302113 ITGA1 chr5 0.406717459 + T2D risk 1stExon
cg04555779 LAMA4 chr6 0.406739567 + T2D risk 5'UTR
cg05501666 PACRG chr6 0.40681512 - T2D risk Body
cg12444411 GNA12 chr7 0.406839565 - T2D risk Body
cg24646035 PHACTR1 chr6 0.406887879 - T2D risk Body
cg10830021 NUP98 chr11 0.40709643 + T2D risk 5'UTR
cg20653662 DDHD2 chr8 0.407114446 - T2D risk Body
cg22223232 MAN1A2 chr1 0.407118724 + T2D risk Body
cg24729955 NF1 chr17 0.407340159 - T2D risk Body
cg06601347 TBC1D5 chr3 0.407396152 + T2D risk 5'UTR
cg04120815 RGS7 chr1 0.407426413 - T2D risk Body
cg17322503 CUX1 chr7 0.407451188 + T2D risk Body
cg23965109 ST6GAL1 chr3 0.407460019 + T2D risk 5'UTR
cg23965109 ST6GAL1 chr3 0.407460019 + T2D risk TSS1500
cg00648568 TAZ chrX 0.407462159 - T2D risk Body
cg04868197 NCOA2 chr8 0.407613118 - T2D risk 5'UTR
cg21888923 PHF21A chr11 0.407620075 - T2D risk Body
cg11679519 LAMA4 chr6 0.407796354 - T2D risk Body
cg10318510 PRKD1 chr14 0.408137449 - T2D risk TSS200
cg21684809 GNA12 chr7 0.408152044 - T2D risk Body
cg21684809 GNA12 chr7 0.408152044 - T2D risk TSS200
cg12710520 PRMT3 chr11 0.408185022 - T2D risk Body
cg18536802 APC chr5 0.408333617 + T2D risk TSS200
cg15361162 PLAGL1 chr6 0.408383455 - T2D risk 5'UTR
cg04443360 DDC chr7 0.408546352 + T2D risk TSS200
cg10466225 TJP1 chr15 0.408747189 - T2D risk Body
cg04100532 UNC80 chr2 0.408762639 - T2D risk TSS200
cg16253634 CALD1 chr7 0.40877507 - T2D risk TSS200
cg02199466 KIAA1217 chr10 0.408785744 - T2D risk TSS1500
cg02199466 KIAA1217 chr10 0.408785744 - T2D risk Body
cg06390484 CALD1 chr7 0.409018438 - T2D risk Body
cg06390484 CALD1 chr7 0.409018438 - T2D risk TSS1500
cg14711690 ITPKB chr1 0.409169699 - T2D risk Body
cg07466622 PHACTR1 chr6 0.409192366 - T2D risk Body
cg02780029 RET chr10 0.409247626 - T2D risk 3'UTR
cg02780029 RET chr10 0.409247626 - T2D risk Body
cg04690177 ARL15 chr5 0.40948138 + T2D risk Body
cg02770187 TTC28 chr22 0.409610235 + T2D risk Body
cg05047276 CRYL1 chr13 0.409613008 - T2D risk Body
cg22073916 ENAH chr1 0.409772989 - T2D risk Body
cg26387435 CNTNAP2 chr7 0.409864514 - T2D risk Body
cg17121447 GRK5 chr10 0.410130504 - T2D risk Body
cg19085156 ARHGAP32 chr11 0.410178205 + T2D risk TSS1500
cg19085156 ARHGAP32 chr11 0.410178205 + T2D risk Body
cg11587658 MDM1 chr12 0.410553178 + T2D risk TSS200
cg02315353 NGLY1 chr3 0.410732795 + T2D risk Body
cg02315353 NGLY1 chr3 0.410732795 + T2D risk TSS1500
cg07063911 SNX4 chr3 0.411268596 - T2D risk Body
cg16028169 ANK2 chr4 0.411302752 + T2D risk TSS1500
cg15985574 NDUFB3 chr2 0.411407991 + T2D risk Body
cg15985574 NDUFB3 chr2 0.411407991 + T2D risk ExonBnd
cg15871127 COL4A1 chr13 0.411541653 - T2D risk TSS1500



cg11152825 CDH22 chr20 0.411543647 + T2D risk TSS1500
cg02493332 SLIT3 chr5 0.411610089 - T2D risk Body
cg18276474 GRK5 chr10 0.411761291 + T2D risk Body
cg18075666 CALD1 chr7 0.41187617 - T2D risk 5'UTR
cg02697702 ANK3 chr10 0.411886989 + T2D risk Body
cg19584551 KIAA1217 chr10 0.411950243 + T2D risk Body
cg00441269 PDE5A chr4 0.411971739 + T2D risk Body
cg07055745 INPP4A chr2 0.412141646 + T2D risk Body
cg09286894 NQO1 chr16 0.41218855 + T2D risk 3'UTR
cg24792209 TANC2 chr17 0.412204188 - T2D risk 3'UTR
cg10556830 CCNB1 chr5 0.412218026 + T2D risk 1stExon
cg10556830 CCNB1 chr5 0.412218026 + T2D risk 5'UTR
cg00100549 CHKA chr11 0.412264722 + T2D risk Body
cg23122913 ST8SIA1 chr12 0.412489551 + T2D risk 5'UTR
cg23122913 ST8SIA1 chr12 0.412489551 + T2D risk Body
cg17042881 CHID1 chr11 0.412580284 + T2D risk Body
cg26025906 ZDHHC2 chr8 0.412677479 + T2D risk 3'UTR
cg07015203 UNC80 chr2 0.412711313 + T2D risk Body
cg09435479 EFR3A chr8 0.412757971 + T2D risk Body
cg14767833 TTC28 chr22 0.41279637 - T2D risk 3'UTR
cg14482068 GALK2 chr15 0.412811926 + T2D risk TSS1500
cg07465127 MAN1A1 chr6 0.412882342 - T2D risk Body
cg01529466 PACS1 chr11 0.412964416 + T2D risk Body
cg23934546 PDE7A chr8 0.413129625 - T2D risk Body
cg01237444 NCOA2 chr8 0.413570122 - T2D risk 5'UTR
cg17455688 NUP98 chr11 0.413636105 + T2D risk TSS1500
cg13938970 PRKCB chr16 0.413891702 + T2D risk Body
cg10046367 TANC2 chr17 0.413973951 + T2D risk TSS1500
cg22346702 NOL4 chr18 0.414297037 - T2D risk 5'UTR
cg22346702 NOL4 chr18 0.414297037 - T2D risk Body
cg25461513 CADM1 chr11 0.414337702 - T2D risk Body
cg25301039 PRKCB chr16 0.414365838 - T2D risk Body
cg06951739 SLIT3 chr5 0.41437743 + T2D risk Body
cg15318881 TENM2 chr5 0.414416516 - T2D risk Body
cg08454936 ACTN4 chr19 0.414440592 - T2D risk Body
cg04328729 DIP2C chr10 0.414535995 - T2D risk Body
cg10397419 PRKCE chr2 0.414570421 - T2D risk Body
cg00846287 PDLIM5 chr4 0.414585764 - T2D risk Body
cg24257168 CUX1 chr7 0.414592947 + T2D risk Body
cg10978194 NOL4 chr18 0.414619098 - T2D risk 5'UTR
cg10978194 NOL4 chr18 0.414619098 - T2D risk Body
cg02036430 SSBP2 chr5 0.414766828 + T2D risk Body
cg17668562 CCNB1 chr5 0.414881343 + T2D risk Body
cg19978273 MAST1 chr19 0.414953516 - T2D risk TSS200
cg13256874 PRKAG2 chr7 0.414995443 + T2D risk Body
cg06249924 PDE7A chr8 0.41502672 + T2D risk Body
cg02333645 NCOA7 chr6 0.415105678 + T2D risk 5'UTR
cg02333645 NCOA7 chr6 0.415105678 + T2D risk Body
cg10271097 ATP8A2 chr13 0.415345255 - T2D risk Body
cg07833011 PDK1 chr2 0.415396032 + T2D risk TSS200
cg07833011 PDK1 chr2 0.415396032 + T2D risk TSS1500
cg13710297 ERC2 chr3 0.415443928 - T2D risk Body
cg13335567 NCOA2 chr8 0.415459676 - T2D risk Body
cg19679250 CALD1 chr7 0.415556385 - T2D risk TSS1500
cg16053012 ADCY5 chr3 0.415645453 + T2D risk Body
cg15580458 GRK5 chr10 0.415647803 + T2D risk Body
cg09157320 RHBDD1 chr2 0.41570971 - T2D risk Body
cg13285910 ADCY5 chr3 0.415786668 + T2D risk Body
cg01217316 INPP4A chr2 0.415819832 + T2D risk 5'UTR
cg23898214 PHACTR1 chr6 0.415943843 + T2D risk Body
cg16294280 BCAT1 chr12 0.415991035 - T2D risk Body
cg04186200 CLASP2 chr3 0.415997069 - T2D risk Body
cg04186200 CLASP2 chr3 0.415997069 - T2D risk ExonBnd
cg06733114 CLIC5 chr6 0.416006905 + T2D risk Body
cg11667785 GNA12 chr7 0.416177078 - T2D risk Body
cg04517960 ERC2 chr3 0.416334871 + T2D risk TSS1500
cg07999090 FLT1 chr13 0.416335846 + T2D risk Body
cg19063930 KIAA1217 chr10 0.41642198 + T2D risk TSS1500
cg19063930 KIAA1217 chr10 0.41642198 + T2D risk 5'UTR
cg01722003 CNTNAP2 chr7 0.416475992 - T2D risk Body



cg16253962 TSC22D1 chr13 0.416490378 - T2D risk Body
cg16253962 TSC22D1 chr13 0.416490378 - T2D risk 5'UTR
cg16253962 TSC22D1 chr13 0.416490378 - T2D risk TSS200
cg03654387 ERC2 chr3 0.416492725 + T2D risk 3'UTR
cg09147066 KDM4B chr19 0.416554403 + T2D risk 5'UTR
cg08870271 DDC chr7 0.416627154 + T2D risk Body
cg08814640 UBE2K chr4 0.416676178 - T2D risk Body
cg22867070 TOP2A chr17 0.416770392 - T2D risk Body
cg16423638 CREBBP chr16 0.41696177 + T2D risk Body
cg00152034 ITGA1 chr5 0.417013458 + T2D risk Body
cg16396223 PRKAG2 chr7 0.417096276 + T2D risk Body
cg02107110 WDR47 chr1 0.417240346 - T2D risk 3'UTR
cg05997242 KDM4B chr19 0.417403661 - T2D risk Body
cg10654443 WWP2 chr16 0.41788664 - T2D risk 5'UTR
cg04335339 ATRNL1 chr10 0.417983642 + T2D risk TSS200
cg09084461 FLT1 chr13 0.417992329 - T2D risk Body
cg02098414 PHACTR1 chr6 0.418321783 + T2D risk Body
cg24301028 CNTNAP2 chr7 0.418330799 + T2D risk Body
cg07096093 TTC28 chr22 0.418380757 - T2D risk Body
cg08260861 CNTNAP2 chr7 0.418412924 - T2D risk Body
cg02648746 ULK4 chr3 0.418790567 + T2D risk TSS1500
cg17964981 CDH22 chr20 0.418804213 + T2D risk Body
cg12300377 RHBDD1 chr2 0.418805236 - T2D risk Body
cg14293758 SVIP chr11 0.419026129 - T2D risk 1stExon
cg10733507 ZHX2 chr8 0.419094008 - T2D risk 5'UTR
cg11883099 CUX1 chr7 0.4193605 - T2D risk Body
cg20223648 TAB2 chr6 0.419499063 - T2D risk 5'UTR
cg20223648 TAB2 chr6 0.419499063 - T2D risk Body
cg07771123 PTPRU chr1 0.419506632 + T2D risk Body
cg05747134 MMS19 chr10 0.419703882 + T2D risk Body
cg26223654 MAST1 chr19 0.41996999 + T2D risk 5'UTR
cg26223654 MAST1 chr19 0.41996999 + T2D risk 1stExon
cg10533057 FAM160A1 chr4 0.420038315 - T2D risk Body
cg17142816 DIP2C chr10 0.42022684 + T2D risk Body
cg05937573 ARHGAP32 chr11 0.420234199 + T2D risk TSS1500
cg05627289 PACRG chr6 0.420301776 - T2D risk Body
cg02340253 TJP1 chr15 0.420362994 + T2D risk Body
cg12766607 RHBDD1 chr2 0.420415019 + T2D risk Body
cg19090468 NDUFB3 chr2 0.420422841 - T2D risk 5'UTR
cg19090468 NDUFB3 chr2 0.420422841 - T2D risk 1stExon
cg23502751 DIP2C chr10 0.420579704 + T2D risk Body
cg01275697 INPP4A chr2 0.420581291 - T2D risk 3'UTR
cg24495383 PACS1 chr11 0.420717605 + T2D risk Body
cg13366899 SLC29A4 chr7 0.420887697 + T2D risk 5'UTR
cg13366899 SLC29A4 chr7 0.420887697 + T2D risk 1stExon
cg24945092 DNAH9 chr17 0.420952155 + T2D risk 3'UTR
cg08058836 MGRN1 chr16 0.421252171 + T2D risk TSS1500
cg05929272 PRKAG2 chr7 0.421331622 + T2D risk Body
cg26788616 CLEC16A chr16 0.421344692 + T2D risk Body
cg09278107 PACS2 chr14 0.421359244 - T2D risk TSS1500
cg11697013 RAP1GAP2 chr17 0.421504072 + T2D risk Body
cg02186409 FLT1 chr13 0.421551196 - T2D risk Body
cg17904068 CHFR chr12 0.4216327 - T2D risk Body
cg25506045 SKAP1 chr17 0.421686086 - T2D risk Body
cg19992857 NDUFB3 chr2 0.421825992 + T2D risk 5'UTR
cg19992857 NDUFB3 chr2 0.421825992 + T2D risk 1stExon
cg19120273 DIP2C chr10 0.422035516 + T2D risk Body
cg06291627 ATRNL1 chr10 0.422126284 + T2D risk Body
cg11001780 DIP2C chr10 0.422268264 + T2D risk Body
cg12677481 GLG1 chr16 0.422357647 + T2D risk TSS1500
cg11793689 ROBO2 chr3 0.422381465 - T2D risk Body
cg24386905 DIP2C chr10 0.42240342 + T2D risk Body
cg07469445 DIP2C chr10 0.422546979 + T2D risk Body
cg06513979 DIP2C chr10 0.422547692 - T2D risk Body
cg01080927 RNF217 chr6 0.422616506 - T2D risk Body
cg20990472 PRKCB chr16 0.422776637 + T2D risk Body
cg26487908 PTPRU chr1 0.422931859 - T2D risk Body
cg10841988 PRKCE chr2 0.423032163 - T2D risk Body
cg16605942 SEZ6L chr22 0.42316808 - T2D risk TSS1500
cg17946266 PHACTR1 chr6 0.423169495 - T2D risk Body



cg16183813 DACH1 chr13 0.423264669 - T2D risk 5'UTR
cg16183813 DACH1 chr13 0.423264669 - T2D risk 1stExon
cg20085036 KCNIP3 chr2 0.423277406 + T2D risk Body
cg24857609 NCOA2 chr8 0.423472325 + T2D risk 5'UTR
cg02186735 LAMA4 chr6 0.423554187 - T2D risk Body
cg14864167 PDE7A chr8 0.42357797 + T2D risk Body
cg10643850 ATRN chr20 0.423751054 + T2D risk Body
cg23981905 MMS19 chr10 0.423753277 - T2D risk TSS1500
cg12740129 MET chr7 0.423784352 - T2D risk TSS1500
cg16382960 CLASP2 chr3 0.423804145 - T2D risk Body
cg27132802 CLOCK chr4 0.423815652 + T2D risk TSS200
cg27132802 CLOCK chr4 0.423815652 + T2D risk 5'UTR
cg13177972 ANK3 chr10 0.423827863 - T2D risk Body
cg09999348 PRKCE chr2 0.423860349 - T2D risk Body
cg15275786 SSBP2 chr5 0.423874983 - T2D risk Body
cg20886248 RHBDD1 chr2 0.423934382 - T2D risk Body
cg01334081 TANC2 chr17 0.423952004 - T2D risk TSS1500
cg13980639 HMBOX1 chr8 0.42405707 + T2D risk 5'UTR
cg25637631 IFT74 chr9 0.424159984 - T2D risk TSS200
cg25637631 IFT74 chr9 0.424159984 - T2D risk 5'UTR
cg19505458 KIAA1217 chr10 0.42423625 - T2D risk Body
cg08727316 KIAA1217 chr10 0.424288214 - T2D risk Body
cg21997435 PDLIM5 chr4 0.424396939 + T2D risk TSS1500
cg06122921 DIP2C chr10 0.424510599 + T2D risk Body
cg15928398 ST6GAL1 chr3 0.424520419 - T2D risk TSS1500
cg14891948 CADM1 chr11 0.424521587 + T2D risk Body
cg00567872 CUX1 chr7 0.424751873 + T2D risk Body
cg11549132 INPP4A chr2 0.424847382 - T2D risk TSS200
cg00930125 INPP4A chr2 0.424852804 + T2D risk Body
cg16571786 RNF157 chr17 0.424882191 - T2D risk TSS1500
cg03598288 FNIP2 chr4 0.42493517 + T2D risk Body
cg03193551 PRKAG2 chr7 0.425091759 + T2D risk Body
cg11894690 ATXN1 chr6 0.425160574 - T2D risk 5'UTR
cg03815900 CNTROB chr17 0.425231847 - T2D risk Body
cg02279759 CRYL1 chr13 0.425278554 + T2D risk TSS1500
cg18568335 PACS2 chr14 0.425326093 - T2D risk Body
cg06271237 PLAGL1 chr6 0.425326376 + T2D risk Body
cg12895407 TENM2 chr5 0.425392592 - T2D risk Body
cg22291711 MEIS2 chr15 0.425566775 + T2D risk Body
cg18104149 ERC2 chr3 0.425870398 - T2D risk 5'UTR
cg24600701 GALK2 chr15 0.426153991 - T2D risk Body
cg18430255 GRK5 chr10 0.426163859 - T2D risk Body
cg26073987 KIAA0232 chr4 0.426174591 + T2D risk TSS1500
cg23253053 CUX2 chr12 0.426185199 - T2D risk Body
cg01353809 ARID2 chr12 0.426330635 - T2D risk TSS200
cg03034794 PDK1 chr2 0.426339157 - T2D risk Body
cg02606650 TENM2 chr5 0.42634656 - T2D risk Body
cg01603740 GRK5 chr10 0.426401271 + T2D risk Body
cg05211947 ATP8A1 chr4 0.426460087 + T2D risk Body
cg04168997 EFR3A chr8 0.42655341 + T2D risk Body
cg25494796 MAN1A1 chr6 0.426603093 + T2D risk Body
cg25026667 PRKCE chr2 0.426678879 + T2D risk Body
cg27650540 CUX2 chr12 0.426710576 + T2D risk Body
cg17545341 PRKAG2 chr7 0.426721235 - T2D risk Body
cg01373599 DIP2C chr10 0.426835125 + T2D risk Body
cg12583638 TOX3 chr16 0.426900863 - T2D risk Body
cg11159252 STX6 chr1 0.42693164 + T2D risk Body
cg27131579 RNF217 chr6 0.426952898 + T2D risk Body
cg27131579 RNF217 chr6 0.426952898 + T2D risk 3'UTR
cg00579794 CLEC16A chr16 0.42700101 - T2D risk 3'UTR
cg23571288 CDK8 chr13 0.427106966 + T2D risk 1stExon
cg23571288 CDK8 chr13 0.427106966 + T2D risk 5'UTR
cg08999070 CDH22 chr20 0.427117907 - T2D risk Body
cg06879573 DIP2C chr10 0.427218103 + T2D risk Body
cg04075376 ATXN1 chr6 0.427270383 - T2D risk 5'UTR
cg06997028 CLOCK chr4 0.427509719 - T2D risk 5'UTR
cg10605829 APBA1 chr9 0.427522342 - T2D risk Body
cg18825119 PACRG chr6 0.427659039 + T2D risk Body
cg04224811 ERC2 chr3 0.427691276 - T2D risk 3'UTR
cg27021520 CLASP2 chr3 0.427756416 - T2D risk TSS1500



cg14536424 ASH1L chr1 0.427833109 + T2D risk Body
cg02647929 MGRN1 chr16 0.427843799 - T2D risk Body
cg09884290 PICALM chr11 0.427929045 + T2D risk Body
cg09614956 IMPA1 chr8 0.427962216 + T2D risk 3'UTR
cg20789821 CNTNAP2 chr7 0.428134786 - T2D risk Body
cg22530144 PRKCE chr2 0.428239271 - T2D risk Body
cg10591926 DIP2C chr10 0.428274626 - T2D risk Body
cg07620853 GAD1 chr2 0.428399451 - T2D risk Body
cg19087177 ENAH chr1 0.428404672 - T2D risk Body
cg12053543 LAMA4 chr6 0.428495325 - T2D risk Body
cg20227241 CNTROB chr17 0.428633137 + T2D risk 1stExon
cg20227241 CNTROB chr17 0.428633137 + T2D risk 5'UTR
cg14002960 NOL4 chr18 0.428648234 - T2D risk Body
cg05733361 PDE8A chr15 0.428715009 + T2D risk TSS1500
cg13966241 BCAT1 chr12 0.428771682 - T2D risk Body
cg13966241 BCAT1 chr12 0.428771682 - T2D risk TSS1500
cg14303481 SLIT3 chr5 0.428799458 + T2D risk Body
cg21938148 COL4A1 chr13 0.428825862 - T2D risk Body
cg06402738 CLIC5 chr6 0.428917825 + T2D risk TSS1500
cg06402738 CLIC5 chr6 0.428917825 + T2D risk Body
cg16024891 RAP1GAP2 chr17 0.42894086 + T2D risk Body
cg20706192 HNRNPA2B1 chr7 0.429041365 + T2D risk TSS1500
cg25262044 DKK2 chr4 0.429110148 - T2D risk TSS1500
cg14442394 HMBOX1 chr8 0.429148748 - T2D risk TSS200
cg14442394 HMBOX1 chr8 0.429148748 - T2D risk TSS1500
cg18814402 INPP4A chr2 0.429150755 + T2D risk Body
cg05966059 UNC80 chr2 0.429170967 - T2D risk Body
cg20700952 USP29 chr19 0.429175942 + T2D risk TSS1500
cg08206308 NCOR1 chr17 0.429184115 + T2D risk TSS1500
cg12757684 PLAGL1 chr6 0.429202767 - T2D risk 5'UTR
cg12757684 PLAGL1 chr6 0.429202767 - T2D risk 1stExon
cg03081478 GNA12 chr7 0.429396582 - T2D risk Body
cg01927532 PDE3A chr12 0.429415408 + T2D risk Body
cg27400561 KCNIP3 chr2 0.429542886 - T2D risk Body
cg08689932 KCNJ18 chr17 0.429564437 + T2D risk TSS1500
cg08689932 KCNJ12 chr17 0.429564437 + T2D risk 5'UTR
cg04404956 PRKD1 chr14 0.429564945 + T2D risk Body
cg25464696 HMBOX1 chr8 0.429642626 - T2D risk Body
cg10062150 TMEM59 chr1 0.429827191 + T2D risk 5'UTR
cg10062150 TMEM59 chr1 0.429827191 + T2D risk Body
cg08782022 MGRN1 chr16 0.429828079 - T2D risk Body
cg08751352 UBL3 chr13 0.42983985 - T2D risk Body
cg09137729 PLAGL1 chr6 0.430092847 - T2D risk 5'UTR
cg09137729 PLAGL1 chr6 0.430092847 - T2D risk ExonBnd
cg03022575 ULK4 chr3 0.430098526 + T2D risk TSS200
cg22873412 PDE7A chr8 0.43020294 + T2D risk Body
cg12978142 CADM1 chr11 0.430245008 + T2D risk Body
cg26892401 GNA12 chr7 0.430290797 + T2D risk Body
cg07259733 BCAT1 chr12 0.430325715 - T2D risk TSS1500
cg22476055 CLEC16A chr16 0.43040979 - T2D risk Body
cg03703833 CTR9 chr11 0.43042678 - T2D risk Body
cg25617952 PDK1 chr2 0.430459226 + T2D risk Body
cg17160317 NOL4 chr18 0.430478861 + T2D risk 5'UTR
cg17160317 NOL4 chr18 0.430478861 + T2D risk Body
cg06104007 GALK2 chr15 0.430484676 + T2D risk 5'UTR
cg06104007 GALK2 chr15 0.430484676 + T2D risk 1stExon
cg02577963 KDM4B chr19 0.430647047 + T2D risk Body
cg14180318 RCAN2 chr6 0.430766394 - T2D risk Body
cg07486252 ANK2 chr4 0.430887022 - T2D risk Body
cg02275396 WIZ chr19 0.430929319 + T2D risk Body
cg00181964 PACS2 chr14 0.430933371 + T2D risk Body
cg00181964 PACS2 chr14 0.430933371 + T2D risk 5'UTR
cg25299666 TTC28 chr22 0.431004637 - T2D risk Body
cg07080147 UNC80 chr2 0.431025529 - T2D risk Body
cg16451027 APC chr5 0.431070408 - T2D risk TSS1500
cg26480862 TTC28 chr22 0.431167051 + T2D risk Body
cg27233847 DIP2C chr10 0.431289326 + T2D risk Body
cg01536668 CREBBP chr16 0.431371148 - T2D risk Body
cg10920342 PPP1R12A chr12 0.431411205 + T2D risk Body
cg20730432 ARL8B chr3 0.431488341 - T2D risk Body



cg14607415 PRKACB chr1 0.431531261 + T2D risk Body
cg14607415 PRKACB chr1 0.431531261 + T2D risk TSS1500
cg16134349 ANK3 chr10 0.431594349 - T2D risk 1stExon
cg16134349 ANK3 chr10 0.431594349 - T2D risk 5'UTR
cg16134349 ANK3 chr10 0.431594349 - T2D risk Body
cg14003320 ASXL2 chr2 0.431637344 - T2D risk Body
cg03196689 RSF1 chr11 0.431667284 + T2D risk Body
cg17808646 PFKFB2 chr1 0.43169393 + T2D risk TSS1500
cg00053839 CUX1 chr7 0.431796032 - T2D risk Body
cg03762314 SLC29A4 chr7 0.431821505 + T2D risk Body
cg11857210 CLASP2 chr3 0.431824991 + T2D risk Body
cg05710613 RSF1 chr11 0.432061529 + T2D risk Body
cg22321985 CREBBP chr16 0.432104669 - T2D risk 3'UTR
cg21222911 SVIP chr11 0.432223478 + T2D risk TSS1500
cg16619991 ITGA1 chr5 0.432242524 + T2D risk Body
cg10963021 CREBBP chr16 0.432447065 - T2D risk Body
cg01100868 SLIT3 chr5 0.432575436 - T2D risk Body
cg10683548 ANK2 chr4 0.432609261 - T2D risk Body
cg02175739 CHID1 chr11 0.432697366 - T2D risk Body
cg02172182 ANK3 chr10 0.432701223 + T2D risk Body
cg02953559 ADCY5 chr3 0.432837599 - T2D risk Body
cg22847846 RET chr10 0.432850223 - T2D risk Body
cg10226218 RRAGB chrX 0.432863161 + T2D risk Body
cg26535616 ACSS2 chr20 0.43289509 + T2D risk TSS1500
cg26535616 ACSS2 chr20 0.43289509 + T2D risk 5'UTR
cg26535616 ACSS2 chr20 0.43289509 + T2D risk 1stExon
cg19344725 SCARB2 chr4 0.432946251 - T2D risk Body
cg07963705 ITGB1 chr10 0.433034425 - T2D risk Body
cg01276222 CCNB1 chr5 0.433039794 - T2D risk Body
cg16498359 SLC29A4 chr7 0.433067496 + T2D risk Body
cg15959238 CALD1 chr7 0.433122957 - T2D risk Body
cg15959238 CALD1 chr7 0.433122957 - T2D risk TSS200
cg14383014 SRPK2 chr7 0.43316865 - T2D risk Body
cg18416981 CHKA chr11 0.433272092 + T2D risk 3'UTR
cg25994883 GGPS1 chr1 0.433290079 + T2D risk TSS1500
cg24979438 ARL15 chr5 0.433457994 - T2D risk Body
cg01280655 LMCD1 chr3 0.433483089 + T2D risk 5'UTR
cg01280655 LMCD1 chr3 0.433483089 + T2D risk Body
cg19777066 KANTR chrX 0.433559634 - T2D risk Body
cg00648911 ANK2 chr4 0.433564454 - T2D risk ExonBnd
cg00648911 ANK2 chr4 0.433564454 - T2D risk Body
cg16084313 KIAA1217 chr10 0.433709881 + T2D risk Body
cg11597447 STX6 chr1 0.433726051 - T2D risk Body
cg18813128 CADM1 chr11 0.433745522 - T2D risk Body
cg05974003 COL4A1 chr13 0.433764624 + T2D risk Body
cg00512487 ATRN chr20 0.433932378 - T2D risk 1stExon
cg00809147 SLIT3 chr5 0.433956141 + T2D risk Body
cg06639440 CHID1 chr11 0.434037785 + T2D risk TSS200
cg26732155 MEIS2 chr15 0.434117953 + T2D risk Body
cg19252199 COL4A1 chr13 0.434195158 + T2D risk TSS1500
cg27463953 ATRN chr20 0.434217902 - T2D risk TSS1500
cg09644309 DACH1 chr13 0.434267406 + T2D risk Body
cg18848677 PRKCB chr16 0.434270936 + T2D risk Body
cg20952131 TPCN1 chr12 0.434564874 + T2D risk Body
cg15337646 CHFR chr12 0.43460778 - T2D risk TSS1500
cg17254607 ERC2 chr3 0.434614344 - T2D risk 3'UTR
cg10071690 DIP2C chr10 0.434705408 - T2D risk Body
cg25063058 ARPP19 chr15 0.434760072 - T2D risk Body
cg26573683 CUX1 chr7 0.434848941 - T2D risk Body
cg11461133 GNA12 chr7 0.434969317 - T2D risk TSS200
cg07113164 TAZ chrX 0.435014291 + T2D risk Body
cg01785153 SLIT3 chr5 0.435144516 + T2D risk Body
cg23821914 RBM4 chr11 0.435275949 - T2D risk Body
cg21746573 PRKCE chr2 0.4353294 - T2D risk Body
cg03363242 HMBOX1 chr8 0.435397286 + T2D risk TSS200
cg03363242 HMBOX1 chr8 0.435397286 + T2D risk TSS1500
cg10904471 MAN1A1 chr6 0.435432889 - T2D risk Body
cg21681030 RHOQ chr2 0.435567986 + T2D risk Body
cg14330593 INPP4A chr2 0.4355907 - T2D risk Body
cg09533946 KDM4B chr19 0.43564086 - T2D risk 5'UTR



cg19447221 KIAA1217 chr10 0.435879744 + T2D risk 5'UTR
cg05232977 KIAA1217 chr10 0.435903158 - T2D risk 5'UTR
cg05232977 KIAA1217 chr10 0.435903158 - T2D risk Body
cg23015138 RAP1GAP2 chr17 0.435932488 + T2D risk Body
cg02612836 APBA1 chr9 0.436041311 + T2D risk 5'UTR
cg11989218 CHFR chr12 0.436055074 + T2D risk Body
cg16594957 CREBBP chr16 0.436097519 + T2D risk 3'UTR
cg20256804 DIP2C chr10 0.436197788 + T2D risk Body
cg06394961 KIAA1217 chr10 0.436288453 - T2D risk 5'UTR
cg02342962 TENM2 chr5 0.436289634 - T2D risk Body
cg11820745 TOP2A chr17 0.436292572 + T2D risk Body
cg15917362 PRKD1 chr14 0.436342174 + T2D risk Body
cg20981245 CUX1 chr7 0.436366211 + T2D risk Body
cg01055232 AMD1 chr6 0.436392693 + T2D risk 5'UTR
cg18224734 PDLIM5 chr4 0.43639567 - T2D risk 5'UTR
cg18224734 PDLIM5 chr4 0.43639567 - T2D risk Body
cg12158535 PACS2 chr14 0.43639715 - T2D risk Body
cg20643012 DNAH9 chr17 0.4364269 + T2D risk TSS200
cg02205401 SEC31A chr4 0.436446073 - T2D risk 5'UTR
cg02205401 SEC31A chr4 0.436446073 - T2D risk Body
cg27146011 WIZ chr19 0.436494295 + T2D risk Body
cg05289022 TMEM131 chr2 0.436509796 + T2D risk Body
cg01948062 CADM1 chr11 0.436538302 - T2D risk TSS1500
cg26544725 DNAJC1 chr10 0.436654248 + T2D risk Body
cg03892569 PHACTR1 chr6 0.436817473 + T2D risk Body
cg16829042 CUX1 chr7 0.436904081 + T2D risk Body
cg01144889 SLIT3 chr5 0.437017728 + T2D risk Body
cg10155983 CLEC16A chr16 0.437090426 - T2D risk Body
cg06996663 ATP6V1H chr8 0.437156621 - T2D risk TSS200
cg06996663 ATP6V1H chr8 0.437156621 - T2D risk TSS1500
cg25087601 ARHGAP32 chr11 0.437170285 - T2D risk Body
cg07918578 SEZ6L chr22 0.437250226 - T2D risk Body
cg05544394 DIP2C chr10 0.437321508 - T2D risk Body
cg04680907 CALD1 chr7 0.437395795 + T2D risk Body
cg00324510 PACS1 chr11 0.437482856 - T2D risk Body
cg22678707 NPAT chr11 0.437523164 - T2D risk Body
cg25181236 CLOCK chr4 0.437604485 - T2D risk 5'UTR
cg14859916 CNTNAP2 chr7 0.437752263 - T2D risk Body
cg11914194 FLT1 chr13 0.43779033 - T2D risk Body
cg00687668 ASH1L chr1 0.437863071 - T2D risk Body
cg08397390 UXS1 chr2 0.437970584 + T2D risk Body
cg03282630 FARSB chr2 0.438176944 - T2D risk Body
cg01901898 ATP6V1A chr3 0.438255549 - T2D risk TSS1500
cg10708675 NQO1 chr16 0.438359228 - T2D risk TSS1500
cg04932464 KIAA0232 chr4 0.438405606 + T2D risk 5'UTR
cg09377736 CALD1 chr7 0.43846019 - T2D risk Body
cg09520037 ZHX2 chr8 0.438482992 - T2D risk 5'UTR
cg01656717 WWP2 chr16 0.438533654 + T2D risk Body
cg11053561 CHID1 chr11 0.438584496 + T2D risk 3'UTR
cg22992794 SPOCK1 chr5 0.438622156 + T2D risk Body
cg03669245 SSBP2 chr5 0.438639382 - T2D risk Body
cg09066988 ANK2 chr4 0.438646165 + T2D risk Body
cg25553730 CUX1 chr7 0.438651821 - T2D risk Body
cg22183626 TSC22D1 chr13 0.438808203 + T2D risk TSS1500
cg27299484 ATP8A1 chr4 0.438814206 + T2D risk Body
cg20689626 SLC7A2 chr8 0.438858814 - T2D risk TSS1500
cg06525993 TJP1 chr15 0.439013748 - T2D risk Body
cg04264958 GALK2 chr15 0.439096729 + T2D risk 5'UTR
cg04264958 GALK2 chr15 0.439096729 + T2D risk Body
cg01588379 PRKAG2 chr7 0.439124364 - T2D risk Body
cg06736849 SEC31A chr4 0.439470345 - T2D risk Body
cg07607536 RAP1GAP2 chr17 0.439488251 + T2D risk Body
cg06886080 PACS1 chr11 0.439582529 - T2D risk Body
cg08755532 KCNIP3 chr2 0.439689015 - T2D risk Body
cg16516888 RSF1 chr11 0.439706656 - T2D risk TSS1500
cg04578183 PRKAG2 chr7 0.439830703 + T2D risk Body
cg09893431 DIP2C chr10 0.439879312 + T2D risk Body
cg06781086 DYNC1I2 chr2 0.439889176 + T2D risk Body
cg24886068 ATXN1 chr6 0.440114383 + T2D risk 5'UTR
cg05445263 CRYL1 chr13 0.440121068 - T2D risk Body



cg01890075 CUX1 chr7 0.440131439 - T2D risk 3'UTR
cg23053299 ITGA1 chr5 0.44024065 + T2D risk TSS1500
cg08613606 DIP2C chr10 0.440302128 + T2D risk Body
cg06730364 CNTNAP2 chr7 0.440351065 - T2D risk Body
cg20153409 GAD1 chr2 0.440466585 - T2D risk Body
cg06916597 SLIT3 chr5 0.440772247 - T2D risk Body
cg15048607 CLOCK chr4 0.440803769 + T2D risk Body
cg14488626 SLIT3 chr5 0.440829347 + T2D risk Body
cg22228556 ST20 chr15 0.44099957 - T2D risk 5'UTR
cg22228556 ST20 chr15 0.44099957 - T2D risk Body
cg24145039 MAST1 chr19 0.441033921 + T2D risk Body
cg00797346 MEIS2 chr15 0.44105176 - T2D risk 5'UTR
cg00797346 MEIS2 chr15 0.44105176 - T2D risk 1stExon
cg00797346 MEIS2 chr15 0.44105176 - T2D risk Body
cg00797346 MEIS2 chr15 0.44105176 - T2D risk TSS1500
cg08559978 AGPAT3 chr21 0.441302682 + T2D risk 5'UTR
cg10558228 ASH1L chr1 0.441367765 - T2D risk TSS1500
cg03084158 GNA12 chr7 0.441404328 + T2D risk Body
cg05575995 ITGA1 chr5 0.4414099 + T2D risk TSS1500
cg02483529 DIP2C chr10 0.441539408 + T2D risk Body
cg11849461 DNAH9 chr17 0.441804477 + T2D risk Body
cg17545875 CUX1 chr7 0.441829642 - T2D risk Body
cg12470036 DIP2C chr10 0.441889475 - T2D risk Body
cg01943520 AGPAT3 chr21 0.442032408 + T2D risk 5'UTR
cg16445423 TMEM131 chr2 0.44203851 + T2D risk Body
cg11804641 SKAP1 chr17 0.442053548 + T2D risk Body
cg06819775 RAP1B chr12 0.442116198 + T2D risk TSS1500
cg20293888 GNA12 chr7 0.442169676 + T2D risk Body
cg08507436 RSF1 chr11 0.442173519 - T2D risk Body
cg00795520 TAB2 chr6 0.442178495 + T2D risk 5'UTR
cg00795520 TAB2 chr6 0.442178495 + T2D risk Body
cg01306891 DIP2C chr10 0.442425149 - T2D risk Body
cg22231602 RGS7 chr1 0.442524298 + T2D risk Body
cg00767846 SSB chr2 0.442596716 - T2D risk 1stExon
cg00767846 SSB chr2 0.442596716 - T2D risk 5'UTR
cg14618411 NCOA2 chr8 0.442624341 - T2D risk 5'UTR
cg16142698 DNAJC13 chr3 0.442694794 - T2D risk TSS1500
cg00168106 PACS1 chr11 0.442701406 - T2D risk Body
cg11756080 ERC2 chr3 0.442750107 + T2D risk Body
cg25645338 APC chr5 0.442885475 - T2D risk 5'UTR
cg10553088 CADM1 chr11 0.443101415 + T2D risk Body
cg06646604 PDE8A chr15 0.443185677 - T2D risk Body
cg22150335 ANK3 chr10 0.443212731 + T2D risk Body
cg02473562 CDH22 chr20 0.443228775 + T2D risk Body
cg24646561 ST20 chr15 0.443231634 + T2D risk TSS200
cg24646561 ST20 chr15 0.443231634 + T2D risk Body
cg12591302 MMS19 chr10 0.443464381 - T2D risk TSS200
cg02429514 NCOR1 chr17 0.44348007 - T2D risk Body
cg25355904 CUX1 chr7 0.443554388 + T2D risk Body
cg02512697 RCAN2 chr6 0.443560486 - T2D risk 5'UTR
cg02512697 RCAN2 chr6 0.443560486 - T2D risk 1stExon
cg02512697 RCAN2 chr6 0.443560486 - T2D risk Body
cg02709321 TOX3 chr16 0.443618549 - T2D risk 5'UTR
cg02709321 TOX3 chr16 0.443618549 - T2D risk TSS1500
cg22338152 USP29 chr19 0.443621525 + T2D risk Body
cg07259683 MEIS2 chr15 0.443673228 - T2D risk Body
cg17933295 KDM4B chr19 0.443802728 + T2D risk Body
cg10469659 SPPL2A chr15 0.443859225 - T2D risk 1stExon
cg19078574 INPP4A chr2 0.44391899 + T2D risk TSS200
cg24639176 PHACTR1 chr6 0.444019708 + T2D risk Body
cg05616819 PRKCB chr16 0.444057076 + T2D risk 3'UTR
cg18675899 TENM2 chr5 0.444061122 + T2D risk Body
cg11086275 STX6 chr1 0.444079422 - T2D risk Body
cg18226451 PLEKHG3 chr14 0.444398205 + T2D risk 5'UTR
cg15726556 ATP6V1A chr3 0.444467247 - T2D risk 5'UTR
cg21628055 GNA12 chr7 0.444489482 - T2D risk Body
cg14600855 CLIC5 chr6 0.444532953 + T2D risk Body
cg20534694 PRKAG2 chr7 0.444606492 - T2D risk TSS1500
cg20534694 PRKAG2 chr7 0.444606492 - T2D risk Body
cg00619087 SRPK2 chr7 0.444634941 + T2D risk Body



cg00619087 SRPK2 chr7 0.444634941 + T2D risk 5'UTR
cg11994439 CLEC16A chr16 0.444650071 + T2D risk Body
cg17256791 PDE8A chr15 0.444771456 + T2D risk 5'UTR
cg17256791 PDE8A chr15 0.444771456 + T2D risk Body
cg04709373 WWP2 chr16 0.444779195 - T2D risk Body
cg13263104 NF1 chr17 0.444779362 - T2D risk Body
cg19542090 PDE8A chr15 0.444915411 + T2D risk TSS1500
cg01596289 PACRG chr6 0.444927983 - T2D risk Body
cg12643008 KREMEN1 chr22 0.445047921 - T2D risk Body
cg09117950 NCOR1 chr17 0.4450688 + T2D risk Body
cg23473401 PRKCB chr16 0.445098021 - T2D risk Body
cg14494607 CLIC5 chr6 0.445683389 + T2D risk Body
cg05053968 CCNB1 chr5 0.445767657 + T2D risk Body
cg26570844 CUX1 chr7 0.4458228 + T2D risk Body
cg26997596 GALK2 chr15 0.445865333 + T2D risk Body
cg09678615 TOX3 chr16 0.445897258 + T2D risk 5'UTR
cg09678615 TOX3 chr16 0.445897258 + T2D risk Body
cg01345637 CADM1 chr11 0.445905484 - T2D risk Body
cg04934204 PACS2 chr14 0.445920744 - T2D risk 5'UTR
cg04934204 PACS2 chr14 0.445920744 - T2D risk Body
cg06622286 RTN4 chr2 0.446122445 + T2D risk Body
cg06622286 RTN4 chr2 0.446122445 + T2D risk 5'UTR
cg27556675 ATRN chr20 0.44614382 + T2D risk Body
cg09477426 TMEM219 chr16 0.446167125 + T2D risk Body
cg04122422 ARHGAP32 chr11 0.446167353 + T2D risk Body
cg26955835 DKK2 chr4 0.44618054 + T2D risk 1stExon
cg26955835 DKK2 chr4 0.44618054 + T2D risk 5'UTR
cg05903872 DIP2C chr10 0.446201779 - T2D risk Body
cg11066280 TTC28 chr22 0.446355627 - T2D risk Body
cg10717379 PLAGL1 chr6 0.446449612 - T2D risk 5'UTR
cg06780255 ANK2 chr4 0.446455646 + T2D risk Body
cg12679308 CUX1 chr7 0.446555007 + T2D risk Body
cg13484357 SLC30A8 chr8 0.44656271 - T2D risk 5'UTR
cg08536167 TSGA10 chr2 0.44664728 - T2D risk 5'UTR
cg08536167 TSGA10 chr2 0.44664728 - T2D risk TSS200
cg23337361 PHACTR1 chr6 0.446660784 + T2D risk Body
cg12948619 CUX2 chr12 0.446739715 + T2D risk Body
cg24387389 ATP8A2 chr13 0.446850879 - T2D risk Body
cg22403971 MAN1A1 chr6 0.447145909 + T2D risk TSS1500
cg22019065 UNC80 chr2 0.447169227 - T2D risk Body
cg04922772 EFR3A chr8 0.447280822 + T2D risk Body
cg21218883 PRKCE chr2 0.447650439 + T2D risk Body
cg07784478 CUX1 chr7 0.447842845 + T2D risk Body
cg08342791 WWP2 chr16 0.447875933 + T2D risk Body
cg02473953 RBBP6 chr16 0.447880471 + T2D risk TSS1500
cg25793592 SKAP1 chr17 0.447898584 - T2D risk Body
cg11760361 TTC28 chr22 0.447975756 + T2D risk Body
cg20793071 TMEM59 chr1 0.448002493 + T2D risk TSS1500
cg19874047 CUX1 chr7 0.448026325 + T2D risk 5'UTR
cg19874047 CUX1 chr7 0.448026325 + T2D risk TSS200
cg19874047 CUX1 chr7 0.448026325 + T2D risk 1stExon
cg14045725 SGSM2 chr17 0.448033715 + T2D risk 5'UTR
cg14045725 SGSM2 chr17 0.448033715 + T2D risk 1stExon
cg00739778 RAP1GAP2 chr17 0.448158715 - T2D risk Body
cg15610170 ST6GAL1 chr3 0.448162529 - T2D risk 5'UTR
cg18068715 ERC2 chr3 0.448196886 - T2D risk Body
cg11520554 ST20 chr15 0.448317892 - T2D risk 5'UTR
cg11520554 ST20 chr15 0.448317892 - T2D risk 1stExon
cg06068379 COL4A1 chr13 0.448412438 - T2D risk Body
cg11111332 DDC chr7 0.448496535 - T2D risk 5'UTR
cg27172916 ENAH chr1 0.448502636 + T2D risk Body
cg17387870 CHFR chr12 0.448536648 + T2D risk Body
cg10752869 MEIS2 chr15 0.44856487 - T2D risk 5'UTR
cg10752869 MEIS2 chr15 0.44856487 - T2D risk 1stExon
cg10752869 MEIS2 chr15 0.44856487 - T2D risk Body
cg10752869 MEIS2 chr15 0.44856487 - T2D risk TSS1500
cg23895155 PACS2 chr14 0.448565193 + T2D risk 3'UTR
cg26967305 KREMEN1 chr22 0.448605007 + T2D risk 3'UTR
cg11261859 KDM4B chr19 0.448663954 - T2D risk 5'UTR
cg02609692 LMX1B chr9 0.448761809 - T2D risk Body



cg08845722 PRKCE chr2 0.448788848 + T2D risk Body
cg01763575 CDH22 chr20 0.448900226 + T2D risk Body
cg09916174 CALD1 chr7 0.448968817 - T2D risk Body
cg09916174 CALD1 chr7 0.448968817 - T2D risk TSS200
cg14044233 NCOR1 chr17 0.448984186 - T2D risk Body
cg14350899 CALD1 chr7 0.449001198 - T2D risk Body
cg17702583 KDR chr4 0.44910862 - T2D risk 3'UTR
cg20140023 DNAJC1 chr10 0.449218105 - T2D risk Body
cg25867228 TAB2 chr6 0.449248876 + T2D risk Body
cg00582562 SKAP1 chr17 0.449376118 + T2D risk Body
cg20470716 DDC chr7 0.449413631 - T2D risk Body
cg10249546 TTC28 chr22 0.449546778 - T2D risk Body
cg17010273 DKK2 chr4 0.449565068 - T2D risk TSS1500
cg10333144 ATP6V1H chr8 0.449566062 + T2D risk 3'UTR
cg21236247 KIAA0232 chr4 0.449572144 - T2D risk 5'UTR
cg10871345 ATXN1 chr6 0.449671712 - T2D risk 5'UTR
cg13690322 MGRN1 chr16 0.449713804 + T2D risk Body
cg00678630 SCAF11 chr12 0.449939867 - T2D risk TSS1500
cg02131870 CUX1 chr7 0.45004036 + T2D risk Body
cg00389397 CDH22 chr20 0.450172065 - T2D risk Body
cg12741922 TSC22D1 chr13 0.450178291 - T2D risk Body
cg12741922 TSC22D1 chr13 0.450178291 - T2D risk TSS1500
cg12741922 TSC22D1 chr13 0.450178291 - T2D risk 5'UTR
cg12741922 TSC22D1 chr13 0.450178291 - T2D risk TSS200
cg06456315 KDM4B chr19 0.450188808 + T2D risk Body
cg12908660 DDC chr7 0.45030218 - T2D risk Body
cg00961517 KIAA1217 chr10 0.450316705 + T2D risk 5'UTR
cg04837309 CUX1 chr7 0.450331173 - T2D risk Body
cg23401210 USP29 chr19 0.450332549 - T2D risk TSS1500
cg04986034 ITGB1 chr10 0.450372892 + T2D risk Body
cg00115741 PTPRU chr1 0.450376665 + T2D risk Body
cg24271718 PRKAG2 chr7 0.450485309 - T2D risk Body
cg06795712 AGPAT3 chr21 0.45052532 + T2D risk 5'UTR
cg06795712 AGPAT3 chr21 0.45052532 + T2D risk TSS1500
cg26199576 SLC7A2 chr8 0.45053205 + T2D risk TSS1500
cg23523619 LMX1B chr9 0.450745402 + T2D risk Body
cg04136251 ROBO2 chr3 0.450813607 - T2D risk 5'UTR
cg04136251 ROBO2 chr3 0.450813607 - T2D risk Body
cg05640346 CNTNAP2 chr7 0.451027036 - T2D risk Body
cg03644238 CUL1 chr7 0.451182938 - T2D risk 5'UTR
cg16578108 RAP1GAP2 chr17 0.451199539 - T2D risk Body
cg15085427 ARID2 chr12 0.451236537 + T2D risk Body
cg22381955 CHFR chr12 0.45134527 + T2D risk Body
cg11680444 ROBO2 chr3 0.451354216 + T2D risk 5'UTR
cg11680444 ROBO2 chr3 0.451354216 + T2D risk TSS200
cg11680444 ROBO2 chr3 0.451354216 + T2D risk Body
cg24703175 NOTCH3 chr19 0.451741263 - T2D risk Body
cg14511739 APC chr5 0.45186871 - T2D risk 5'UTR
cg14511739 APC chr5 0.45186871 - T2D risk TSS200
cg14490286 ARL15 chr5 0.452140399 + T2D risk Body
cg12986181 TMEM150C chr4 0.452158704 - T2D risk 5'UTR
cg10439402 TMEM131 chr2 0.452225734 + T2D risk Body
cg24322374 PACRG chr6 0.452254232 + T2D risk TSS1500
cg10388392 SCAF11 chr12 0.452323237 + T2D risk Body
cg06171022 CUX2 chr12 0.452353148 + T2D risk Body
cg14179786 RHBDD1 chr2 0.45242948 + T2D risk Body
cg11266473 GAD1 chr2 0.452429484 + T2D risk 5'UTR
cg12234533 ULK4 chr3 0.452437346 + T2D risk 5'UTR
cg15811446 WWP2 chr16 0.452519321 + T2D risk Body
cg12042923 SPOCK1 chr5 0.452842553 - T2D risk Body
cg12610595 WDR47 chr1 0.452984609 - T2D risk 5'UTR
cg12610595 WDR47 chr1 0.452984609 - T2D risk 1stExon
cg20058937 SLC29A4 chr7 0.453006462 + T2D risk Body
cg19239007 KDM4B chr19 0.453006506 - T2D risk 5'UTR
cg03450124 CUX1 chr7 0.453118424 + T2D risk Body
cg12724894 DIP2C chr10 0.453217771 + T2D risk Body
cg27352871 TSC22D1 chr13 0.453241881 + T2D risk TSS1500
cg27352871 TSC22D1 chr13 0.453241881 + T2D risk 5'UTR
cg27352871 TSC22D1 chr13 0.453241881 + T2D risk Body
cg05616959 ERC2 chr3 0.453339707 - T2D risk Body



cg05287944 PRKACB chr1 0.45335178 - T2D risk Body
cg01123126 AGPAT3 chr21 0.453518037 + T2D risk 5'UTR
cg09397542 PHACTR1 chr6 0.453586894 - T2D risk 5'UTR
cg09041037 CLEC16A chr16 0.453590858 - T2D risk Body
cg25350411 PLAGL1 chr6 0.453658337 - T2D risk 5'UTR
cg10169887 PHF21A chr11 0.453758224 - T2D risk 3'UTR
cg23030397 CHFR chr12 0.45376305 + T2D risk 3'UTR
cg12829831 TPCN1 chr12 0.45380164 - T2D risk 5'UTR
cg12510170 CUX1 chr7 0.45396691 - T2D risk 3'UTR
cg12510170 CUX1 chr7 0.45396691 - T2D risk Body
cg09896544 MEIS2 chr15 0.454053886 + T2D risk Body
cg25531074 CLASP2 chr3 0.454137285 - T2D risk Body
cg26743518 SSBP2 chr5 0.454311684 + T2D risk Body
cg16488105 FBXL2 chr3 0.454321491 - T2D risk ExonBnd
cg16488105 FBXL2 chr3 0.454321491 - T2D risk Body
cg22781236 UBL3 chr13 0.454354177 + T2D risk 1stExon
cg22781236 UBL3 chr13 0.454354177 + T2D risk 5'UTR
cg19341715 DIP2C chr10 0.454360511 - T2D risk Body
cg10568297 SLC29A4 chr7 0.45447283 - T2D risk TSS1500
cg14204784 LMX1B chr9 0.454586199 - T2D risk Body
cg09616189 CNTNAP2 chr7 0.454674052 - T2D risk Body
cg13971546 RANBP17 chr5 0.454756364 + T2D risk Body
cg03093944 RAP1GAP2 chr17 0.454784919 - T2D risk Body
cg05005422 CUX1 chr7 0.455090729 + T2D risk Body
cg02833367 PTP4A2 chr1 0.455157899 + T2D risk 5'UTR
cg20254168 NDUFB3 chr2 0.455173872 + T2D risk Body
cg01363095 DIP2C chr10 0.455197421 + T2D risk Body
cg13650660 RHOQ chr2 0.455302354 - T2D risk Body
cg15636860 ARL15 chr5 0.455323028 + T2D risk Body
cg21297695 PRKAG2 chr7 0.455336241 - T2D risk Body
cg01709568 APBA1 chr9 0.455341666 - T2D risk 5'UTR
cg21017748 FNIP2 chr4 0.4553878 - T2D risk Body
cg00849183 SLIT3 chr5 0.455467342 - T2D risk 1stExon
cg00849183 SLIT3 chr5 0.455467342 - T2D risk 5'UTR
cg13859346 DIP2C chr10 0.455553368 - T2D risk Body
cg12783346 FBXO11 chr2 0.455631777 - T2D risk 5'UTR
cg19080559 PFKFB2 chr1 0.455646001 + T2D risk Body
cg18068637 SLIT3 chr5 0.455688072 - T2D risk Body
cg05894754 UNC80 chr2 0.455710123 + T2D risk Body
cg25134747 SEMA3G chr3 0.455711237 + T2D risk TSS1500
cg03807878 PRKCB chr16 0.455729214 + T2D risk Body

ch.7.2186304R CUX1 chr7 0.45573774 + T2D risk Body
cg02256034 NCOA2 chr8 0.455787827 - T2D risk 5'UTR
cg15581007 ARL15 chr5 0.455790632 - T2D risk Body
cg09024023 PHF21A chr11 0.455904163 - T2D risk Body
cg23587257 MYO6 chr6 0.4559304 + T2D risk Body
cg16865970 PRKCE chr2 0.456028987 + T2D risk Body
cg01753920 NGLY1 chr3 0.456036504 + T2D risk Body
cg15623573 APBA1 chr9 0.456090405 - T2D risk TSS1500
cg14355023 CNTNAP2 chr7 0.456140065 - T2D risk Body
cg02071811 ANK3 chr10 0.456170994 + T2D risk Body
cg04931788 RAP1GAP2 chr17 0.456263109 + T2D risk 3'UTR
cg04761352 TAB2 chr6 0.456321236 - T2D risk Body
cg02399469 USP29 chr19 0.456341666 + T2D risk TSS1500
cg03479012 ANKHD1 chr5 0.456417473 + T2D risk Body
cg07458272 KIAA0355 chr19 0.45650449 + T2D risk TSS1500
cg07102380 DIP2C chr10 0.456516593 - T2D risk Body
cg23716866 CLIC5 chr6 0.456661904 - T2D risk TSS1500
cg07012178 PRKAG2 chr7 0.456691586 + T2D risk Body
cg26088614 ASXL2 chr2 0.456892616 - T2D risk Body
cg04946603 DLL4 chr15 0.456936485 + T2D risk TSS200
cg02002807 BCAT1 chr12 0.457015843 + T2D risk Body
cg27291602 DIP2C chr10 0.457121667 - T2D risk Body
cg21232015 CHFR chr12 0.457141236 - T2D risk Body
cg06626556 ULK4 chr3 0.457187498 - T2D risk 3'UTR
cg20595215 LMCD1 chr3 0.457286355 + T2D risk TSS1500
cg26745402 DYNC1I1 chr7 0.457294719 - T2D risk 5'UTR
cg25097167 TENM2 chr5 0.457498114 - T2D risk Body
cg05735395 CUX1 chr7 0.457551708 - T2D risk Body
cg08507393 DNAH9 chr17 0.45762687 - T2D risk Body



cg05845767 CDH22 chr20 0.45763671 + T2D risk 5'UTR
cg25034557 PACS1 chr11 0.45767692 - T2D risk Body
cg27186420 WWP2 chr16 0.45767836 - T2D risk 3'UTR
cg22323421 NCOA7 chr6 0.457685049 - T2D risk Body
cg27274947 FBXL2 chr3 0.457814737 + T2D risk Body
cg04218418 DDHD2 chr8 0.457963242 + T2D risk TSS1500
cg04218418 DDHD2 chr8 0.457963242 + T2D risk TSS200
cg03643116 MAST1 chr19 0.458116438 + T2D risk Body
cg11988872 AGPAT3 chr21 0.458175748 + T2D risk 5'UTR
cg13632208 ACSS2 chr20 0.458255959 + T2D risk Body
cg06918623 PRKAG2 chr7 0.458406641 + T2D risk Body
cg20789595 ADCY5 chr3 0.458459363 + T2D risk Body
cg12136731 PDE3A chr12 0.458642152 + T2D risk Body
cg15912031 DIP2C chr10 0.458673746 + T2D risk Body
cg12141724 RAP1GAP2 chr17 0.458971374 + T2D risk Body
cg02986924 RTN4 chr2 0.459087709 - T2D risk 3'UTR
cg17553760 PRKCB chr16 0.459089727 + T2D risk Body
cg17230540 KCNJ18 chr17 0.459098779 + T2D risk TSS200
cg17230540 KCNJ12 chr17 0.459098779 + T2D risk 5'UTR
cg22323716 RHBDD1 chr2 0.459157137 - T2D risk Body
cg20972917 PRKAG2 chr7 0.459157247 + T2D risk TSS1500
cg20972917 PRKAG2 chr7 0.459157247 + T2D risk Body
cg22616512 CUX1 chr7 0.459186978 + T2D risk Body
cg05926955 ROBO2 chr3 0.459292955 - T2D risk 5'UTR
cg05926955 ROBO2 chr3 0.459292955 - T2D risk Body
cg13607311 PLAGL1 chr6 0.459354856 + T2D risk 3'UTR
cg15643574 PICALM chr11 0.45939261 - T2D risk Body
cg17984397 TAB2 chr6 0.459558753 - T2D risk 5'UTR
cg17984397 TAB2 chr6 0.459558753 - T2D risk Body
cg17984397 TAB2 chr6 0.459558753 - T2D risk 1stExon
cg24556130 ASH1L chr1 0.459559785 + T2D risk Body
cg07430325 CMTR1 chr6 0.459765502 - T2D risk Body
cg24067911 ATXN1 chr6 0.459774896 + T2D risk 5'UTR
cg08730885 CNTNAP2 chr7 0.459803966 + T2D risk Body
cg10881773 DYNC1I1 chr7 0.459848489 - T2D risk 3'UTR
cg13258535 ZHX2 chr8 0.459899918 - T2D risk 5'UTR
cg11905876 ITGA1 chr5 0.459915066 + T2D risk Body
cg13411037 ATP6V1H chr8 0.45998041 - T2D risk Body
cg03978682 ARL15 chr5 0.460033473 - T2D risk Body
cg17280975 ZHX2 chr8 0.460065613 + T2D risk 5'UTR
cg21660300 RNF217 chr6 0.460087345 + T2D risk TSS1500
cg06790566 CDH22 chr20 0.460088345 + T2D risk 5'UTR
cg09330153 KIAA1217 chr10 0.460117626 + T2D risk TSS1500
cg01698343 ERC2 chr3 0.460125202 + T2D risk Body
cg24400939 CUX1 chr7 0.460182538 - T2D risk 3'UTR
cg24400939 CUX1 chr7 0.460182538 - T2D risk Body
cg08461746 KCNIP3 chr2 0.460224037 + T2D risk Body
cg15331609 ATP8A2 chr13 0.46057867 - T2D risk Body
cg07029759 ANK2 chr4 0.460719944 + T2D risk Body
cg17903450 SCGN chr6 0.460721926 - T2D risk TSS200
cg21617644 PPFIBP1 chr12 0.460742383 + T2D risk 5'UTR
cg01956420 COL4A1 chr13 0.460781535 - T2D risk TSS200
cg14958217 TOX3 chr16 0.460800738 + T2D risk 1stExon
cg14958217 TOX3 chr16 0.460800738 + T2D risk 5'UTR
cg14958217 TOX3 chr16 0.460800738 + T2D risk TSS1500
cg17861764 PICALM chr11 0.460855364 + T2D risk Body
cg01026025 DENND4C chr9 0.461044864 - T2D risk Body
cg18359782 CUX1 chr7 0.46113651 + T2D risk Body
cg00071658 DACH1 chr13 0.461198609 + T2D risk Body
cg26405880 PRKAG2 chr7 0.461231503 - T2D risk Body
cg24418589 TTC28 chr22 0.461341295 - T2D risk Body
cg27424108 NCOA2 chr8 0.461349441 - T2D risk 5'UTR
cg26873115 CREBBP chr16 0.461443437 - T2D risk Body
cg07005078 LAP3 chr4 0.461700122 + T2D risk TSS1500
cg04723544 ACTN4 chr19 0.461713508 + T2D risk Body
cg22201778 CUX1 chr7 0.461740743 - T2D risk TSS1500
cg22201778 CUX1 chr7 0.461740743 - T2D risk TSS200
cg07325360 NGLY1 chr3 0.46178045 + T2D risk Body
cg04466134 RSF1 chr11 0.461788593 + T2D risk Body
cg06026769 PDE3A chr12 0.461794548 - T2D risk Body



cg07638320 CRYL1 chr13 0.461807816 - T2D risk Body
cg10298313 PDE7A chr8 0.461830743 + T2D risk Body
cg26247937 PRKCE chr2 0.4618836 - T2D risk Body
cg08341316 DKK2 chr4 0.461890328 - T2D risk 1stExon
cg08341316 DKK2 chr4 0.461890328 - T2D risk 5'UTR
cg19377719 TAB2 chr6 0.461920114 - T2D risk Body
cg02218809 TMEM219 chr16 0.46192693 - T2D risk TSS200
cg08935703 ATRNL1 chr10 0.461957668 + T2D risk Body
cg05381383 PPP1R12A chr12 0.46223289 + T2D risk Body
cg05381383 PPP1R12A chr12 0.46223289 + T2D risk TSS1500
cg05301102 STX6 chr1 0.462449682 - T2D risk TSS200
cg02678496 PACS1 chr11 0.462492715 - T2D risk Body
cg05481041 TSHZ1 chr18 0.462604431 + T2D risk TSS200
cg10699496 ADCY5 chr3 0.462677174 - T2D risk Body
cg02197034 ITGA1 chr5 0.462749277 - T2D risk Body
cg08975507 PRKCB chr16 0.462839293 + T2D risk Body
cg04130572 JPH2 chr20 0.462915087 + T2D risk Body
cg04130572 JPH2 chr20 0.462915087 + T2D risk 3'UTR
cg15994971 PRKCE chr2 0.462940208 - T2D risk Body
cg15630459 CPLX2 chr5 0.462974558 + T2D risk TSS1500
cg22637244 BCAT1 chr12 0.462983222 - T2D risk Body
cg22637244 BCAT1 chr12 0.462983222 - T2D risk TSS1500
cg18454630 POC1B chr12 0.4632317 + T2D risk Body
cg01072202 RSF1 chr11 0.463253653 - T2D risk Body
cg21085921 LAMA4 chr6 0.463310362 - T2D risk Body
cg25131582 TSC22D1 chr13 0.463393415 - T2D risk TSS1500
cg25131582 TSC22D1 chr13 0.463393415 - T2D risk 5'UTR
cg25131582 TSC22D1 chr13 0.463393415 - T2D risk Body
cg17409514 GLG1 chr16 0.463403764 - T2D risk Body
cg09449988 PRKAG2 chr7 0.463928366 + T2D risk Body
cg07661636 APC chr5 0.463955233 + T2D risk TSS1500
cg14455196 LAMA4 chr6 0.463957434 - T2D risk Body
cg26612230 PDLIM5 chr4 0.464039396 + T2D risk 3'UTR
cg26612230 PDLIM5 chr4 0.464039396 + T2D risk Body
cg11877325 KIAA1217 chr10 0.464045505 - T2D risk Body
cg17170812 TENM2 chr5 0.464098805 + T2D risk Body
cg17964750 TENM2 chr5 0.464147698 + T2D risk Body
cg15301006 CPLX2 chr5 0.464221257 + T2D risk 5'UTR
cg12093930 IMPA1 chr8 0.464268847 - T2D risk TSS200
cg24756864 NPEPPS chr17 0.464302942 + T2D risk Body
cg13603028 CHKA chr11 0.464327904 - T2D risk Body
cg19846314 GAD1 chr2 0.464446781 + T2D risk Body
cg12105873 MEIS2 chr15 0.464478046 + T2D risk Body
cg01830256 PACS2 chr14 0.464588593 - T2D risk 3'UTR
cg13443733 RAP1GAP2 chr17 0.464594159 + T2D risk TSS200
cg12158124 INPP4A chr2 0.464606321 + T2D risk 5'UTR
cg19465823 ASH1L chr1 0.464644857 + T2D risk ExonBnd
cg19465823 ASH1L chr1 0.464644857 + T2D risk Body
cg02826729 SSB chr2 0.464815706 + T2D risk Body
cg04888638 CRYL1 chr13 0.464923429 - T2D risk TSS1500
cg15788533 UXS1 chr2 0.465000268 - T2D risk Body
cg13801307 DIP2C chr10 0.465006379 + T2D risk Body
cg14511575 RAP2A chr13 0.465024778 - T2D risk Body
cg22650104 FAM155B chrX 0.465120909 - T2D risk Body
cg11535486 MMS19 chr10 0.46519007 + T2D risk TSS200
cg16697996 ERC2 chr3 0.465284761 - T2D risk 3'UTR
cg24016360 PACS2 chr14 0.465304342 + T2D risk Body
cg22471931 WWP2 chr16 0.46536224 + T2D risk TSS200
cg22471931 WWP2 chr16 0.46536224 + T2D risk Body
cg27056599 KCNJ12 chr17 0.465382093 - T2D risk TSS200
cg14023804 ARID2 chr12 0.465422914 - T2D risk Body
cg14023804 ARID2 chr12 0.465422914 - T2D risk ExonBnd
cg25786436 PRKAG2 chr7 0.465430283 - T2D risk 5'UTR
cg25786436 PRKAG2 chr7 0.465430283 - T2D risk 1stExon
cg05549834 DIP2C chr10 0.465449283 + T2D risk Body
cg10949072 FAM160A1 chr4 0.465489551 - T2D risk Body
cg15155559 ULK4 chr3 0.465701394 - T2D risk Body
cg17352023 CUX2 chr12 0.465798978 - T2D risk Body
cg18671654 NCOA2 chr8 0.46581486 + T2D risk Body
cg19637634 MEIS2 chr15 0.465884908 + T2D risk Body



cg23160224 SLIT3 chr5 0.465968536 - T2D risk Body
cg18523183 SPAG9 chr17 0.465984963 - T2D risk Body
cg16391727 PRKAG2 chr7 0.465988809 - T2D risk Body
cg23392763 ATP2B1 chr12 0.4661618 - T2D risk Body
cg23686983 CUX1 chr7 0.466267637 + T2D risk Body
cg15979225 ACSS2 chr20 0.466329508 + T2D risk Body
cg06674286 PTP4A2 chr1 0.46635644 - T2D risk 5'UTR
cg06674286 PTP4A2 chr1 0.46635644 - T2D risk 1stExon
cg04223924 TMEM131 chr2 0.466371464 - T2D risk Body
cg02947996 CPLX2 chr5 0.466499901 - T2D risk 5'UTR
cg07795968 JPH2 chr20 0.466561313 + T2D risk TSS1500
cg10078482 ST6GAL1 chr3 0.466566642 - T2D risk Body
cg10078482 ST6GAL1 chr3 0.466566642 - T2D risk 5'UTR
cg01498219 GNA12 chr7 0.466587033 - T2D risk Body
cg05567269 TJP1 chr15 0.466655006 - T2D risk Body
cg00761363 EVI5 chr1 0.466705738 + T2D risk Body
cg12867150 PTPRU chr1 0.466736087 + T2D risk Body
cg06097537 NCOA7 chr6 0.466926765 + T2D risk Body
cg11799301 ATP8A2 chr13 0.466938897 - T2D risk Body
cg26726310 ASXL2 chr2 0.466982408 + T2D risk Body
cg13057030 CUX2 chr12 0.467093397 + T2D risk Body
cg18874483 DIP2C chr10 0.467150046 - T2D risk Body
cg09132185 KIAA1217 chr10 0.467505499 - T2D risk 5'UTR
cg14822228 PACS1 chr11 0.467580262 + T2D risk Body
cg09688713 ASH1L chr1 0.467582218 + T2D risk ExonBnd
cg09688713 ASH1L chr1 0.467582218 + T2D risk Body
cg18120999 TENM2 chr5 0.468252743 + T2D risk Body
cg10587299 NUP98 chr11 0.468571161 + T2D risk Body
cg03769116 KIAA0355 chr19 0.468581156 + T2D risk Body
cg15795705 SLIT3 chr5 0.468682944 + T2D risk Body
cg07956003 DYNC1I1 chr7 0.468862659 + T2D risk 5'UTR
cg14591730 PACS1 chr11 0.468961978 - T2D risk Body
cg16395205 CREBBP chr16 0.469329626 + T2D risk Body
cg26311782 DIP2C chr10 0.469383 + T2D risk Body
cg13370754 SSBP2 chr5 0.46953302 + T2D risk Body
cg02544394 PRKCE chr2 0.469540132 + T2D risk TSS1500
cg19900501 KIAA0355 chr19 0.469658076 + T2D risk TSS1500
cg08774817 CNTNAP2 chr7 0.469737751 - T2D risk Body
cg14999189 RAP1GAP2 chr17 0.469947716 + T2D risk Body
cg00038681 ROBO2 chr3 0.469957608 + T2D risk 5'UTR
cg00038681 ROBO2 chr3 0.469957608 + T2D risk Body
cg06067493 ATP6V1H chr8 0.470063202 - T2D risk 5'UTR
cg06067493 ATP6V1H chr8 0.470063202 - T2D risk TSS200
cg06067493 ATP6V1H chr8 0.470063202 - T2D risk 1stExon
cg27395226 SRPK2 chr7 0.470111974 - T2D risk Body
cg23344412 SUB1 chr5 0.470121519 - T2D risk 3'UTR
cg15769565 FNIP2 chr4 0.470157821 + T2D risk Body
cg19457556 ANK3 chr10 0.470224202 + T2D risk TSS1500
cg06640374 PFKFB2 chr1 0.470225906 + T2D risk Body
cg06640374 PFKFB2 chr1 0.470225906 + T2D risk 3'UTR
cg07814338 KIAA0355 chr19 0.470273031 - T2D risk 5'UTR
cg01494454 BCAT1 chr12 0.470430502 - T2D risk Body
cg17510725 PRKACB chr1 0.470486539 - T2D risk Body
cg17510725 PRKACB chr1 0.470486539 - T2D risk TSS1500
cg13588073 PRKAG2 chr7 0.470553709 + T2D risk TSS1500
cg13588073 PRKAG2 chr7 0.470553709 + T2D risk Body
cg04946715 SSB chr2 0.470648675 - T2D risk 5'UTR
cg11588566 DIP2C chr10 0.470741812 + T2D risk Body
cg24437943 DNAJC13 chr3 0.470789593 + T2D risk 5'UTR
cg24346177 SEZ6L chr22 0.470816347 + T2D risk Body
cg17767263 TJP1 chr15 0.47091715 - T2D risk Body
cg17521327 LAP3 chr4 0.47097975 - T2D risk TSS1500
cg15941945 KCNJ12 chr17 0.471033039 + T2D risk Body
cg12400336 TJP1 chr15 0.471089092 + T2D risk TSS200
cg15605257 SRPK2 chr7 0.471127317 - T2D risk Body
cg22526226 ARID2 chr12 0.4711308 + T2D risk Body
cg17752374 NCOR1 chr17 0.471171144 - T2D risk Body
cg26700932 MGRN1 chr16 0.471186169 + T2D risk Body
cg25149423 CLEC16A chr16 0.47121926 - T2D risk Body
cg12778065 COL4A1 chr13 0.471352659 + T2D risk Body



cg08256027 PLAGL1 chr6 0.471438678 - T2D risk 5'UTR
cg14621885 UBE2K chr4 0.471506269 - T2D risk Body
cg07279321 PHACTR1 chr6 0.471753388 - T2D risk TSS200
cg08602281 NUP98 chr11 0.471769642 + T2D risk Body
cg11415826 ANK3 chr10 0.471813236 + T2D risk Body
cg05557932 CREBBP chr16 0.471954419 - T2D risk Body
cg12402064 MAN1A1 chr6 0.471969821 + T2D risk Body
cg27428799 ANKHD1 chr5 0.472047069 - T2D risk Body
cg12864601 CADM1 chr11 0.472063788 - T2D risk Body
cg16908223 PTPRU chr1 0.472292124 - T2D risk Body
cg11076544 MGRN1 chr16 0.472433332 + T2D risk Body
cg05324894 PACS2 chr14 0.472475353 - T2D risk Body
cg07051110 PRKCB chr16 0.472513682 - T2D risk Body
cg14889690 DNAJC1 chr10 0.472684321 - T2D risk Body
cg24687579 CUX1 chr7 0.472780647 - T2D risk Body
cg17613241 TENM2 chr5 0.472811125 - T2D risk Body
cg17534070 SLIT3 chr5 0.472953619 + T2D risk Body
cg11890278 NOL4 chr18 0.473090676 + T2D risk 5'UTR
cg11890278 NOL4 chr18 0.473090676 + T2D risk Body
cg00844078 ASXL2 chr2 0.473132191 + T2D risk Body
cg15977864 BCAT1 chr12 0.473178886 - T2D risk Body
cg12949530 DIP2C chr10 0.473327499 + T2D risk Body
cg08035942 TSHZ1 chr18 0.473338493 - T2D risk TSS1500
cg16585570 SSBP2 chr5 0.473387527 + T2D risk Body
cg12368246 PLAGL1 chr6 0.473459426 + T2D risk 5'UTR
cg03106584 ATP6V1A chr3 0.473491602 - T2D risk Body
cg14336545 ATP8A2 chr13 0.473513202 - T2D risk ExonBnd
cg14336545 ATP8A2 chr13 0.473513202 - T2D risk Body
cg04232541 PLAGL1 chr6 0.473785447 - T2D risk 5'UTR
cg13302994 UNC80 chr2 0.473816818 + T2D risk Body
cg19952762 KDR chr4 0.47385862 - T2D risk 3'UTR
cg11591441 SKAP1 chr17 0.473876146 - T2D risk Body
cg13246407 SNX4 chr3 0.473951327 - T2D risk Body
cg11198912 DIP2C chr10 0.473954394 - T2D risk Body
cg24482293 RHOQ chr2 0.473966459 + T2D risk ExonBnd
cg24482293 RHOQ chr2 0.473966459 + T2D risk Body
cg02642914 CADM1 chr11 0.474067115 - T2D risk Body
cg08645720 LCA5 chr6 0.474068171 - T2D risk TSS200
cg15208525 CNTNAP2 chr7 0.474098858 - T2D risk Body
cg05869122 ITPKB chr1 0.47434092 - T2D risk TSS200
cg15323881 YWHAQ chr2 0.474479416 - T2D risk Body
cg08724310 BCAT1 chr12 0.474539504 + T2D risk Body
cg01088474 NCOA2 chr8 0.474551262 + T2D risk 5'UTR
cg20091786 PRKAG2 chr7 0.474588678 - T2D risk Body
cg07778064 ASXL2 chr2 0.47493927 + T2D risk Body
cg17790273 SPAG9 chr17 0.475187397 - T2D risk 3'UTR
cg10043753 CADM1 chr11 0.475354999 + T2D risk Body
cg08738901 LAMA4 chr6 0.475395628 + T2D risk Body
cg02386665 ARL15 chr5 0.475397015 - T2D risk Body
cg23419050 NOL4 chr18 0.475460642 - T2D risk Body
cg23419050 NOL4 chr18 0.475460642 - T2D risk TSS200
cg27058898 ASXL2 chr2 0.475482667 + T2D risk Body
cg25242003 ANKHD1 chr5 0.475483046 - T2D risk TSS1500
cg24347998 WWP2 chr16 0.475601414 + T2D risk Body
cg09949366 PHACTR1 chr6 0.475709605 + T2D risk Body
cg20073327 KIAA0355 chr19 0.475771479 + T2D risk Body
cg07411420 ERC2 chr3 0.475826239 - T2D risk 5'UTR
cg02374934 DLL4 chr15 0.475849414 + T2D risk Body
cg02521050 AGPAT3 chr21 0.475948844 + T2D risk 5'UTR
cg06222774 PDE7A chr8 0.475972453 - T2D risk Body
cg18735405 TENM2 chr5 0.476021383 + T2D risk Body
cg14275148 FBXO11 chr2 0.476050612 - T2D risk Body
cg20222988 TENM2 chr5 0.476054754 + T2D risk Body
cg15922394 NF1 chr17 0.476144608 + T2D risk TSS1500
cg05273887 KREMEN1 chr22 0.476148592 - T2D risk Body
cg08322834 PRKCB chr16 0.476183379 + T2D risk Body
cg24368203 ROBO2 chr3 0.476196995 + T2D risk Body
cg18598642 FAM160A1 chr4 0.476296708 - T2D risk Body
cg17187023 SKAP1 chr17 0.476364086 - T2D risk Body
cg21536815 FBXO11 chr2 0.476395178 + T2D risk 5'UTR



cg00496868 ACTN4 chr19 0.476416735 - T2D risk Body
cg26878006 ANK3 chr10 0.476573519 - T2D risk Body
cg20855617 CNTNAP2 chr7 0.476604855 + T2D risk Body
cg24203529 ASXL2 chr2 0.476617887 - T2D risk Body
cg06428023 ROBO2 chr3 0.476749717 - T2D risk 5'UTR
cg06428023 ROBO2 chr3 0.476749717 - T2D risk Body
cg19798199 DDHD2 chr8 0.476799246 - T2D risk 5'UTR
cg19798199 DDHD2 chr8 0.476799246 - T2D risk ExonBnd
cg18669040 FBXL2 chr3 0.476989566 + T2D risk Body
cg16468910 SNX4 chr3 0.477039817 - T2D risk Body
cg08037152 PRKAG2 chr7 0.477215958 + T2D risk Body
cg13599258 CUX2 chr12 0.477324493 + T2D risk Body
cg04743919 PPP1R12A chr12 0.477338973 - T2D risk Body
cg07311379 IFT74 chr9 0.477397283 + T2D risk Body
cg12724384 NCOA2 chr8 0.477517201 - T2D risk 5'UTR
cg14005211 GAD1 chr2 0.47773557 - T2D risk Body
cg01278113 RHBDD1 chr2 0.477752647 + T2D risk Body
cg11245088 PPFIBP1 chr12 0.477823199 + T2D risk 5'UTR
cg17482114 ADCY5 chr3 0.477866212 - T2D risk Body
cg22444124 ITPKB chr1 0.47787263 + T2D risk Body
cg04704169 USP29 chr19 0.47795808 - T2D risk TSS1500
cg04914625 PHACTR1 chr6 0.47801462 - T2D risk Body
cg02714148 ANK2 chr4 0.478135033 - T2D risk 5'UTR
cg08642613 CPLX2 chr5 0.478155584 + T2D risk TSS1500
cg17480466 RGS7 chr1 0.478233229 - T2D risk Body
cg09043188 PI15 chr8 0.478286157 - T2D risk 3'UTR
cg02233614 PFKFB2 chr1 0.478416364 - T2D risk 5'UTR
cg04101351 PDE3A chr12 0.478442552 + T2D risk 1stExon
cg00819417 NF1 chr17 0.478512061 - T2D risk Body
cg24289219 JPH2 chr20 0.478609813 - T2D risk Body
cg26669438 EFR3A chr8 0.47862193 - T2D risk Body
cg25441591 PHF21A chr11 0.478655986 - T2D risk 5'UTR
cg05817845 JPH2 chr20 0.478857931 + T2D risk TSS200
cg09659208 DIP2C chr10 0.47886494 + T2D risk Body
cg00134028 WIZ chr19 0.478886871 - T2D risk Body
cg24863347 MET chr7 0.478979374 - T2D risk Body
cg07702255 PHF21A chr11 0.479311326 + T2D risk TSS1500
cg14754741 PTPRU chr1 0.479348171 + T2D risk Body
cg12643226 NGF chr1 0.479398203 + T2D risk Body
cg20538812 NCOR1 chr17 0.479431677 + T2D risk Body
cg15981799 JPH2 chr20 0.479599168 - T2D risk Body
cg08736034 CDH22 chr20 0.479688001 - T2D risk Body
cg07363112 SNX4 chr3 0.479744182 - T2D risk TSS1500
cg00115714 AMD1 chr6 0.479782308 - T2D risk 5'UTR
cg00115714 AMD1 chr6 0.479782308 - T2D risk 1stExon
cg19596493 PTP4A2 chr1 0.4798067 - T2D risk TSS200
cg19040173 TANC2 chr17 0.479818113 - T2D risk Body
cg10997326 CPLX2 chr5 0.47993044 + T2D risk 5'UTR
cg02423030 MAST1 chr19 0.479999564 + T2D risk Body
cg26377120 GNA12 chr7 0.480150986 + T2D risk Body
cg25823979 DYNC1I1 chr7 0.48033484 - T2D risk 5'UTR
cg18094610 GAD1 chr2 0.480394972 + T2D risk TSS1500
cg13605034 CDH22 chr20 0.480432993 - T2D risk Body
cg22477590 EFCAB14 chr1 0.480461911 - T2D risk Body
cg11007423 SPPL2A chr15 0.480479859 + T2D risk TSS1500
cg13305444 ENAH chr1 0.480489321 - T2D risk Body
cg13235721 CUX1 chr7 0.480504065 - T2D risk Body
cg12482300 ITPKB chr1 0.480509497 + T2D risk Body
cg09373727 PTP4A2 chr1 0.480524235 - T2D risk TSS1500
cg04825291 ENAH chr1 0.480540907 - T2D risk Body
cg22328512 CALD1 chr7 0.480625202 + T2D risk Body
cg07636973 KIAA1217 chr10 0.480661911 - T2D risk Body
cg02601188 CPLX2 chr5 0.480766615 + T2D risk 5'UTR
cg14853946 KIAA0232 chr4 0.480929206 - T2D risk 3'UTR
cg08095278 ASH1L chr1 0.481009802 - T2D risk TSS1500
cg00540828 CUX1 chr7 0.481064079 - T2D risk Body
cg00320534 DNAJC1 chr10 0.481113451 + T2D risk Body
cg19860734 PACRG chr6 0.481242685 + T2D risk Body
cg03954279 ERC2 chr3 0.481266444 + T2D risk Body
cg23755860 KIAA1217 chr10 0.481498479 + T2D risk Body



cg02804067 ST8SIA1 chr12 0.481499698 - T2D risk Body
cg23138179 PDE5A chr4 0.481538112 - T2D risk Body
cg23138179 PDE5A chr4 0.481538112 - T2D risk 5'UTR
cg10821320 KDM4B chr19 0.481547065 - T2D risk Body
cg26784952 DACH1 chr13 0.481552464 - T2D risk TSS1500
cg03568236 PRKCE chr2 0.481557395 - T2D risk Body
cg23145714 ATXN1 chr6 0.481603885 - T2D risk 5'UTR
cg11060759 PTPRU chr1 0.481720045 - T2D risk Body
cg11120971 CUX1 chr7 0.481842261 - T2D risk Body
cg05054124 ATP6V1H chr8 0.481985785 - T2D risk Body
cg19191984 PDE5A chr4 0.482039469 - T2D risk 1stExon
cg19191984 PDE5A chr4 0.482039469 - T2D risk TSS1500
cg16339924 LAP3 chr4 0.482146806 + T2D risk TSS200
cg12525330 DIP2C chr10 0.48235384 + T2D risk Body
cg01247223 CHID1 chr11 0.482376275 + T2D risk Body
cg27303655 PRKAG2 chr7 0.482437968 + T2D risk Body
cg11619922 GRK5 chr10 0.482651041 + T2D risk Body
cg25262999 MET chr7 0.48285723 - T2D risk 3'UTR
cg14027376 GGPS1 chr1 0.482997431 - T2D risk TSS1500
cg06192755 ERC2 chr3 0.483008718 - T2D risk Body
cg11312674 GRK5 chr10 0.483110364 - T2D risk Body
cg10189247 TTC28 chr22 0.483219646 + T2D risk Body
cg23290664 TSHZ1 chr18 0.483240322 + T2D risk Body
cg20060396 SCGN chr6 0.483440744 + T2D risk Body
cg02507604 CHFR chr12 0.483509011 + T2D risk 3'UTR
cg16081609 DNAJC1 chr10 0.483509501 - T2D risk Body
cg13742512 CUX2 chr12 0.48357013 - T2D risk Body
cg21983048 ASH1L chr1 0.483595633 - T2D risk Body
cg08900316 PRKCE chr2 0.483647337 + T2D risk Body
cg20755612 ANK3 chr10 0.483874645 - T2D risk Body
cg05291207 NOL4 chr18 0.48396994 - T2D risk Body
cg09635232 ENAH chr1 0.484047627 + T2D risk 1stExon
cg09635232 ENAH chr1 0.484047627 + T2D risk 5'UTR
cg06806958 KIAA1217 chr10 0.48410351 - T2D risk 1stExon
cg06806958 KIAA1217 chr10 0.48410351 - T2D risk 5'UTR
cg14466661 DIP2C chr10 0.484163297 + T2D risk Body
cg19017135 CDH22 chr20 0.484258304 + T2D risk 5'UTR
cg19643252 PRKAG2 chr7 0.484634608 - T2D risk Body
cg06675341 PRMT3 chr11 0.484667901 + T2D risk TSS1500
cg07281938 WWP2 chr16 0.484719593 - T2D risk Body
cg10041241 NOL4 chr18 0.484766508 - T2D risk 5'UTR
cg10041241 NOL4 chr18 0.484766508 - T2D risk Body
cg15868287 JPH2 chr20 0.484770915 + T2D risk Body
cg17103171 TOX3 chr16 0.484795868 - T2D risk 1stExon
cg17103171 TOX3 chr16 0.484795868 - T2D risk 5'UTR
cg22909759 PLEKHG3 chr14 0.484864761 + T2D risk 5'UTR
cg03494277 CUX1 chr7 0.485071038 - T2D risk Body
cg22527533 RCAN2 chr6 0.485079937 + T2D risk Body
cg09185679 YWHAQ chr2 0.485320727 - T2D risk TSS1500
cg06478249 ST6GAL1 chr3 0.485453654 + T2D risk 5'UTR
cg19686983 PHACTR1 chr6 0.485506116 + T2D risk Body
cg20007596 PTP4A2 chr1 0.485673259 + T2D risk 5'UTR
cg21043716 RGS7 chr1 0.485849136 + T2D risk Body
cg09591921 PRKCB chr16 0.485903194 - T2D risk Body
cg25728723 NUP98 chr11 0.485906907 + T2D risk 5'UTR
cg25728723 NUP98 chr11 0.485906907 + T2D risk 1stExon
cg07108648 ANK3 chr10 0.486003106 - T2D risk TSS1500
cg15385768 MYO6 chr6 0.486042852 - T2D risk 5'UTR
cg18553223 RAP1GAP2 chr17 0.486050153 + T2D risk TSS1500
cg00788156 LYVE1 chr11 0.486061205 - T2D risk TSS200
cg06805236 CUX2 chr12 0.48610137 - T2D risk Body
cg00426517 PDLIM5 chr4 0.48610437 - T2D risk TSS200
cg13276501 RSF1 chr11 0.486134583 - T2D risk Body
cg15151052 PTPRU chr1 0.486158077 + T2D risk Body
cg04352958 ANK3 chr10 0.486310975 - T2D risk Body
cg19056691 CUX2 chr12 0.486406595 - T2D risk Body
cg13962718 ITPKB chr1 0.486529203 + T2D risk Body
cg23336105 NCOA2 chr8 0.486534367 - T2D risk Body
cg02214153 RAP1GAP2 chr17 0.486589639 + T2D risk Body
cg27315279 GRK5 chr10 0.486782102 + T2D risk TSS1500



cg10532246 LMCD1 chr3 0.486844612 - T2D risk TSS1500
cg07629149 DIP2C chr10 0.486966838 + T2D risk Body
cg05457620 SLIT3 chr5 0.487027899 - T2D risk Body
cg07104163 TAZ chrX 0.487033836 - T2D risk Body
cg21231909 SPAG9 chr17 0.487077186 - T2D risk Body
cg18633230 PRKAG2 chr7 0.487081639 + T2D risk Body
cg00005112 WWP2 chr16 0.487158187 - T2D risk TSS200
cg00005112 WWP2 chr16 0.487158187 - T2D risk Body
cg22444720 NCOA7 chr6 0.487166862 + T2D risk Body
cg24663467 ANK2 chr4 0.48721183 - T2D risk Body
cg24887139 CNTNAP2 chr7 0.487321567 + T2D risk 5'UTR
cg24887139 CNTNAP2 chr7 0.487321567 + T2D risk 1stExon
cg16395614 GRK5 chr10 0.487517051 + T2D risk Body
cg00315606 HNRNPA2B1 chr7 0.487576784 + T2D risk Body
cg06354075 NUP98 chr11 0.487577055 - T2D risk Body
cg26884345 WWP2 chr16 0.487986211 - T2D risk Body
cg01112236 PDE5A chr4 0.48801056 - T2D risk Body
cg01434465 TENM2 chr5 0.488123969 + T2D risk Body
cg01744651 CUX1 chr7 0.488147517 - T2D risk 3'UTR
cg01744651 CUX1 chr7 0.488147517 - T2D risk Body
cg11756387 PTP4A2 chr1 0.488157213 + T2D risk 5'UTR
cg10845232 PHACTR1 chr6 0.488278101 + T2D risk Body
cg23602489 CUX1 chr7 0.488306243 - T2D risk Body
cg10132858 RNF217 chr6 0.488363108 - T2D risk Body
cg23735442 SMG7 chr1 0.488462082 - T2D risk TSS1500
cg23956091 CADM1 chr11 0.488491864 - T2D risk 3'UTR
cg23924082 SGSM2 chr17 0.48849804 - T2D risk Body
cg10211016 ST6GAL1 chr3 0.488577181 + T2D risk 5'UTR
cg14698782 KCNIP3 chr2 0.488722707 - T2D risk Body
cg13702235 FNIP2 chr4 0.488852956 - T2D risk TSS1500
cg23239842 NCOA2 chr8 0.488882495 + T2D risk 5'UTR
cg23239842 NCOA2 chr8 0.488882495 + T2D risk 1stExon
cg19110355 WWP2 chr16 0.488952818 - T2D risk 5'UTR
cg18964988 CUX2 chr12 0.489073998 - T2D risk TSS1500
cg16207991 PHACTR1 chr6 0.489144849 + T2D risk Body
cg05709720 NF1 chr17 0.489274147 + T2D risk Body
cg20834627 ITPKB chr1 0.489300954 + T2D risk Body
cg03424182 APBA1 chr9 0.489489747 + T2D risk Body
cg07954671 CADM1 chr11 0.489634455 - T2D risk Body
cg08342771 SPOCK1 chr5 0.489754669 + T2D risk Body
cg08917023 CREBBP chr16 0.489802468 + T2D risk Body
cg03871180 NPAT chr11 0.489813169 - T2D risk Body
cg06835509 PRKCB chr16 0.489873834 - T2D risk Body
cg15574108 PDLIM5 chr4 0.489878366 + T2D risk 5'UTR
cg15574108 PDLIM5 chr4 0.489878366 + T2D risk Body
cg05316650 GNA12 chr7 0.489923706 - T2D risk Body
cg26604311 ITPKB chr1 0.489934722 - T2D risk Body
cg04576426 CUL1 chr7 0.490034687 + T2D risk Body
cg17416146 EIF4EBP3 chr5 0.490083878 - T2D risk TSS200
cg19902173 DIP2C chr10 0.490136451 - T2D risk Body
cg03772219 CNTNAP2 chr7 0.49021574 + T2D risk Body
cg04096435 AMD1 chr6 0.490264479 - T2D risk TSS1500
cg03291835 COL4A1 chr13 0.490396492 + T2D risk Body
cg06902358 PRKAG2 chr7 0.490481222 - T2D risk Body
cg26432058 NF1 chr17 0.490642417 + T2D risk Body
cg22734236 FAM160A1 chr4 0.490754417 + T2D risk 5'UTR
cg25049299 PTPRU chr1 0.490786511 - T2D risk Body
cg09844001 SLIT3 chr5 0.490854857 + T2D risk Body
cg17282085 ROBO2 chr3 0.491007321 - T2D risk Body
cg14005725 SH3GL2 chr9 0.491007408 + T2D risk Body
cg16315116 ST6GAL1 chr3 0.491076265 + T2D risk 5'UTR
cg11553245 SLC7A2 chr8 0.491113237 - T2D risk 5'UTR
cg06104935 CUX1 chr7 0.491213272 + T2D risk Body
cg02869163 AGPAT3 chr21 0.491310602 - T2D risk 5'UTR
cg22813220 TMEM59 chr1 0.491435407 - T2D risk TSS200
cg14820356 PRKCE chr2 0.491574492 - T2D risk Body
cg16831612 ADCY5 chr3 0.491606796 + T2D risk Body
cg01366698 RHOA chr3 0.49168485 - T2D risk 3'UTR
cg16405211 CNTNAP2 chr7 0.491740249 - T2D risk Body
cg10515766 CLOCK chr4 0.491752259 + T2D risk Body



cg27405731 CUX1 chr7 0.491838423 + T2D risk Body
cg24487076 KIAA1217 chr10 0.491875776 - T2D risk TSS200
cg14980255 MEIS2 chr15 0.491977881 - T2D risk Body
cg05379312 ATP2B1 chr12 0.492010535 - T2D risk Body
cg15939539 ANK2 chr4 0.492070698 - T2D risk Body
cg01999914 NUP98 chr11 0.492131729 - T2D risk Body
cg14550163 CUX2 chr12 0.492205816 - T2D risk Body
cg27033190 HMBOX1 chr8 0.492205926 + T2D risk TSS1500
cg13312403 NCOA2 chr8 0.49223632 + T2D risk 5'UTR
cg07499372 USP29 chr19 0.492290751 - T2D risk TSS1500
cg03459202 DIP2C chr10 0.492323271 + T2D risk Body
cg18316621 PLAGL1 chr6 0.492329924 - T2D risk 5'UTR
cg15784881 CREBBP chr16 0.492524585 - T2D risk Body
cg12063688 PLEKHG3 chr14 0.492656098 + T2D risk 5'UTR
cg09740815 CREBBP chr16 0.4926868 - T2D risk Body
cg07168181 GNA12 chr7 0.492879354 - T2D risk TSS200
cg06890870 SEMA3G chr3 0.492924953 + T2D risk 3'UTR
cg07392884 LAMA4 chr6 0.493093564 - T2D risk Body
cg11863954 CUX2 chr12 0.493107373 - T2D risk Body
cg05569793 MEIS2 chr15 0.493118531 + T2D risk Body
cg20895389 RSF1 chr11 0.493147703 - T2D risk TSS200
cg02862153 CUX1 chr7 0.493163385 - T2D risk TSS1500
cg02862153 CUX1 chr7 0.493163385 - T2D risk Body
cg02937158 DDC chr7 0.49340268 + T2D risk TSS1500
cg02937158 DDC chr7 0.49340268 + T2D risk 5'UTR
cg04687318 PRKAG2 chr7 0.4935014 + T2D risk Body
cg19068421 WDR48 chr3 0.493534165 + T2D risk Body
cg14571344 CRYL1 chr13 0.493867433 + T2D risk Body
cg12796844 PACRG chr6 0.494100162 + T2D risk Body
cg26514816 ATRN chr20 0.494104047 - T2D risk Body
cg21857945 FLT1 chr13 0.49421956 + T2D risk Body
cg26673980 PRKAG2 chr7 0.494229913 - T2D risk 5'UTR
cg26673980 PRKAG2 chr7 0.494229913 - T2D risk Body
cg11813690 CUX2 chr12 0.494236435 - T2D risk Body
cg14647131 ANK3 chr10 0.494276437 - T2D risk 1stExon
cg14647131 ANK3 chr10 0.494276437 - T2D risk 5'UTR
cg14647131 ANK3 chr10 0.494276437 - T2D risk Body
cg02902800 KIAA0232 chr4 0.494320051 + T2D risk TSS1500
cg23735092 RAP1GAP2 chr17 0.494351042 + T2D risk Body
cg12322190 TMEM131 chr2 0.494419515 + T2D risk Body
cg23832749 RET chr10 0.494495036 + T2D risk Body
cg05484691 DIP2C chr10 0.494495752 - T2D risk 3'UTR
cg19139618 SKAP1 chr17 0.494500531 - T2D risk Body
cg12769509 ULK4 chr3 0.494592166 + T2D risk Body
cg12769509 ULK4 chr3 0.494592166 + T2D risk ExonBnd
cg08803490 PPP1R12A chr12 0.494667445 + T2D risk Body
cg08803490 PPP1R12A chr12 0.494667445 + T2D risk 5'UTR
cg24880316 RNF157 chr17 0.494813616 - T2D risk Body

ch.10.645342R KIAA1217 chr10 0.494906471 - T2D risk Body
cg10269608 USP53 chr4 0.495069689 - T2D risk 5'UTR
cg15609913 SGSM2 chr17 0.49513063 + T2D risk Body
cg12026045 TSC22D1 chr13 0.495300498 - T2D risk TSS1500
cg12026045 TSC22D1 chr13 0.495300498 - T2D risk Body
cg02549290 TSC22D1 chr13 0.495310648 + T2D risk 1stExon
cg02549290 TSC22D1 chr13 0.495310648 + T2D risk 5'UTR
cg02549290 TSC22D1 chr13 0.495310648 + T2D risk Body
cg20712669 NOTCH3 chr19 0.495537278 - T2D risk Body
cg08983700 NCOR1 chr17 0.495609428 - T2D risk Body
cg10878982 PACS1 chr11 0.495667169 - T2D risk Body
cg22441846 FNIP2 chr4 0.495765412 + T2D risk Body
cg09097040 MDM1 chr12 0.495804548 + T2D risk TSS1500
cg06403660 ST8SIA1 chr12 0.495815478 + T2D risk 1stExon
cg06403660 ST8SIA1 chr12 0.495815478 + T2D risk 5'UTR
cg16973751 SLC9A6 chrX 0.496017462 - T2D risk 3'UTR
cg17190608 CUX2 chr12 0.496111201 + T2D risk TSS1500
cg14605119 DIP2C chr10 0.496143754 - T2D risk Body
cg07750727 KREMEN1 chr22 0.496198418 + T2D risk Body
cg26310823 NGLY1 chr3 0.496232569 - T2D risk Body
cg17769854 CALD1 chr7 0.496331714 - T2D risk 5'UTR
cg04113977 UXS1 chr2 0.496583615 + T2D risk Body



cg00412337 CLIC5 chr6 0.496635407 - T2D risk Body
cg14413674 ARHGEF9 chrX 0.496724404 - T2D risk Body
cg24301101 PHACTR1 chr6 0.496759086 + T2D risk Body
cg23734205 TAB2 chr6 0.496820979 + T2D risk Body
cg17678144 UBL3 chr13 0.496880075 + T2D risk TSS1500
cg11397668 NCOA2 chr8 0.497018707 - T2D risk Body
cg27464670 PRKCB chr16 0.49716424 - T2D risk Body
cg25010192 AGPAT3 chr21 0.49717037 - T2D risk 5'UTR
cg24472496 RGS7 chr1 0.497250144 - T2D risk TSS1500
cg26880200 NOTCH3 chr19 0.497352028 - T2D risk Body
cg14107889 CDH22 chr20 0.49747476 + T2D risk 5'UTR
cg16228716 SSBP2 chr5 0.497708864 - T2D risk Body
cg03157150 MGRN1 chr16 0.497770253 + T2D risk Body
cg03157150 MGRN1 chr16 0.497770253 + T2D risk 3'UTR
cg22164298 ANK2 chr4 0.497899756 + T2D risk Body
cg04822434 LAMA4 chr6 0.498048669 - T2D risk Body
cg07985679 CADM1 chr11 0.498208774 - T2D risk Body
cg14678774 MAST1 chr19 0.498270711 + T2D risk Body
cg10161423 SLC29A4 chr7 0.498310017 + T2D risk 5'UTR
cg15815767 RHOQ chr2 0.49853063 - T2D risk TSS200
cg03451743 PRKAG2 chr7 0.49863136 + T2D risk Body
cg09085932 GRK5 chr10 0.498705181 + T2D risk Body
cg09887927 RNF157 chr17 0.498748424 + T2D risk Body
cg01169981 PDE8A chr15 0.49883237 + T2D risk Body
cg27375542 UXS1 chr2 0.498868362 - T2D risk Body
cg13698274 TJP1 chr15 0.498869725 + T2D risk TSS200
cg13698274 TJP1 chr15 0.498869725 + T2D risk TSS1500
cg13698274 TJP1 chr15 0.498869725 + T2D risk Body
cg03843951 DDC chr7 0.498941022 + T2D risk TSS1500
cg03843951 DDC chr7 0.498941022 + T2D risk 5'UTR
cg21787516 SRPK2 chr7 0.498996386 + T2D risk Body
cg00421815 ARL15 chr5 0.499103708 + T2D risk Body
cg06169878 CPLX2 chr5 0.499111061 + T2D risk 5'UTR
cg14627974 CNTNAP2 chr7 0.499461833 - T2D risk Body
cg18387085 TSHZ1 chr18 0.499674221 - T2D risk TSS200
cg01778683 UXS1 chr2 0.499836677 - T2D risk Body
cg08390987 KDM4B chr19 0.49996035 + T2D risk Body
cg20675274 NUP98 chr11 0.500179238 - T2D risk TSS1500
cg12342484 ERC2 chr3 0.500225967 - T2D risk Body
cg02172857 LCA5 chr6 0.500425253 - T2D risk TSS1500
cg24863706 PDE5A chr4 0.500463382 - T2D risk Body
cg24863706 PDE5A chr4 0.500463382 - T2D risk 1stExon
cg24863706 PDE5A chr4 0.500463382 - T2D risk TSS1500
cg24863706 PDE5A chr4 0.500463382 - T2D risk 5'UTR
cg04777881 PPFIBP1 chr12 0.50050243 - T2D risk TSS200
cg26569670 NCOA2 chr8 0.50059725 - T2D risk 5'UTR
cg10724969 CLASP2 chr3 0.500821243 - T2D risk Body
cg02234780 EVI5 chr1 0.500887668 - T2D risk Body
cg14715946 EVI5 chr1 0.500901915 - T2D risk Body
cg06007042 ROBO2 chr3 0.500996258 + T2D risk 5'UTR
cg06007042 ROBO2 chr3 0.500996258 + T2D risk Body
cg00156147 TENM2 chr5 0.501036712 + T2D risk Body
cg11453891 ST6GAL1 chr3 0.50104624 - T2D risk 5'UTR
cg16794609 PHF21A chr11 0.501354421 - T2D risk Body
cg27623536 LYVE1 chr11 0.501358103 - T2D risk TSS1500
cg21652122 TTC28 chr22 0.5013866 + T2D risk Body
cg12151083 ATP8A2 chr13 0.501543104 + T2D risk Body
cg11439050 ASH1L chr1 0.501557418 - T2D risk TSS200
cg04095373 SKAP1 chr17 0.50156402 + T2D risk Body
cg15028103 KCNJ12 chr17 0.501650863 + T2D risk TSS1500
cg04087057 MGRN1 chr16 0.501730708 + T2D risk Body
cg13572780 KIAA1217 chr10 0.501744294 - T2D risk Body
cg13211927 CHKA chr11 0.501792876 - T2D risk Body
cg25733327 PACS2 chr14 0.501800732 - T2D risk TSS1500
cg20811761 ATRN chr20 0.501843037 - T2D risk Body
cg05549853 ARIH1 chr15 0.50184967 - T2D risk Body
cg08771353 ATXN1 chr6 0.501855263 - T2D risk 5'UTR
cg04640913 CDH22 chr20 0.501864055 - T2D risk TSS200
cg04024781 SPAG9 chr17 0.501888068 + T2D risk Body
cg11116202 ANK3 chr10 0.501908008 - T2D risk Body



cg07342306 RAP1GAP2 chr17 0.502035414 + T2D risk Body
cg04383817 NCOA7 chr6 0.502064622 + T2D risk 5'UTR
cg07145942 LAMA4 chr6 0.502118889 - T2D risk Body
cg15339616 ST20 chr15 0.502138118 - T2D risk TSS1500
cg15339616 ST20 chr15 0.502138118 - T2D risk 5'UTR
cg05013337 TTC28 chr22 0.502308431 + T2D risk Body
cg06757067 SMG7 chr1 0.502499105 + T2D risk Body
cg24433646 RNF157 chr17 0.502550116 - T2D risk Body
cg18789476 DYNC1I1 chr7 0.502594731 + T2D risk TSS1500
cg05174595 ZDHHC2 chr8 0.502782227 + T2D risk Body
cg07716832 PRKCE chr2 0.502787091 - T2D risk Body
cg04854162 DIP2C chr10 0.502788165 + T2D risk Body
cg22374834 ERC2 chr3 0.502827858 + T2D risk Body
cg09334634 PRKAG2 chr7 0.502923895 + T2D risk Body
cg16774853 RNF157 chr17 0.503257199 - T2D risk Body
cg01868752 CNTNAP2 chr7 0.503436451 + T2D risk Body
cg19695867 WDR47 chr1 0.503445246 - T2D risk TSS1500
cg06333800 PRKAG2 chr7 0.503583142 + T2D risk Body
cg11671969 ST20 chr15 0.503588167 + T2D risk 5'UTR
cg13883522 ATP8A2 chr13 0.50366195 - T2D risk Body
cg12594731 ITGA1 chr5 0.503670053 - T2D risk Body
cg27193519 MGRN1 chr16 0.503737853 - T2D risk Body
cg11524174 ANK3 chr10 0.503748088 - T2D risk Body
cg07344315 RAP1B chr12 0.504131014 - T2D risk 3'UTR
cg19310653 CUX1 chr7 0.504614191 + T2D risk Body
cg20927070 CUX1 chr7 0.504660725 - T2D risk Body
cg20457962 NUP98 chr11 0.504742703 - T2D risk TSS1500
cg20666271 SCARB2 chr4 0.50474461 + T2D risk TSS1500
cg26944382 NOL4 chr18 0.504747318 - T2D risk Body
cg26944382 NOL4 chr18 0.504747318 - T2D risk TSS200
cg04936932 SGSM2 chr17 0.504763527 - T2D risk 3'UTR
cg13552073 RAP1GAP2 chr17 0.505027165 + T2D risk Body
cg01129684 TPCN1 chr12 0.505054258 + T2D risk 3'UTR
cg22455082 UBE2K chr4 0.50528755 - T2D risk Body
cg14807046 ARL15 chr5 0.50531091 + T2D risk Body
cg02746771 DIP2C chr10 0.505314349 - T2D risk Body
cg02884197 RCAN2 chr6 0.505423056 + T2D risk Body
cg02574024 RHOQ chr2 0.505431959 + T2D risk TSS1500
cg02324737 DYNC1I2 chr2 0.505501727 - T2D risk TSS200
cg17704449 PRKD1 chr14 0.505501847 + T2D risk Body
cg12428440 PRKCE chr2 0.505521961 + T2D risk Body
cg25560141 ATRNL1 chr10 0.505555625 - T2D risk Body
cg11733738 TAB2 chr6 0.505586707 - T2D risk 5'UTR
cg11733738 TAB2 chr6 0.505586707 - T2D risk Body
cg20920104 ANKHD1 chr5 0.505670712 - T2D risk Body
cg03607379 POLA1 chrX 0.505741154 + T2D risk Body
cg01259486 DIP2C chr10 0.505791421 + T2D risk Body
cg15810754 TJP1 chr15 0.506077988 + T2D risk Body
cg03191241 DNAH9 chr17 0.506139978 - T2D risk Body
cg26725354 RGS7 chr1 0.506245562 - T2D risk Body
cg01266790 PACS2 chr14 0.506702522 + T2D risk 1stExon
cg00529545 PACRG chr6 0.506749209 - T2D risk Body
cg02383173 PDLIM5 chr4 0.506875919 - T2D risk TSS1500
cg20715438 RAP1GAP2 chr17 0.506877276 + T2D risk Body
cg10692436 TPCN1 chr12 0.506878454 - T2D risk Body
cg12903574 MEIS2 chr15 0.506893654 - T2D risk Body
cg22843424 SLC7A2 chr8 0.506903674 + T2D risk Body
cg11863755 RAP1GAP2 chr17 0.506920128 + T2D risk Body
cg21992844 NGLY1 chr3 0.506930237 - T2D risk Body
cg21992844 OXSM chr3 0.506930237 - T2D risk TSS1500
cg01073046 POC1B chr12 0.506964825 - T2D risk 5'UTR
cg01073046 POC1B chr12 0.506964825 - T2D risk Body
cg02273535 SUB1 chr5 0.507024988 - T2D risk TSS200
cg19010139 ULK4 chr3 0.507042305 + T2D risk Body
cg20183705 ATXN1 chr6 0.507175074 - T2D risk 5'UTR
cg26689765 ITGA1 chr5 0.507176058 + T2D risk TSS1500
cg12033578 RAP1B chr12 0.507209569 + T2D risk Body
cg03921870 TTC28 chr22 0.507225943 + T2D risk Body
cg15432831 ASH1L chr1 0.507230246 - T2D risk 5'UTR
cg00268177 ATXN1 chr6 0.507271306 - T2D risk 5'UTR



cg03952736 NUP98 chr11 0.507313176 - T2D risk 5'UTR
cg11802553 PLEKHG3 chr14 0.507411009 + T2D risk Body
cg12253830 ST8SIA1 chr12 0.507526215 + T2D risk TSS200
cg17125719 NCOA2 chr8 0.507564533 + T2D risk 5'UTR
cg10074979 CRYL1 chr13 0.507655017 + T2D risk Body
cg19458485 PHACTR1 chr6 0.507689336 + T2D risk Body
cg20540629 SKAP1 chr17 0.507696047 - T2D risk Body
cg13592941 CUX2 chr12 0.5077625 + T2D risk Body
cg04719420 SMG7 chr1 0.507766258 - T2D risk TSS200
cg23702038 PPP1R12A chr12 0.507806978 - T2D risk Body
cg13780614 GALK2 chr15 0.507864729 - T2D risk Body
cg08571547 RBM4 chr11 0.50794478 - T2D risk 3'UTR
cg22677755 CRYL1 chr13 0.508083411 - T2D risk Body
cg20841436 PACRG chr6 0.508149377 - T2D risk Body
cg21232904 LMCD1 chr3 0.508228736 + T2D risk TSS200
cg01663295 PACS1 chr11 0.508291755 + T2D risk TSS1500
cg10720966 CUX1 chr7 0.508458816 + T2D risk Body
cg13800209 MEIS2 chr15 0.508545617 + T2D risk 5'UTR
cg13800209 MEIS2 chr15 0.508545617 + T2D risk 1stExon
cg13800209 MEIS2 chr15 0.508545617 + T2D risk Body
cg18376773 CDH22 chr20 0.508761309 + T2D risk Body
cg03577350 PRKCE chr2 0.508817144 + T2D risk Body
cg01763173 GAD1 chr2 0.508864865 - T2D risk 5'UTR
cg16046214 RANBP17 chr5 0.508919002 + T2D risk Body
cg14470594 PCYT1A chr3 0.508971368 + T2D risk TSS200
cg06421161 ATXN1 chr6 0.508984032 - T2D risk Body
cg03305916 KIAA1217 chr10 0.509172269 + T2D risk Body
cg04530345 ARL15 chr5 0.509182266 - T2D risk Body
cg25362120 PACRG chr6 0.509284912 - T2D risk Body
cg17905091 DIP2C chr10 0.509327107 + T2D risk Body
cg03144206 ACTN4 chr19 0.509479487 - T2D risk TSS1500
cg11742016 ATP8A1 chr4 0.509578538 - T2D risk Body
cg09979989 SGSM2 chr17 0.509670182 + T2D risk Body
cg03033000 WWP2 chr16 0.509678777 - T2D risk 5'UTR
cg25293430 ANK2 chr4 0.509885777 - T2D risk 5'UTR
cg16633848 PICALM chr11 0.509893762 - T2D risk TSS200
cg22757824 COL4A1 chr13 0.510025727 - T2D risk TSS1500
cg08858723 ZHX2 chr8 0.510151045 + T2D risk 5'UTR
cg08355739 ATXN1 chr6 0.510167696 + T2D risk 5'UTR
cg00112341 ERC2 chr3 0.510288662 + T2D risk Body
cg23221504 GAD1 chr2 0.510312356 + T2D risk TSS200
cg02290623 PDE8A chr15 0.510314238 - T2D risk 5'UTR
cg02290623 PDE8A chr15 0.510314238 - T2D risk Body
cg16225947 TJP1 chr15 0.510501239 + T2D risk Body
cg23052793 PRKACB chr1 0.510537365 - T2D risk Body
cg13051202 CHKA chr11 0.510626549 + T2D risk Body
cg01451541 ERC2 chr3 0.510681672 + T2D risk Body
cg03775632 CALD1 chr7 0.510754242 + T2D risk Body
cg08817610 TTC28 chr22 0.510829538 - T2D risk Body
cg24630943 SLIT3 chr5 0.511272197 - T2D risk Body
cg19282586 CLEC16A chr16 0.511435168 + T2D risk Body
cg02515354 CNTNAP2 chr7 0.511536079 - T2D risk Body
cg02958709 APBA1 chr9 0.511585008 - T2D risk ExonBnd
cg02958709 APBA1 chr9 0.511585008 - T2D risk Body
cg00194374 ITPKB chr1 0.511744939 + T2D risk Body
cg03850491 CLASP2 chr3 0.511797513 + T2D risk Body
cg17412560 KCNIP3 chr2 0.51179832 + T2D risk Body
cg18666944 ATXN1 chr6 0.511810842 - T2D risk 5'UTR
cg17573365 PACS1 chr11 0.511816389 - T2D risk Body
cg05145839 PHF21A chr11 0.511889204 + T2D risk Body
cg24039723 ANK3 chr10 0.511915954 - T2D risk Body
cg19736276 ARIH1 chr15 0.511972123 + T2D risk 5'UTR
cg19736276 ARIH1 chr15 0.511972123 + T2D risk 1stExon
cg27531356 CNTNAP2 chr7 0.512200913 - T2D risk Body
cg11196702 PRKAG2 chr7 0.512365567 - T2D risk 5'UTR
cg11196702 PRKAG2 chr7 0.512365567 - T2D risk Body
cg20336857 DNAH9 chr17 0.512418339 + T2D risk TSS1500
cg20336857 DNAH9 chr17 0.512418339 + T2D risk Body
cg10087081 KIAA0355 chr19 0.512459011 - T2D risk 5'UTR
cg18765724 SKAP1 chr17 0.512501396 + T2D risk Body



cg14346532 NGLY1 chr3 0.512723777 - T2D risk Body
cg27028557 TPCN1 chr12 0.512728218 - T2D risk 5'UTR
cg05854775 ANK2 chr4 0.512753238 - T2D risk Body
cg03608853 TAB2 chr6 0.512779884 + T2D risk TSS1500
cg12600337 SUB1 chr5 0.512805402 - T2D risk TSS1500
cg20865131 PRKAG2 chr7 0.512821738 - T2D risk Body
cg14124587 SEC31A chr4 0.512987262 - T2D risk 5'UTR
cg14124587 SEC31A chr4 0.512987262 - T2D risk Body
cg09522226 TTC28 chr22 0.513020553 - T2D risk Body
cg13471349 RAP1GAP2 chr17 0.513125686 - T2D risk Body
cg00958342 MEIS2 chr15 0.513193737 - T2D risk Body
cg07812289 MGRN1 chr16 0.513245229 + T2D risk Body
cg24033032 CUL1 chr7 0.513342988 + T2D risk Body
cg04786050 SLIT3 chr5 0.513381688 - T2D risk Body
cg14318115 RBBP6 chr16 0.513421789 + T2D risk TSS1500
cg00349770 CUX1 chr7 0.513496813 - T2D risk Body
cg08858458 ARIH1 chr15 0.513551915 + T2D risk Body
cg11409308 RHOA chr3 0.513630564 - T2D risk Body
cg08199717 KIAA1217 chr10 0.513742914 + T2D risk 5'UTR
cg06773247 SGSM2 chr17 0.51383347 + T2D risk Body
cg00742573 BCAT1 chr12 0.513925243 + T2D risk Body
cg24146047 FLT1 chr13 0.513952026 + T2D risk Body
cg21323738 NF1 chr17 0.514043708 - T2D risk Body
cg27315601 DIP2C chr10 0.514083691 - T2D risk Body
cg02062384 RAP1GAP2 chr17 0.514134557 - T2D risk Body
cg13751476 COL4A1 chr13 0.514185549 - T2D risk Body
cg02035603 ARL15 chr5 0.514290918 + T2D risk Body
cg03409395 KIAA1217 chr10 0.514363023 + T2D risk Body
cg15054429 SKAP1 chr17 0.514402828 - T2D risk Body
cg05848001 ACTN4 chr19 0.51446233 + T2D risk Body
cg05184564 BCAT1 chr12 0.514527915 - T2D risk Body
cg21582240 SPOCK1 chr5 0.514585982 + T2D risk Body
cg17514249 COL4A1 chr13 0.51462133 - T2D risk Body
cg00674311 DIP2C chr10 0.514670687 - T2D risk Body
cg15542608 PHACTR1 chr6 0.514742232 - T2D risk Body
cg02252638 RCAN2 chr6 0.514770295 - T2D risk Body
cg27004760 MGRN1 chr16 0.514985291 - T2D risk Body
cg04212729 PLEKHG3 chr14 0.514994029 + T2D risk TSS200
cg21934237 NUF2 chr1 0.515002072 + T2D risk TSS1500
cg05977462 CUX2 chr12 0.515122718 - T2D risk Body
cg17665095 ERC2 chr3 0.515162461 + T2D risk Body
cg16551122 ANK3 chr10 0.51521688 + T2D risk Body
cg16062451 CDH22 chr20 0.515226328 - T2D risk Body
cg24723331 ST8SIA1 chr12 0.515237022 + T2D risk 1stExon
cg24723331 ST8SIA1 chr12 0.515237022 + T2D risk 5'UTR
cg08255636 KIAA1109 chr4 0.515279304 - T2D risk Body
cg08255636 KIAA1109 chr4 0.515279304 - T2D risk ExonBnd
cg25946714 MTHFS chr15 0.515323854 - T2D risk Body
cg25946714 MTHFS chr15 0.515323854 - T2D risk 3'UTR
cg22170402 MYO6 chr6 0.515341579 + T2D risk Body
cg16950783 ANK3 chr10 0.515355211 + T2D risk Body
cg22400109 PACS2 chr14 0.515405353 - T2D risk 5'UTR
cg09499177 AGPAT3 chr21 0.515405823 + T2D risk 5'UTR
cg08839770 PDLIM5 chr4 0.515495841 + T2D risk 5'UTR
cg08839770 PDLIM5 chr4 0.515495841 + T2D risk Body
cg10093761 IFT74 chr9 0.515513222 - T2D risk Body
cg14526082 TANC2 chr17 0.515828825 - T2D risk Body
cg23142800 DYNC1I1 chr7 0.515845861 + T2D risk Body
cg21134382 PDE3A chr12 0.515896859 + T2D risk Body
cg21428874 RET chr10 0.516058876 + T2D risk Body
cg24981221 HMBOX1 chr8 0.51617533 + T2D risk Body
cg27233612 NGLY1 chr3 0.516175991 + T2D risk Body
cg10789161 RAP1B chr12 0.516198417 + T2D risk 5'UTR
cg09887532 ITPKB chr1 0.516287285 + T2D risk Body
cg09402708 KDM4B chr19 0.516369775 - T2D risk Body
cg03338924 PHACTR1 chr6 0.516521627 + T2D risk Body
cg00026412 ANK3 chr10 0.516691164 - T2D risk Body
cg17636500 ADCY5 chr3 0.51676097 + T2D risk Body
cg09924241 ATP6V1H chr8 0.516781211 - T2D risk Body
cg01193753 SLIT3 chr5 0.516834189 + T2D risk Body



cg20066677 CHFR chr12 0.516942122 - T2D risk Body
cg20765665 DACH1 chr13 0.516951676 - T2D risk Body
cg13002170 NCOA2 chr8 0.516981673 - T2D risk Body
cg09331533 TANC2 chr17 0.517134306 - T2D risk Body
cg26083752 LYVE1 chr11 0.51713966 - T2D risk TSS1500
cg24127061 PACS1 chr11 0.517196002 - T2D risk Body
cg14445026 KIAA0232 chr4 0.517270244 + T2D risk Body
cg20623215 SLC30A8 chr8 0.517319506 - T2D risk 5'UTR
cg20623215 SLC30A8 chr8 0.517319506 - T2D risk TSS1500
cg08243301 KDM4B chr19 0.51747881 + T2D risk Body
cg06761428 PRKCE chr2 0.517550654 - T2D risk Body
cg03301831 RTN4 chr2 0.517748204 + T2D risk Body
cg04237618 NGF chr1 0.517748711 + T2D risk 5'UTR
cg10442572 MGRN1 chr16 0.517934323 + T2D risk Body
cg11573321 NCOA7 chr6 0.517995343 - T2D risk 5'UTR
cg11573321 NCOA7 chr6 0.517995343 - T2D risk Body
cg03986218 KIAA1217 chr10 0.518065823 + T2D risk Body
cg02404489 MGRN1 chr16 0.518173217 + T2D risk Body
cg11811816 CUX2 chr12 0.518241516 + T2D risk Body
cg16156021 ST6GAL1 chr3 0.518256884 - T2D risk 5'UTR
cg24343007 PICALM chr11 0.518351978 + T2D risk Body
cg02968723 KCNIP3 chr2 0.518359783 + T2D risk Body
cg03588267 ATP6V1H chr8 0.518369084 - T2D risk Body
cg26571127 MAST1 chr19 0.518448074 - T2D risk Body
cg02972157 PRKAG2 chr7 0.518510515 - T2D risk Body
cg09517926 PRKAG2 chr7 0.518632624 - T2D risk Body
cg04283566 RAP2A chr13 0.518710684 - T2D risk TSS1500
cg09735140 FAM160A1 chr4 0.518730519 - T2D risk 5'UTR
cg20441035 ERC2 chr3 0.51879179 + T2D risk 3'UTR
cg07947315 RSF1 chr11 0.518801187 - T2D risk TSS1500
cg17891146 TSHZ1 chr18 0.519030964 - T2D risk 5'UTR
cg17891146 TSHZ1 chr18 0.519030964 - T2D risk Body
cg18483526 PRKCB chr16 0.519376003 - T2D risk Body
cg24035035 PRKAG2 chr7 0.51937989 - T2D risk 5'UTR
cg24035035 PRKAG2 chr7 0.51937989 - T2D risk Body
cg09580882 ITPKB chr1 0.51938141 - T2D risk Body
cg27492103 ASXL2 chr2 0.519393644 - T2D risk Body
cg02584678 NOTCH3 chr19 0.519438118 - T2D risk Body
cg11614389 SSBP2 chr5 0.519447391 - T2D risk TSS200
cg04093078 TANC2 chr17 0.519451028 + T2D risk Body
cg17040092 NCOA2 chr8 0.519620791 - T2D risk Body
cg06329892 ANK3 chr10 0.519630805 + T2D risk Body
cg00703422 ROBO2 chr3 0.519822312 - T2D risk 5'UTR
cg00703422 ROBO2 chr3 0.519822312 - T2D risk Body
cg18724465 PRKCB chr16 0.519926289 + T2D risk TSS1500
cg11165254 ERC2 chr3 0.520045822 + T2D risk Body
cg22604250 ERC2 chr3 0.520101346 + T2D risk 3'UTR
cg18581355 ARL15 chr5 0.520186901 - T2D risk Body
cg26880891 ARIH1 chr15 0.520229052 - T2D risk 1stExon
cg27453365 NPAT chr11 0.520313823 + T2D risk Body
cg22168287 KIAA1217 chr10 0.520331617 - T2D risk Body
cg16964394 RANBP17 chr5 0.520348301 - T2D risk Body
cg09860047 RHBDD1 chr2 0.520461271 + T2D risk Body
cg26177915 PACS2 chr14 0.520465608 - T2D risk Body
cg26177915 PACS2 chr14 0.520465608 - T2D risk 5'UTR
cg13457498 ANK3 chr10 0.520692706 - T2D risk Body
cg03147394 NOL4 chr18 0.520735144 + T2D risk Body
cg02548323 CUX1 chr7 0.520769144 - T2D risk Body
cg00978893 BCAT1 chr12 0.520866222 + T2D risk Body
cg19462116 DIP2C chr10 0.521058722 + T2D risk Body
cg16850419 RNF157 chr17 0.521080026 + T2D risk TSS1500
cg04652496 RCAN2 chr6 0.521113542 - T2D risk TSS1500
cg12014181 DIP2C chr10 0.521135602 - T2D risk Body
cg02726883 NF1 chr17 0.521507791 - T2D risk TSS1500
cg09462477 PCYT1A chr3 0.521759546 - T2D risk TSS200
cg07835234 GRK5 chr10 0.521776199 - T2D risk Body
cg13742752 CRYL1 chr13 0.52186484 - T2D risk Body
cg10781582 KIAA1217 chr10 0.522020788 + T2D risk TSS1500
cg10781582 KIAA1217 chr10 0.522020788 + T2D risk 5'UTR
cg10781582 KIAA1217 chr10 0.522020788 + T2D risk Body



cg01203773 CLIC5 chr6 0.522053404 + T2D risk Body
cg04100243 WDR48 chr3 0.522074098 + T2D risk TSS1500
cg00059879 GALK2 chr15 0.522089114 - T2D risk Body
cg12835078 PCYT1A chr3 0.522101473 + T2D risk Body
cg25639341 ANKHD1 chr5 0.522233585 - T2D risk TSS1500
cg24837397 CUX1 chr7 0.522385981 + T2D risk Body
cg27599391 NPAT chr11 0.522433917 + T2D risk Body
cg17324804 SLIT3 chr5 0.522620433 - T2D risk Body
cg18170385 DIP2C chr10 0.522705449 + T2D risk Body
cg15895233 RET chr10 0.522721927 + T2D risk Body
cg02725675 ANK2 chr4 0.522885804 - T2D risk Body
cg24858140 MTHFS chr15 0.522966491 + T2D risk 1stExon
cg02969677 CLASP2 chr3 0.523068877 + T2D risk Body
cg04932056 SPAG9 chr17 0.523084775 - T2D risk TSS1500
cg14410548 CUX2 chr12 0.523112393 - T2D risk Body
cg13153318 CLASP2 chr3 0.523218156 - T2D risk Body
cg13153318 CLASP2 chr3 0.523218156 - T2D risk ExonBnd
cg15755348 CUX1 chr7 0.523238687 - T2D risk Body
cg15990629 BCAT1 chr12 0.523415571 + T2D risk Body
cg27469563 GNA12 chr7 0.523555466 + T2D risk Body
cg20498175 PDE7A chr8 0.523588721 + T2D risk Body
cg20114391 CDH22 chr20 0.523704178 + T2D risk Body
cg00713286 RAP1GAP2 chr17 0.523726683 + T2D risk Body
cg08921986 ROBO2 chr3 0.52374096 - T2D risk Body
cg11955163 INPP4A chr2 0.523834557 - T2D risk Body
cg05078618 KIAA1217 chr10 0.523843774 - T2D risk Body
cg18160302 CADM1 chr11 0.523950207 + T2D risk Body
cg00032664 SNX4 chr3 0.523992226 - T2D risk Body
cg22737241 DIP2C chr10 0.524071073 - T2D risk Body
cg15159625 MAN1A2 chr1 0.524161652 - T2D risk Body
cg02652891 PACRG chr6 0.524169544 - T2D risk Body
cg00854324 WWP2 chr16 0.524378026 + T2D risk Body
cg18205787 CHID1 chr11 0.524379727 - T2D risk TSS200
cg14526021 CUX1 chr7 0.524555658 + T2D risk Body
cg15024035 COX6A1 chr12 0.524577318 - T2D risk Body
cg19156769 PRKCB chr16 0.524617032 + T2D risk Body
cg06410025 PHACTR1 chr6 0.52462766 + T2D risk Body
cg14378958 DIP2C chr10 0.524677258 - T2D risk Body
cg09404592 GAD1 chr2 0.524732931 - T2D risk TSS1500
cg06659019 TENM2 chr5 0.525049291 - T2D risk Body
cg25778070 MTHFS chr15 0.525229804 + T2D risk Body
cg01524948 ZHX2 chr8 0.525266032 + T2D risk 5'UTR
cg17430920 PHACTR1 chr6 0.525305773 - T2D risk Body
cg19603966 DNAJC1 chr10 0.52534582 - T2D risk TSS200
cg23445003 CUX1 chr7 0.525380801 + T2D risk Body
cg13996514 GRK5 chr10 0.525424303 + T2D risk Body
cg09999715 ARL15 chr5 0.52550964 - T2D risk Body
cg26894278 CRYL1 chr13 0.525624219 + T2D risk Body
cg16433800 PDK1 chr2 0.525777502 - T2D risk 1stExon
cg16433800 PDK1 chr2 0.525777502 - T2D risk 5'UTR
cg10612065 KDM4B chr19 0.525904559 + T2D risk Body
cg14166189 CHID1 chr11 0.525915234 - T2D risk TSS1500
cg10659216 PACS1 chr11 0.525949696 - T2D risk 1stExon
cg08036796 KDM4B chr19 0.525967237 - T2D risk Body
cg07286060 SPOCK1 chr5 0.525976831 + T2D risk Body
cg23494444 TTC28 chr22 0.525990554 + T2D risk Body
cg08082763 CLEC16A chr16 0.526011744 - T2D risk Body
cg26413827 DACH1 chr13 0.526157173 - T2D risk 5'UTR
cg26413827 DACH1 chr13 0.526157173 - T2D risk 1stExon
cg13372900 ANK3 chr10 0.526266578 - T2D risk Body
cg26875813 COL4A1 chr13 0.526622757 + T2D risk Body
cg23662892 HMBOX1 chr8 0.526712595 + T2D risk 5'UTR
cg10992339 ATP8A1 chr4 0.526895923 - T2D risk Body
cg24542643 EFR3A chr8 0.526901739 - T2D risk TSS1500
cg03899654 AGPAT3 chr21 0.527059284 + T2D risk 5'UTR
cg02904605 NOTCH3 chr19 0.527079424 + T2D risk Body
cg16546717 GNA12 chr7 0.527323683 - T2D risk Body
cg06713769 LYVE1 chr11 0.527374774 + T2D risk Body
cg26311944 TSC22D1 chr13 0.527377471 + T2D risk Body
cg14248352 CNTNAP2 chr7 0.527503613 - T2D risk Body



cg00924094 LMCD1 chr3 0.527543971 - T2D risk Body
cg04857026 PACS2 chr14 0.527724077 + T2D risk Body
cg07541610 CALD1 chr7 0.527744315 - T2D risk Body
cg12015310 MEIS2 chr15 0.527746111 - T2D risk 5'UTR
cg12015310 MEIS2 chr15 0.527746111 - T2D risk 1stExon
cg12015310 MEIS2 chr15 0.527746111 - T2D risk TSS1500
cg08103074 NGLY1 chr3 0.527817039 + T2D risk Body
cg04071866 MGRN1 chr16 0.52789538 - T2D risk Body
cg19872814 IFT74 chr9 0.527975536 - T2D risk 5'UTR
cg03585389 DIP2C chr10 0.528012758 - T2D risk Body
cg13971793 NQO1 chr16 0.528032848 + T2D risk TSS1500
cg15988693 CLASP2 chr3 0.528080448 + T2D risk TSS200
cg03072586 ATXN1 chr6 0.528095772 + T2D risk 5'UTR
cg06246474 CUX1 chr7 0.528143483 - T2D risk Body
cg25244420 PRKAG2 chr7 0.528167612 + T2D risk Body
cg09983140 DIP2C chr10 0.528400942 - T2D risk Body
cg03310779 KDM4B chr19 0.528448225 + T2D risk Body
cg04727043 PTPRU chr1 0.528497743 - T2D risk Body
cg07442487 SLIT3 chr5 0.52860724 + T2D risk Body
cg17444972 RSF1 chr11 0.528615686 + T2D risk Body
cg05048426 PACS2 chr14 0.528653691 + T2D risk Body
cg16463964 CMTR1 chr6 0.528691831 + T2D risk Body
cg09465494 ERC2 chr3 0.528813802 + T2D risk Body
cg19592720 KCNIP3 chr2 0.528815799 + T2D risk Body
cg26076846 TANC2 chr17 0.528830956 - T2D risk Body
cg02710892 TENM2 chr5 0.528883002 + T2D risk Body
cg09246611 DIP2C chr10 0.528957119 + T2D risk Body
cg16118148 MGRN1 chr16 0.529060064 - T2D risk Body
cg13600622 LMX1B chr9 0.529060899 + T2D risk Body
cg21738971 UXS1 chr2 0.529130397 - T2D risk TSS200
cg06435786 INPP4A chr2 0.529176477 - T2D risk 5'UTR
cg10193817 CADM1 chr11 0.529226822 - T2D risk 5'UTR
cg10193817 CADM1 chr11 0.529226822 - T2D risk 1stExon
cg25496760 CLEC16A chr16 0.529287976 + T2D risk Body
cg25496760 CLEC16A chr16 0.529287976 + T2D risk ExonBnd
cg24847829 SPOCK1 chr5 0.529352378 - T2D risk 5'UTR
cg03212768 ANK3 chr10 0.52960129 - T2D risk Body
cg07520586 RAP1GAP2 chr17 0.529703022 - T2D risk Body
cg06258595 MGRN1 chr16 0.529785162 - T2D risk Body
cg04772620 PDLIM5 chr4 0.529874889 + T2D risk 5'UTR
cg04772620 PDLIM5 chr4 0.529874889 + T2D risk Body
cg11032145 APBA1 chr9 0.529883733 + T2D risk 3'UTR
cg00795205 PRKCB chr16 0.529960331 + T2D risk Body
cg06746009 CUX1 chr7 0.530010201 + T2D risk Body
cg03696852 WWP2 chr16 0.530013805 - T2D risk Body
cg12702941 PRKCE chr2 0.530062507 + T2D risk 3'UTR
cg00367499 RANBP17 chr5 0.530111139 + T2D risk Body
cg17496602 CREBBP chr16 0.530159097 + T2D risk Body
cg04578258 CNTNAP2 chr7 0.53033771 + T2D risk Body
cg05758010 SSBP2 chr5 0.530365866 + T2D risk 5'UTR
cg05758010 SSBP2 chr5 0.530365866 + T2D risk 1stExon
cg06719495 SEC31A chr4 0.530376642 - T2D risk Body
cg11580199 KIAA1217 chr10 0.530379371 - T2D risk TSS200
cg11580199 KIAA1217 chr10 0.530379371 - T2D risk Body
cg07863043 APC chr5 0.530382229 + T2D risk Body
cg24058116 TSHZ1 chr18 0.530575638 + T2D risk 5'UTR
cg24058116 TSHZ1 chr18 0.530575638 + T2D risk Body
cg01509920 RAP1B chr12 0.53079711 - T2D risk 5'UTR
cg08251176 ATP6V1A chr3 0.530914929 - T2D risk TSS1500
cg08789073 ZHX2 chr8 0.530922974 - T2D risk Body
cg18262079 TJP1 chr15 0.531108189 - T2D risk TSS1500
cg18262079 TJP1 chr15 0.531108189 - T2D risk 5'UTR
cg18262079 TJP1 chr15 0.531108189 - T2D risk Body
cg18262079 TJP1 chr15 0.531108189 - T2D risk 1stExon
cg24523250 RGS7 chr1 0.531120123 - T2D risk Body
cg27227804 CLEC16A chr16 0.53135572 + T2D risk Body
cg15020645 APC chr5 0.531388436 - T2D risk 5'UTR
cg07366670 CUX2 chr12 0.531438166 + T2D risk Body

ch.11.942842R PHF21A chr11 0.531581827 - T2D risk Body
cg02626991 NGF chr1 0.531634473 + T2D risk Body



cg02216795 PHACTR1 chr6 0.531636389 + T2D risk Body
cg15625618 MMS19 chr10 0.531687175 - T2D risk Body
cg25681060 SEZ6L chr22 0.531800532 + T2D risk Body
cg10318661 GRK5 chr10 0.531814469 - T2D risk Body
cg11447650 CNTNAP2 chr7 0.531956831 + T2D risk Body
cg05398587 DENND4C chr9 0.53197378 + T2D risk Body
cg23362669 UXS1 chr2 0.531995455 + T2D risk Body
cg05637360 PPFIBP1 chr12 0.532156748 - T2D risk Body
cg01064048 KIAA0232 chr4 0.532261853 + T2D risk Body
cg23127694 GRK5 chr10 0.532319048 - T2D risk Body
cg25691775 RAP1GAP2 chr17 0.532322448 + T2D risk TSS1500
cg15199594 TENM2 chr5 0.532596424 + T2D risk TSS1500
cg00966672 AGPAT3 chr21 0.532730794 - T2D risk 5'UTR
cg02284194 ACSS2 chr20 0.533170826 + T2D risk Body
cg02284194 ACSS2 chr20 0.533170826 + T2D risk 5'UTR
cg02284194 ACSS2 chr20 0.533170826 + T2D risk 1stExon
cg24056874 SEC31A chr4 0.53318886 - T2D risk Body
cg14796565 CHID1 chr11 0.533427522 - T2D risk TSS1500
cg14796565 CHID1 chr11 0.533427522 - T2D risk 5'UTR
cg00713247 DIP2C chr10 0.533510051 - T2D risk Body
cg26678187 NGF chr1 0.533810349 + T2D risk 3'UTR
cg07329239 PRKCE chr2 0.534119023 + T2D risk Body
cg09097668 RHOA chr3 0.534137121 - T2D risk 5'UTR
cg08301254 CUX2 chr12 0.53418317 + T2D risk Body
cg12076945 RAP1B chr12 0.534313188 - T2D risk 5'UTR
cg23532924 DDC chr7 0.534357369 + T2D risk TSS1500
cg19242397 CTR9 chr11 0.53464357 + T2D risk Body
cg13244293 OXSM chr3 0.534698476 - T2D risk Body
cg13244293 OXSM chr3 0.534698476 - T2D risk 5'UTR
cg13244293 NGLY1 chr3 0.534698476 - T2D risk TSS1500
cg22199628 PPP1R12A chr12 0.534745061 - T2D risk Body
cg12058096 CUX2 chr12 0.534760896 + T2D risk Body
cg25189108 DIP2C chr10 0.534826747 - T2D risk Body
cg15353666 DNAJC1 chr10 0.534965312 + T2D risk Body
cg24459984 ERC2 chr3 0.535003384 - T2D risk Body
cg18801028 PTPRU chr1 0.535055704 + T2D risk Body
cg14624444 PHACTR1 chr6 0.535097831 + T2D risk Body
cg02108620 ULK4 chr3 0.535108731 + T2D risk 5'UTR
cg06225605 CNTNAP2 chr7 0.535244209 + T2D risk Body
cg00644629 PTPRU chr1 0.535259531 + T2D risk Body
cg06152383 GNA12 chr7 0.535383645 - T2D risk TSS1500
cg14872684 GRK5 chr10 0.535516465 + T2D risk Body
cg01595870 PLAGL1 chr6 0.535541242 - T2D risk TSS1500
cg15182613 RAP1GAP2 chr17 0.535563261 + T2D risk Body
cg06979656 MET chr7 0.535695376 + T2D risk Body
cg15315418 ROBO2 chr3 0.535743788 - T2D risk 5'UTR
cg15315418 ROBO2 chr3 0.535743788 - T2D risk TSS1500
cg15315418 ROBO2 chr3 0.535743788 - T2D risk Body
cg11602897 CUX2 chr12 0.535943698 - T2D risk Body
cg07448800 TENM2 chr5 0.536062111 - T2D risk Body
cg04697208 PRKAG2 chr7 0.536066115 - T2D risk Body
cg03815117 ENAH chr1 0.536074733 + T2D risk 3'UTR
cg23847069 RAP1GAP2 chr17 0.536110183 - T2D risk Body
cg23717689 SLIT3 chr5 0.536151651 + T2D risk Body
cg12438666 TSGA10 chr2 0.53616506 - T2D risk 5'UTR
cg10732689 TSHZ1 chr18 0.536256 - T2D risk 5'UTR
cg10732689 TSHZ1 chr18 0.536256 - T2D risk Body
cg04301322 CUL1 chr7 0.536321441 + T2D risk 5'UTR
cg10857271 ATP6V1A chr3 0.536328222 + T2D risk TSS1500
cg07438751 TENM2 chr5 0.536468138 - T2D risk Body
cg01813276 GLA chrX 0.536472099 - T2D risk Body
cg00391352 SLC29A4 chr7 0.536501625 + T2D risk Body
cg23287442 TMEM150C chr4 0.53653165 - T2D risk Body
cg14191654 CDH22 chr20 0.536674229 - T2D risk Body
cg26188389 SLIT3 chr5 0.536715695 - T2D risk Body
cg25900163 EFR3A chr8 0.537060634 + T2D risk Body
cg09607548 JPH2 chr20 0.537092848 + T2D risk Body
cg02723107 KDR chr4 0.537093614 - T2D risk Body
cg10551649 CHID1 chr11 0.537124054 + T2D risk TSS1500
cg10551649 CHID1 chr11 0.537124054 + T2D risk 5'UTR



cg17420659 NPAT chr11 0.537247163 + T2D risk Body
cg08238568 RGS7 chr1 0.537302566 - T2D risk Body
cg22276692 DLL4 chr15 0.537451279 + T2D risk TSS200
cg13868109 PACRG chr6 0.537464666 + T2D risk Body
cg04543413 BCAT1 chr12 0.537498489 + T2D risk Body
cg13423469 ATRNL1 chr10 0.537527595 + T2D risk Body
cg13011713 DNAJC13 chr3 0.537530899 - T2D risk Body
cg05660670 PDE3A chr12 0.537546999 + T2D risk TSS1500
cg01363648 PTPRU chr1 0.537613442 + T2D risk Body
cg17014647 ATXN1 chr6 0.537682959 - T2D risk 5'UTR
cg13264765 APC chr5 0.537724708 + T2D risk Body
cg09253125 TPCN1 chr12 0.537745219 + T2D risk TSS1500
cg24953670 CDK8 chr13 0.537768171 + T2D risk Body
cg01670430 GNA12 chr7 0.537818855 - T2D risk Body
cg14157175 APBA1 chr9 0.537970547 - T2D risk Body
cg23835971 TTC28 chr22 0.538030972 - T2D risk Body
cg11101800 PLEKHG3 chr14 0.538123162 + T2D risk TSS200
cg15603766 ST20 chr15 0.53825798 - T2D risk 1stExon
cg15603766 ST20 chr15 0.53825798 - T2D risk 5'UTR
cg15603766 ST20 chr15 0.53825798 - T2D risk Body
cg11482716 ARL8B chr3 0.538464568 - T2D risk TSS1500
cg03383322 ADCY5 chr3 0.538534845 + T2D risk Body
cg07317944 TSC22D1 chr13 0.538544572 + T2D risk Body
cg07317944 TSC22D1 chr13 0.538544572 + T2D risk 5'UTR
cg03683666 CMTR1 chr6 0.538575174 + T2D risk Body
cg25468723 SEZ6L chr22 0.538688476 - T2D risk Body
cg19736369 MAST1 chr19 0.538718412 + T2D risk Body
cg05005968 DIP2C chr10 0.538769031 - T2D risk Body
cg03346852 NUP98 chr11 0.538903596 - T2D risk Body
cg13296555 GRK5 chr10 0.53904823 + T2D risk Body
cg02245391 TENM2 chr5 0.539093178 - T2D risk Body
cg16331867 ACSS2 chr20 0.539259495 + T2D risk Body
cg25069772 PHACTR1 chr6 0.539319092 + T2D risk Body
cg25663171 TENM2 chr5 0.539339453 + T2D risk Body
cg04908625 ADCY5 chr3 0.539411803 - T2D risk 1stExon
cg00588047 RGS7 chr1 0.53952606 - T2D risk Body
cg18577214 NUP98 chr11 0.539581726 - T2D risk TSS1500
cg25113008 RAP1B chr12 0.539628744 - T2D risk Body
cg01970726 LMCD1 chr3 0.539902518 - T2D risk 3'UTR
cg06659727 COL4A1 chr13 0.539944618 - T2D risk 1stExon
cg06659727 COL4A1 chr13 0.539944618 - T2D risk 5'UTR
cg12489915 SPAG9 chr17 0.539966221 + T2D risk Body
cg16363189 SCAF8 chr6 0.539996537 - T2D risk Body
cg12070069 PHACTR1 chr6 0.540014129 + T2D risk TSS1500
cg11057604 KIAA0355 chr19 0.540080469 + T2D risk Body
cg14097373 MDM1 chr12 0.540110335 + T2D risk TSS1500
cg00887994 PACS2 chr14 0.540117287 + T2D risk Body
cg12653327 ERC2 chr3 0.54020179 - T2D risk 3'UTR
cg07676324 ANKHD1 chr5 0.540239114 + T2D risk TSS1500
cg10818446 ZDHHC2 chr8 0.540564595 - T2D risk Body
cg03229959 DDHD2 chr8 0.540666095 + T2D risk 5'UTR
cg03229959 DDHD2 chr8 0.540666095 + T2D risk 1stExon
cg13340442 PRKCE chr2 0.540795835 + T2D risk Body
cg07095384 NCOA7 chr6 0.540800131 - T2D risk 5'UTR
cg07095384 NCOA7 chr6 0.540800131 - T2D risk Body
cg21272956 PRKACB chr1 0.54081432 - T2D risk Body
cg18116815 RCAN2 chr6 0.54106954 - T2D risk Body
cg12715330 ST6GAL1 chr3 0.54112027 - T2D risk 5'UTR
cg22369266 PCYT1A chr3 0.541148302 - T2D risk ExonBnd
cg22369266 PCYT1A chr3 0.541148302 - T2D risk Body
cg24517837 TENM2 chr5 0.541242132 + T2D risk Body
cg24603152 PRKACB chr1 0.541309779 - T2D risk TSS1500
cg22826038 GRK5 chr10 0.541460953 - T2D risk Body
cg02892577 GRK5 chr10 0.541517932 - T2D risk Body
cg09806966 WWP2 chr16 0.541577157 - T2D risk 3'UTR
cg09806966 WWP2 chr16 0.541577157 - T2D risk Body

ch.11.150171F NUP98 chr11 0.541580648 + T2D risk Body
cg20442224 TMEM131 chr2 0.541640604 - T2D risk Body
cg22612642 SPOCK1 chr5 0.541661159 - T2D risk 3'UTR
cg06722216 NOL4 chr18 0.541787299 + T2D risk 1stExon



cg15252599 TANC2 chr17 0.541969323 - T2D risk Body
cg23882186 INPP4A chr2 0.541970743 + T2D risk 5'UTR
cg18346182 DIP2C chr10 0.541999064 - T2D risk Body
cg00668174 ASH1L chr1 0.542007606 + T2D risk 5'UTR
cg26064307 TENM2 chr5 0.542120627 - T2D risk Body
cg20382695 ATRNL1 chr10 0.542336459 - T2D risk Body
cg19334176 DIP2C chr10 0.542345478 - T2D risk Body
cg14278774 FNIP2 chr4 0.54237893 + T2D risk Body
cg10451116 MEIS2 chr15 0.5425392 - T2D risk Body
cg03865213 KIAA1217 chr10 0.542565746 + T2D risk Body
cg25218521 TSC22D1 chr13 0.542737841 - T2D risk Body
cg27466022 FAM160A1 chr4 0.542767067 + T2D risk Body
cg05201958 ANK3 chr10 0.542900433 - T2D risk Body
cg09698846 ZHX2 chr8 0.543000284 + T2D risk Body
cg02765913 BCAT1 chr12 0.543005371 + T2D risk 5'UTR
cg02765913 BCAT1 chr12 0.543005371 + T2D risk 1stExon
cg16007063 DDC chr7 0.543135537 + T2D risk Body
cg25257044 ITGA1 chr5 0.543143226 + T2D risk Body
cg08949364 WWP2 chr16 0.543243471 + T2D risk TSS1500
cg08949364 WWP2 chr16 0.543243471 + T2D risk Body
cg16086016 EVI5 chr1 0.543302458 + T2D risk TSS1500
cg08502856 PDE8A chr15 0.543382276 - T2D risk TSS200
cg08502856 PDE8A chr15 0.543382276 - T2D risk TSS1500
cg03382226 GALK2 chr15 0.543482531 - T2D risk Body
cg03565153 PHACTR1 chr6 0.543523912 - T2D risk Body
cg14022840 RGS7 chr1 0.543594223 - T2D risk Body
cg21389456 DIP2C chr10 0.543809676 - T2D risk Body
cg04305963 SKAP1 chr17 0.543923602 - T2D risk Body
cg22502704 PHF21A chr11 0.544047035 + T2D risk 5'UTR
cg13517826 KDM4B chr19 0.544053212 + T2D risk Body
cg02366856 MEIS2 chr15 0.544079343 - T2D risk Body
cg10740500 MMS19 chr10 0.544242171 - T2D risk ExonBnd
cg10740500 MMS19 chr10 0.544242171 - T2D risk Body
cg09411975 PACS1 chr11 0.544382385 + T2D risk Body
cg04801795 RSF1 chr11 0.544400869 - T2D risk Body
cg16803124 DIP2C chr10 0.544463491 - T2D risk Body
cg18141431 HMBOX1 chr8 0.544775245 - T2D risk 5'UTR
cg24589102 ATRN chr20 0.544780137 + T2D risk Body
cg12520276 DIP2C chr10 0.544856524 + T2D risk Body
cg22267941 PDE8A chr15 0.544866627 + T2D risk TSS1500
cg16050957 RBBP6 chr16 0.544927437 - T2D risk TSS200
cg23310936 UXS1 chr2 0.545061233 + T2D risk Body
cg14668632 GNA12 chr7 0.54508548 + T2D risk Body
cg16466485 PRKACB chr1 0.545196536 + T2D risk Body
cg01948390 SVIP chr11 0.545201897 - T2D risk Body
cg19416470 MEIS2 chr15 0.545361961 + T2D risk 5'UTR
cg19416470 MEIS2 chr15 0.545361961 + T2D risk TSS1500
cg00456950 ITGB1 chr10 0.545450726 + T2D risk TSS1500
cg00456950 ITGB1 chr10 0.545450726 + T2D risk 5'UTR
cg06419562 PRKCB chr16 0.545451634 - T2D risk Body
cg11050527 ATP6V1H chr8 0.545453192 + T2D risk 5'UTR
cg11050527 ATP6V1H chr8 0.545453192 + T2D risk 1stExon
cg00718452 ARID2 chr12 0.545551226 + T2D risk 3'UTR
cg12578615 CPLX2 chr5 0.54564265 + T2D risk 5'UTR
cg05793240 GNA12 chr7 0.545645971 + T2D risk Body
cg26293014 NCOA7 chr6 0.545670929 + T2D risk Body
cg02706205 GALK2 chr15 0.545774478 + T2D risk TSS200

ch.15.607847R GALK2 chr15 0.545917626 + T2D risk Body
cg03150082 ENAH chr1 0.546072651 + T2D risk Body
cg19856701 NF1 chr17 0.546094965 + T2D risk 3'UTR
cg19856701 NF1 chr17 0.546094965 + T2D risk Body
cg18288907 SCAF8 chr6 0.546173019 + T2D risk Body
cg03721109 CRYL1 chr13 0.546310886 + T2D risk Body
cg23338195 SLC30A8 chr8 0.546326954 - T2D risk TSS1500
cg23924939 POLA1 chrX 0.546345646 + T2D risk Body
cg07554478 ATP6V1A chr3 0.546355239 - T2D risk 5'UTR
cg17682255 PDE7A chr8 0.546386294 + T2D risk Body
cg23340034 ST6GAL1 chr3 0.546622671 - T2D risk Body
cg15019644 ENAH chr1 0.546856779 - T2D risk Body
cg11638352 PDE8A chr15 0.546860796 - T2D risk 5'UTR



cg11638352 PDE8A chr15 0.546860796 - T2D risk Body
cg00153831 TSHZ1 chr18 0.546865086 + T2D risk 5'UTR
cg00153831 TSHZ1 chr18 0.546865086 + T2D risk Body
cg25260582 AMD1 chr6 0.546948279 + T2D risk 5'UTR
cg08635011 CUX2 chr12 0.547062716 - T2D risk Body
cg02646615 ERC2 chr3 0.547181621 - T2D risk 5'UTR
cg01955214 PLEKHG3 chr14 0.547226708 + T2D risk 5'UTR
cg24175288 NCOA7 chr6 0.547375683 + T2D risk 5'UTR
cg25622597 RHOA chr3 0.547381131 + T2D risk 1stExon
cg25622597 RHOA chr3 0.547381131 + T2D risk 5'UTR
cg23587915 ZHX2 chr8 0.547390219 - T2D risk 5'UTR
cg07872115 TTC28 chr22 0.547432782 + T2D risk Body
cg15436936 SCAF8 chr6 0.547627131 + T2D risk Body
cg21113768 PLAGL1 chr6 0.547698547 + T2D risk TSS1500
cg12844290 CUX2 chr12 0.5477917 - T2D risk Body
cg00904723 ATP6V1A chr3 0.547792189 - T2D risk ExonBnd
cg00904723 ATP6V1A chr3 0.547792189 - T2D risk Body
cg24844230 CHFR chr12 0.547812795 + T2D risk Body
cg21460095 SLIT3 chr5 0.547823461 - T2D risk Body
cg15430525 ARIH1 chr15 0.547853729 - T2D risk Body
cg20884241 CUX1 chr7 0.548166563 + T2D risk Body
cg19083007 RCAN2 chr6 0.548405666 + T2D risk TSS1500
cg06969479 TMEM131 chr2 0.548465411 + T2D risk Body
cg10116636 KIAA1217 chr10 0.548636764 - T2D risk 5'UTR
cg02203055 SPOCK1 chr5 0.548744455 + T2D risk Body
cg09009074 LMCD1 chr3 0.548770911 - T2D risk TSS200
cg03340398 SLC7A2 chr8 0.548789401 + T2D risk 5'UTR
cg18762488 MET chr7 0.548811268 + T2D risk Body
cg16125666 CLOCK chr4 0.548953969 - T2D risk TSS1500
cg03670115 DYNC1I2 chr2 0.54896057 + T2D risk 5'UTR
cg03670115 DYNC1I2 chr2 0.54896057 + T2D risk 1stExon
cg12580389 SLIT3 chr5 0.549028517 + T2D risk Body
cg08027238 MYO6 chr6 0.549234215 + T2D risk 5'UTR
cg06909274 ITPKB chr1 0.549246407 + T2D risk Body

ch.11.152092R NUP98 chr11 0.549323303 - T2D risk Body
cg02650170 TENM2 chr5 0.549360923 - T2D risk Body
cg16250093 MGRN1 chr16 0.549385057 - T2D risk Body
cg13447009 TTC28 chr22 0.549466328 + T2D risk Body
cg11478896 GNA12 chr7 0.549497997 - T2D risk Body
cg18243357 ERC2 chr3 0.549539427 - T2D risk 3'UTR
cg25863391 DDC chr7 0.549574611 - T2D risk 5'UTR
cg06021990 FLT1 chr13 0.549690755 - T2D risk Body
cg18633693 KIAA1217 chr10 0.549723224 - T2D risk TSS1500
cg08212266 CUX1 chr7 0.549833678 + T2D risk Body
cg25366903 ATP8A2 chr13 0.549942058 + T2D risk Body
cg05141089 PDE5A chr4 0.550037648 - T2D risk TSS200
cg05141089 PDE5A chr4 0.550037648 - T2D risk TSS1500
cg15192909 ATP4A chr19 0.550212188 + T2D risk Body
cg09327847 PRKCB chr16 0.55030494 + T2D risk Body
cg24356742 ERC2 chr3 0.550383596 + T2D risk Body
cg09441903 PRKAG2 chr7 0.550492036 + T2D risk Body
cg05060807 PRKAG2 chr7 0.55053477 + T2D risk Body
cg11543957 PRKAG2 chr7 0.550707303 + T2D risk Body
cg27546237 COL4A1 chr13 0.550723909 - T2D risk TSS1500
cg25697292 WWP2 chr16 0.550794723 - T2D risk Body
cg19303239 ST6GAL1 chr3 0.550820044 + T2D risk 5'UTR
cg25113157 CUX2 chr12 0.550828686 - T2D risk Body
cg12349030 NUP98 chr11 0.550849499 - T2D risk 5'UTR
cg12349030 NUP98 chr11 0.550849499 - T2D risk 1stExon
cg12531838 DIP2C chr10 0.550921244 - T2D risk Body
cg24569082 CLIC5 chr6 0.551010839 + T2D risk Body
cg25373484 SKAP1 chr17 0.551041994 + T2D risk Body
cg24807198 GRK5 chr10 0.551048718 + T2D risk Body
cg20485865 STX6 chr1 0.55117707 + T2D risk TSS1500
cg15797175 PACRG chr6 0.551197765 - T2D risk Body
cg06270249 ERC2 chr3 0.551337873 - T2D risk Body
cg20406483 EVI5 chr1 0.551380514 - T2D risk ExonBnd
cg20406483 EVI5 chr1 0.551380514 - T2D risk Body
cg22994024 CADM1 chr11 0.551389125 - T2D risk 3'UTR
cg01259619 ITPKB chr1 0.551408475 + T2D risk 5'UTR



cg13679083 ARL15 chr5 0.551475556 - T2D risk Body
cg06941655 USP53 chr4 0.55148479 - T2D risk 5'UTR
cg14895029 GNA12 chr7 0.551681699 - T2D risk Body
cg13127598 PRKCB chr16 0.551729401 + T2D risk Body
cg14274656 ANK3 chr10 0.551860631 - T2D risk 1stExon
cg14274656 ANK3 chr10 0.551860631 - T2D risk 5'UTR
cg14274656 ANK3 chr10 0.551860631 - T2D risk Body
cg24315860 SRPK2 chr7 0.552040055 - T2D risk TSS200
cg11474135 ANK2 chr4 0.552116036 - T2D risk Body
cg19871598 CLEC16A chr16 0.552117378 - T2D risk Body
cg23128584 DIP2C chr10 0.552237226 + T2D risk Body
cg05233160 PDE8A chr15 0.552275418 - T2D risk Body
cg06997134 KREMEN1 chr22 0.552371643 - T2D risk Body
cg26975271 WWP2 chr16 0.552433217 - T2D risk Body
cg07109965 ATXN1 chr6 0.552572465 - T2D risk 5'UTR
cg05374171 PRKCE chr2 0.552791456 + T2D risk Body
cg20546935 TPCN1 chr12 0.552803409 - T2D risk 5'UTR
cg20546935 TPCN1 chr12 0.552803409 - T2D risk Body
cg01492538 GNA12 chr7 0.552813986 - T2D risk Body
cg09404290 ADCY5 chr3 0.55293438 - T2D risk Body
cg16381076 ITPKB chr1 0.553121612 + T2D risk Body
cg15044010 SRPK2 chr7 0.553330318 - T2D risk Body
cg16469046 INPP4A chr2 0.553338004 - T2D risk 5'UTR
cg09425164 PDE8A chr15 0.553339473 + T2D risk Body
cg26266308 PDE7A chr8 0.553352109 - T2D risk 5'UTR
cg26266308 PDE7A chr8 0.553352109 - T2D risk 1stExon
cg26266308 PDE7A chr8 0.553352109 - T2D risk Body
cg08368169 ATP8A2 chr13 0.553387616 - T2D risk Body
cg07219384 MAN1A1 chr6 0.553457822 + T2D risk Body
cg26713219 ACTN4 chr19 0.553536087 - T2D risk Body
cg24612498 LMCD1 chr3 0.553562932 + T2D risk Body
cg27410091 PDE7A chr8 0.553563675 - T2D risk Body
cg00131482 ANK2 chr4 0.553580776 - T2D risk Body
cg19646538 PACS1 chr11 0.55359383 - T2D risk TSS1500
cg16304927 SLIT3 chr5 0.553629144 + T2D risk Body
cg13647309 CCNB1 chr5 0.55368641 - T2D risk 3'UTR
cg04102510 ITPKB chr1 0.553756569 + T2D risk Body
cg04915058 ERC2 chr3 0.553990358 + T2D risk 3'UTR
cg05231821 ACTN4 chr19 0.554043905 + T2D risk TSS200
cg16968297 PDLIM5 chr4 0.554083767 - T2D risk 5'UTR
cg16968297 PDLIM5 chr4 0.554083767 - T2D risk Body
cg16051089 ITGA1 chr5 0.554345556 + T2D risk TSS200
cg04643554 KIAA1217 chr10 0.554450592 + T2D risk Body
cg22273589 TSC22D1 chr13 0.554454359 - T2D risk TSS1500
cg22273589 TSC22D1 chr13 0.554454359 - T2D risk Body
cg14727383 NCOA2 chr8 0.554648518 - T2D risk Body
cg05204809 ERC2 chr3 0.554679406 - T2D risk 3'UTR
cg01878750 GNA12 chr7 0.554750885 + T2D risk Body
cg09556492 PHACTR1 chr6 0.554758575 - T2D risk Body
cg17699704 SGSM2 chr17 0.554775893 - T2D risk TSS1500
cg01738095 ASXL2 chr2 0.554897338 + T2D risk TSS1500
cg24014236 SH3GL2 chr9 0.55508005 + T2D risk 5'UTR
cg24014236 SH3GL2 chr9 0.55508005 + T2D risk 1stExon
cg00016814 CNTNAP2 chr7 0.555110078 + T2D risk Body
cg17299387 RNF157 chr17 0.555144936 + T2D risk Body
cg17026475 MEIS2 chr15 0.555187583 - T2D risk 5'UTR
cg17026475 MEIS2 chr15 0.555187583 - T2D risk 1stExon
cg17026475 MEIS2 chr15 0.555187583 - T2D risk Body
cg17026475 MEIS2 chr15 0.555187583 - T2D risk TSS1500
cg02603526 DDC chr7 0.555204142 - T2D risk 5'UTR
cg04628881 GALK2 chr15 0.555337467 + T2D risk 5'UTR
cg04628881 GALK2 chr15 0.555337467 + T2D risk Body
cg00946155 SEZ6L chr22 0.555410721 + T2D risk Body
cg12103354 CLIC5 chr6 0.555541757 - T2D risk TSS1500
cg26975461 USP53 chr4 0.555541992 - T2D risk 5'UTR
cg02487809 GRK5 chr10 0.555588367 + T2D risk Body
cg00181154 ST6GAL1 chr3 0.555599376 - T2D risk TSS1500
cg25998678 GALK2 chr15 0.555613303 - T2D risk 5'UTR
cg25998678 GALK2 chr15 0.555613303 - T2D risk 1stExon
cg25998678 GALK2 chr15 0.555613303 - T2D risk Body



cg20224867 ULK4 chr3 0.55580429 + T2D risk Body
cg04782618 TENM2 chr5 0.556096453 + T2D risk Body
cg15267873 DNAJC13 chr3 0.556245671 + T2D risk Body
cg01528425 APC chr5 0.556336962 + T2D risk TSS200
cg19410750 SCAF11 chr12 0.556370524 - T2D risk Body
cg06328725 PACRG chr6 0.556495949 + T2D risk Body
cg15001981 AGPAT3 chr21 0.556859624 - T2D risk 5'UTR
cg25674102 KIAA1217 chr10 0.557079601 - T2D risk Body
cg15024660 ARL15 chr5 0.557126317 - T2D risk Body
cg23495031 PRKAG2 chr7 0.55717435 - T2D risk Body
cg18393040 MEIS2 chr15 0.557228585 + T2D risk 5'UTR
cg18393040 MEIS2 chr15 0.557228585 + T2D risk TSS1500
cg16085344 ATP8A1 chr4 0.557305409 - T2D risk 3'UTR
cg00872701 PPFIBP1 chr12 0.557315817 - T2D risk 5'UTR
cg08751994 DYNC1I1 chr7 0.557584614 + T2D risk Body
cg13528956 PACS1 chr11 0.557585156 - T2D risk Body
cg17013870 IMPA1 chr8 0.557626758 + T2D risk TSS1500
cg27136228 AMD1 chr6 0.557772148 - T2D risk Body
cg19731401 GNA12 chr7 0.557878956 - T2D risk Body
cg02993937 CNTROB chr17 0.557887198 - T2D risk Body
cg18857899 LMCD1 chr3 0.55790104 - T2D risk Body
cg26451873 CDK8 chr13 0.557918979 + T2D risk Body
cg19566879 ATXN1 chr6 0.557961004 - T2D risk 5'UTR
cg11524513 RHBDD1 chr2 0.557995219 - T2D risk Body
cg25900222 KIAA1109 chr4 0.558005233 - T2D risk Body
cg06596387 TJP1 chr15 0.558038657 - T2D risk 1stExon
cg06596387 TJP1 chr15 0.558038657 - T2D risk 5'UTR
cg06596387 TJP1 chr15 0.558038657 - T2D risk Body
cg20087010 GLG1 chr16 0.558540441 - T2D risk Body
cg18356743 UBL3 chr13 0.55863686 - T2D risk Body
cg19161022 AGPAT3 chr21 0.558757738 - T2D risk 5'UTR
cg19161022 AGPAT3 chr21 0.558757738 - T2D risk TSS1500
cg11160386 MDM1 chr12 0.558777407 - T2D risk Body
cg25860096 RBM4 chr11 0.55884001 + T2D risk Body
cg03154286 RGS7 chr1 0.558841153 + T2D risk 5'UTR
cg27216384 PLAGL1 chr6 0.558905354 + T2D risk TSS1500
cg27216384 PLAGL1 chr6 0.558905354 + T2D risk 5'UTR
cg03907390 GRK5 chr10 0.558908319 + T2D risk Body
cg01282080 NOTCH3 chr19 0.558986896 + T2D risk Body
cg15278747 PACS2 chr14 0.559448861 - T2D risk Body
cg21110337 TPCN1 chr12 0.559520899 - T2D risk Body
cg06945504 SEZ6L chr22 0.559537808 - T2D risk Body
cg16135276 DIP2C chr10 0.559557684 + T2D risk Body
cg17264779 RAP1GAP2 chr17 0.559602122 - T2D risk Body
cg06722976 ITGB1 chr10 0.559663381 + T2D risk 3'UTR
cg06722976 ITGB1 chr10 0.559663381 + T2D risk Body
cg01826124 FLT1 chr13 0.559764763 - T2D risk Body
cg06753153 PLEKHG3 chr14 0.559877328 + T2D risk 5'UTR
cg07486584 DNAH9 chr17 0.559953125 - T2D risk Body
cg05138138 UXS1 chr2 0.55998067 - T2D risk Body
cg02628881 KIAA0355 chr19 0.559983627 + T2D risk TSS1500
cg20189474 PRKCB chr16 0.560045451 + T2D risk Body
cg13556387 ITGB1 chr10 0.560197437 + T2D risk TSS1500
cg13556387 ITGB1 chr10 0.560197437 + T2D risk 5'UTR
cg09970590 MEIS2 chr15 0.560344234 + T2D risk Body
cg06139060 SCARB2 chr4 0.560561037 + T2D risk 3'UTR
cg20638683 CLIC5 chr6 0.560668549 + T2D risk Body
cg22563040 ARL15 chr5 0.560689844 - T2D risk Body
cg26532208 SKAP1 chr17 0.560752209 - T2D risk Body
cg14494018 PHACTR1 chr6 0.560772988 - T2D risk Body
cg12640653 SLIT3 chr5 0.560851938 - T2D risk Body
cg01002284 CEP126 chr11 0.560867033 - T2D risk TSS1500
cg21123740 PDE5A chr4 0.560897194 - T2D risk Body
cg03637447 INPP4A chr2 0.560909608 + T2D risk TSS200
cg04876084 ERC2 chr3 0.560913303 - T2D risk Body
cg07627002 PACS1 chr11 0.561043936 - T2D risk Body
cg23180235 LMCD1 chr3 0.561078008 + T2D risk Body
cg06051213 GRK5 chr10 0.561141448 + T2D risk Body
cg02260576 SGSM2 chr17 0.561264047 + T2D risk Body
cg01666675 ZHX2 chr8 0.561333953 - T2D risk 5'UTR



cg09642428 SPOCK1 chr5 0.561436293 - T2D risk Body
cg19454959 ULK4 chr3 0.561529009 + T2D risk TSS200
cg16319445 TMEM131 chr2 0.561580084 - T2D risk TSS1500
cg16274899 PLEKHG3 chr14 0.56159361 + T2D risk 5'UTR
cg22999536 DIP2C chr10 0.561715896 - T2D risk Body
cg12346351 FAM160A1 chr4 0.561776625 + T2D risk TSS200
cg18077307 TMEM131 chr2 0.561803022 + T2D risk Body
cg16905129 SEC31A chr4 0.561831502 + T2D risk 5'UTR
cg16905129 SEC31A chr4 0.561831502 + T2D risk Body
cg19122463 PCYT1A chr3 0.561859938 - T2D risk ExonBnd
cg19122463 PCYT1A chr3 0.561859938 - T2D risk Body
cg10069305 PACS2 chr14 0.562011218 - T2D risk Body
cg00611847 DDC chr7 0.562081418 + T2D risk Body
cg16386425 DIP2C chr10 0.562084232 - T2D risk Body
cg10479221 SPAG9 chr17 0.562151988 + T2D risk Body
cg05108346 PDLIM5 chr4 0.562211216 - T2D risk 5'UTR
cg05108346 PDLIM5 chr4 0.562211216 - T2D risk Body
cg06668695 ST20 chr15 0.562324024 + T2D risk 5'UTR
cg06668695 ST20 chr15 0.562324024 + T2D risk Body
cg14914809 GAD1 chr2 0.562337704 - T2D risk Body
cg14659678 ARID2 chr12 0.562357082 - T2D risk Body
cg25756435 MAST1 chr19 0.56243872 + T2D risk Body
cg11132198 PPFIBP1 chr12 0.56245432 + T2D risk 3'UTR
cg06516482 PRKAG2 chr7 0.562727388 + T2D risk Body
cg01411440 CNTROB chr17 0.56273443 - T2D risk TSS200
cg02005232 CADM1 chr11 0.562886501 - T2D risk Body
cg23845211 CHFR chr12 0.562980956 - T2D risk Body
cg13917002 APBA1 chr9 0.562986388 - T2D risk 5'UTR
cg14851496 PACS2 chr14 0.563165738 + T2D risk Body
cg09840968 MEIS2 chr15 0.563274714 - T2D risk TSS1500
cg03805527 FLT1 chr13 0.563329282 + T2D risk Body
cg08918431 ANKHD1 chr5 0.563430943 + T2D risk TSS1500
cg12187810 PRKCE chr2 0.563441853 + T2D risk Body
cg27190366 RTN4 chr2 0.563523973 - T2D risk TSS200
cg07102474 TANC2 chr17 0.563531461 + T2D risk Body
cg16087630 CHKA chr11 0.563552452 - T2D risk TSS1500
cg00691830 MEIS2 chr15 0.563746664 - T2D risk Body
cg00982974 CUX1 chr7 0.563797081 + T2D risk Body
cg02315450 YWHAQ chr2 0.563801282 - T2D risk Body
cg08573115 PPFIBP1 chr12 0.563817693 - T2D risk 5'UTR
cg02291472 DNAJC1 chr10 0.563916535 + T2D risk TSS200
cg05838101 TTC28 chr22 0.563982183 + T2D risk Body
cg04554506 MEIS2 chr15 0.56403482 + T2D risk Body
cg00580854 JPH2 chr20 0.564085971 + T2D risk Body
cg05709325 PRKD1 chr14 0.564325314 - T2D risk Body
cg11484783 RNF217 chr6 0.564366307 + T2D risk Body
cg27051502 TSGA10 chr2 0.564435107 - T2D risk Body
cg00927151 SCAF8 chr6 0.564473838 + T2D risk Body
cg20442744 RGS7 chr1 0.564593581 + T2D risk Body
cg13086402 UNC80 chr2 0.564708733 - T2D risk Body
cg27109284 NPEPPS chr17 0.564859291 - T2D risk Body
cg03075966 GRK5 chr10 0.564903869 - T2D risk Body
cg07779484 RHOA chr3 0.564932618 + T2D risk 5'UTR
cg06648782 PACRG chr6 0.565027121 - T2D risk Body
cg11922514 UNC80 chr2 0.565124743 - T2D risk Body
cg13601997 LMX1B chr9 0.56535223 - T2D risk TSS1500
cg25326688 TENM2 chr5 0.565472964 + T2D risk Body
cg13760845 FLT1 chr13 0.565511058 + T2D risk Body
cg03938187 FBXO11 chr2 0.565564219 - T2D risk Body
cg27472701 MET chr7 0.565593843 + T2D risk 5'UTR
cg27201627 CDH22 chr20 0.56561426 - T2D risk Body
cg07806801 CADM1 chr11 0.565693383 - T2D risk 3'UTR
cg10860568 CEP126 chr11 0.565790385 - T2D risk Body
cg03512465 DIP2C chr10 0.565806219 + T2D risk Body
cg03828860 CNTROB chr17 0.565859651 - T2D risk 1stExon
cg03828860 CNTROB chr17 0.565859651 - T2D risk 5'UTR
cg20281905 CUX1 chr7 0.565986486 + T2D risk Body
cg20091587 SEC31A chr4 0.566041169 + T2D risk Body
cg03455828 CLEC16A chr16 0.566111075 - T2D risk Body
cg06171908 USP29 chr19 0.56612875 - T2D risk TSS1500



cg14075393 ATP8A2 chr13 0.56622078 + T2D risk Body
cg21571596 RPGR chrX 0.566242844 + T2D risk Body
cg04509648 TAZ chrX 0.566270106 - T2D risk Body
cg26132715 ANK3 chr10 0.56641081 - T2D risk Body
cg16846532 DDC chr7 0.566467526 - T2D risk TSS1500
cg22811859 LAP3 chr4 0.566488405 + T2D risk Body
cg05252062 CUX1 chr7 0.566507359 - T2D risk Body
cg26344026 PACS1 chr11 0.566607104 + T2D risk Body
cg21026553 KCNJ12 chr17 0.566799578 - T2D risk 5'UTR
cg21026553 KCNJ12 chr17 0.566799578 - T2D risk 1stExon
cg06481699 CUX1 chr7 0.566822583 - T2D risk TSS1500
cg12854721 CUX1 chr7 0.566912609 - T2D risk Body
cg11830387 TSC22D1 chr13 0.56693673 - T2D risk Body
cg02296478 ANK2 chr4 0.566993336 + T2D risk Body
cg14345978 GNA12 chr7 0.567044162 - T2D risk Body
cg14345978 GNA12 chr7 0.567044162 - T2D risk TSS1500
cg16776670 POLA1 chrX 0.567261143 + T2D risk Body

ch.7.141697R GNA12 chr7 0.567266562 + T2D risk Body
cg27322545 IFT74 chr9 0.567285689 - T2D risk TSS1500
cg27322545 IFT74 chr9 0.567285689 - T2D risk TSS200
cg14580919 KDM4B chr19 0.56746316 + T2D risk Body
cg10325509 KIAA1217 chr10 0.567501726 - T2D risk 5'UTR
cg00290758 GRK5 chr10 0.567528138 - T2D risk Body
cg07793203 YWHAQ chr2 0.567563785 - T2D risk TSS1500
cg23633413 CHFR chr12 0.567661956 + T2D risk Body
cg07298363 ITGA1 chr5 0.567716113 - T2D risk Body
cg00577375 PRKAG2 chr7 0.567719474 + T2D risk Body
cg08445905 NUF2 chr1 0.567735641 - T2D risk Body
cg18852426 TJP1 chr15 0.567765343 + T2D risk Body
cg17286211 ATP4A chr19 0.56776536 - T2D risk Body
cg26202404 SUB1 chr5 0.567835807 - T2D risk Body
cg25371487 RTN4 chr2 0.567887357 - T2D risk TSS1500
cg13037901 ST20 chr15 0.567896558 - T2D risk 5'UTR
cg13037901 ST20 chr15 0.567896558 - T2D risk Body
cg26019654 ARL15 chr5 0.56800833 - T2D risk Body
cg15341833 UXS1 chr2 0.568058043 + T2D risk Body
cg21858225 PDE5A chr4 0.568110242 - T2D risk Body
cg24436196 ERC2 chr3 0.568181115 + T2D risk Body
cg16897885 KCNJ12 chr17 0.568274596 - T2D risk 5'UTR
cg01793956 RRAGB chrX 0.568501874 + T2D risk Body
cg01793956 RRAGB chrX 0.568501874 + T2D risk ExonBnd
cg26718511 SCGN chr6 0.568527328 - T2D risk 5'UTR
cg26718511 SCGN chr6 0.568527328 - T2D risk 1stExon
cg21828951 CUL1 chr7 0.56856934 + T2D risk 5'UTR
cg22074675 CHKA chr11 0.568587806 + T2D risk 1stExon
cg22074675 CHKA chr11 0.568587806 + T2D risk 5'UTR
cg00519208 EVI5 chr1 0.568659474 - T2D risk TSS1500
cg17763260 MAST1 chr19 0.568826501 - T2D risk Body
cg17201960 UXS1 chr2 0.568858709 + T2D risk Body
cg13119097 RNF157 chr17 0.568863656 + T2D risk Body
cg14661161 NCOA2 chr8 0.568893258 + T2D risk 5'UTR
cg11499681 DNAH9 chr17 0.569082162 - T2D risk TSS200
cg25264004 GAD1 chr2 0.569146172 - T2D risk 5'UTR
cg25646239 UXS1 chr2 0.569254386 + T2D risk Body
cg25646239 UXS1 chr2 0.569254386 + T2D risk TSS1500
cg03893806 DENND4C chr9 0.569266418 - T2D risk Body
cg15859278 UBE2K chr4 0.569342188 + T2D risk Body
cg26833784 FLT1 chr13 0.569361493 + T2D risk 3'UTR
cg11797265 ATXN1 chr6 0.569525763 + T2D risk 5'UTR
cg23184174 SLIT3 chr5 0.56960564 - T2D risk Body
cg23042387 DIP2C chr10 0.569869202 + T2D risk Body
cg04502145 ROBO2 chr3 0.569870891 - T2D risk 5'UTR
cg04502145 ROBO2 chr3 0.569870891 - T2D risk Body
cg20758834 ANK2 chr4 0.570126372 + T2D risk Body
cg12888632 PTPRU chr1 0.57014381 - T2D risk Body
cg13831483 RNF157 chr17 0.570167413 - T2D risk Body
cg21005024 DDC chr7 0.570168251 + T2D risk Body
cg01584205 RNF157 chr17 0.570330648 - T2D risk Body
cg01584205 RNF157 chr17 0.570330648 - T2D risk ExonBnd
cg14899615 ZHX2 chr8 0.57035627 + T2D risk 5'UTR



cg05026785 KCNIP3 chr2 0.570511222 - T2D risk TSS1500
cg08021602 DACH1 chr13 0.570550119 - T2D risk Body
cg10936841 CPLX2 chr5 0.570613505 - T2D risk 5'UTR
cg18334288 DIP2C chr10 0.570805833 + T2D risk Body
cg16232702 DDHD2 chr8 0.570870619 + T2D risk 5'UTR
cg16232702 DDHD2 chr8 0.570870619 + T2D risk TSS200
cg07137244 NF1 chr17 0.570872322 - T2D risk Body
cg09413378 ADCY5 chr3 0.570961963 - T2D risk Body
cg09661016 SEZ6L chr22 0.570962462 + T2D risk Body
cg09887953 SLIT3 chr5 0.571005392 + T2D risk Body
cg12172612 NUCB2 chr11 0.571073613 + T2D risk Body
cg12172612 NUCB2 chr11 0.571073613 + T2D risk ExonBnd
cg13999415 SSBP2 chr5 0.57125036 - T2D risk TSS1500
cg00800606 ST8SIA1 chr12 0.571399558 + T2D risk 3'UTR
cg04273674 NCOA7 chr6 0.571472485 - T2D risk Body
cg04273674 NCOA7 chr6 0.571472485 - T2D risk TSS1500
cg05147453 NCOA2 chr8 0.571634899 + T2D risk Body
cg24241655 ZRANB1 chr10 0.571687338 - T2D risk Body
cg13263093 PHACTR1 chr6 0.571688241 + T2D risk Body
cg23204897 PHACTR1 chr6 0.571714276 - T2D risk Body
cg26758826 TENM2 chr5 0.571750758 + T2D risk Body
cg25833403 DACH1 chr13 0.571810106 + T2D risk Body
cg03403093 INPP4A chr2 0.571937755 + T2D risk 5'UTR
cg10400227 COL4A1 chr13 0.571941158 - T2D risk TSS1500
cg26697116 ST20 chr15 0.572037669 - T2D risk 5'UTR
cg26697116 ST20 chr15 0.572037669 - T2D risk Body
cg17446583 BCAT1 chr12 0.572108705 + T2D risk Body
cg01323926 DLL4 chr15 0.572386431 - T2D risk TSS1500
cg26648818 TOX3 chr16 0.572568422 + T2D risk TSS200
cg26648818 TOX3 chr16 0.572568422 + T2D risk TSS1500
cg20492354 ARL15 chr5 0.572617955 + T2D risk Body
cg11664313 DACH1 chr13 0.572816417 + T2D risk TSS1500
cg05380956 ULK4 chr3 0.572971479 - T2D risk Body
cg24750627 PLAGL1 chr6 0.572990504 + T2D risk TSS1500
cg12528184 TMEM131 chr2 0.57301565 - T2D risk Body
cg11102019 SEMA3G chr3 0.573107584 - T2D risk TSS200
cg10893864 ADCY5 chr3 0.573128006 - T2D risk Body
cg02708898 ATP6V1H chr8 0.573225047 - T2D risk 5'UTR
cg02708898 ATP6V1H chr8 0.573225047 - T2D risk TSS1500
cg02708898 ATP6V1H chr8 0.573225047 - T2D risk 1stExon
cg20994699 PDE3A chr12 0.573308655 - T2D risk Body
cg10629367 ATXN1 chr6 0.573671816 + T2D risk 5'UTR
cg19005390 COL4A1 chr13 0.57368051 - T2D risk Body
cg13512138 CHID1 chr11 0.573743752 + T2D risk 5'UTR
cg19212948 RBBP6 chr16 0.57396164 - T2D risk 5'UTR
cg19212948 RBBP6 chr16 0.57396164 - T2D risk 1stExon
cg17045869 SUB1 chr5 0.57399934 - T2D risk 5'UTR
cg17045869 SUB1 chr5 0.57399934 - T2D risk 1stExon
cg25942783 PPFIBP1 chr12 0.574033192 - T2D risk 5'UTR
cg08665196 ST8SIA1 chr12 0.57403638 + T2D risk Body
cg16922523 CADM1 chr11 0.574036522 + T2D risk Body
cg25335440 CUX1 chr7 0.574227704 + T2D risk Body
cg08896456 KCNIP3 chr2 0.574229998 + T2D risk Body
cg04332110 CLEC16A chr16 0.574343919 - T2D risk Body
cg04332110 CLEC16A chr16 0.574343919 - T2D risk ExonBnd
cg04279973 PRKCB chr16 0.574346559 - T2D risk TSS1500
cg02216200 PPFIBP1 chr12 0.574417051 + T2D risk 5'UTR
cg02216200 PPFIBP1 chr12 0.574417051 + T2D risk Body
cg02067908 ERC2 chr3 0.57460737 + T2D risk 3'UTR
cg01028000 ARL8B chr3 0.574647575 - T2D risk Body
cg23689697 SSB chr2 0.574650686 + T2D risk Body
cg23689697 SSB chr2 0.574650686 + T2D risk ExonBnd
cg21750800 CLEC16A chr16 0.57470259 + T2D risk Body
cg22266009 KCNJ12 chr17 0.574806382 + T2D risk 5'UTR
cg23165545 RHOA chr3 0.575154982 - T2D risk TSS200
cg07309144 NPEPPS chr17 0.575265623 - T2D risk Body
cg03627409 PTPRU chr1 0.575321138 - T2D risk Body
cg22528270 PRKAG2 chr7 0.575389636 - T2D risk 5'UTR
cg22528270 PRKAG2 chr7 0.575389636 - T2D risk Body
cg15610472 ARL15 chr5 0.575411504 - T2D risk Body



cg04927066 SPOCK1 chr5 0.575503013 - T2D risk Body
cg25412448 PACRG chr6 0.575649212 - T2D risk Body
cg02659867 KDM4B chr19 0.575687883 + T2D risk Body
cg01342448 ATRNL1 chr10 0.575712723 - T2D risk Body
cg13781197 PDE8A chr15 0.57576599 + T2D risk Body
cg26553736 GALK2 chr15 0.575786797 + T2D risk Body
cg12230180 GRK5 chr10 0.575964693 - T2D risk Body
cg09543660 CLASP2 chr3 0.575981065 + T2D risk Body
cg10093934 PDK1 chr2 0.576024981 - T2D risk Body
cg26428889 MET chr7 0.576029912 - T2D risk TSS1500
cg27262174 KREMEN1 chr22 0.576082497 - T2D risk Body
cg22116492 MET chr7 0.576297192 - T2D risk Body
cg17878351 CLIC5 chr6 0.576377087 + T2D risk Body
cg20136435 CRYL1 chr13 0.576473628 + T2D risk TSS1500
cg25714057 ADCY5 chr3 0.576556177 - T2D risk Body
cg23697486 CUX2 chr12 0.576643364 - T2D risk Body
cg05897030 PPFIBP1 chr12 0.576644767 - T2D risk 5'UTR
cg20190649 SKAP1 chr17 0.576869668 - T2D risk Body
cg14706661 CUX2 chr12 0.576980024 + T2D risk 3'UTR
cg16448401 DIP2C chr10 0.576985675 + T2D risk Body
cg21928347 CDH22 chr20 0.577005427 + T2D risk Body
cg02312647 INPP4A chr2 0.577027129 + T2D risk Body
cg26059418 BCAT1 chr12 0.577156143 + T2D risk Body
cg13021301 CNTROB chr17 0.577160778 + T2D risk 1stExon
cg25638118 ARIH1 chr15 0.57741649 + T2D risk Body
cg03789645 CUL1 chr7 0.577543448 + T2D risk TSS1500
cg26467673 KIAA0355 chr19 0.577565928 - T2D risk 5'UTR
cg17252780 SNX4 chr3 0.577599293 + T2D risk Body
cg24282422 SNX4 chr3 0.577691673 - T2D risk TSS200
cg20890687 PPFIBP1 chr12 0.577844473 + T2D risk Body
cg10164018 SMG7 chr1 0.577859045 - T2D risk TSS1500
cg17897352 GRK5 chr10 0.577987386 + T2D risk Body
cg21245372 NUP98 chr11 0.578006681 + T2D risk TSS1500
cg04659658 DENND4C chr9 0.578006704 + T2D risk TSS1500
cg27060609 SEZ6L chr22 0.578094556 + T2D risk Body
cg13855589 ASH1L chr1 0.578151408 + T2D risk Body
cg18208632 SLIT3 chr5 0.578343412 - T2D risk Body
cg06613666 ARID2 chr12 0.578399258 + T2D risk TSS1500
cg01941881 PACS2 chr14 0.578455788 + T2D risk Body
cg26407811 PRKAG2 chr7 0.578470101 - T2D risk Body
cg02377544 MEIS2 chr15 0.578482063 + T2D risk Body
cg18070802 GLG1 chr16 0.578515184 - T2D risk Body
cg03592906 KDM4B chr19 0.578749097 - T2D risk Body
cg07910010 FARSB chr2 0.578866188 - T2D risk Body
cg19149140 NUP98 chr11 0.578973799 - T2D risk 3'UTR
cg15602999 PDE3A chr12 0.579001094 - T2D risk 1stExon
cg15602999 PDE3A chr12 0.579001094 - T2D risk Body
cg12901835 GNA12 chr7 0.579031902 + T2D risk Body
cg03830169 INPP4A chr2 0.57903255 + T2D risk Body
cg04566019 TENM2 chr5 0.579071938 - T2D risk Body
cg12759997 TMEM59 chr1 0.579303995 - T2D risk 1stExon
cg23698832 SLC29A4 chr7 0.579308063 + T2D risk Body
cg03348965 PDE5A chr4 0.579511928 + T2D risk Body
cg10296301 PACRG chr6 0.579515354 - T2D risk Body
cg11839771 ST20 chr15 0.57970671 + T2D risk 5'UTR
cg07236912 PDLIM5 chr4 0.579911751 + T2D risk Body
cg09769542 TOX3 chr16 0.580004692 + T2D risk TSS1500
cg20085125 ATP6V1A chr3 0.580060484 + T2D risk Body
cg04555836 MYO6 chr6 0.580148192 - T2D risk TSS1500
cg01263942 DIP2C chr10 0.580152944 - T2D risk Body
cg16739639 ITPKB chr1 0.58018396 + T2D risk Body
cg26980138 MDM1 chr12 0.580210418 - T2D risk TSS1500
cg23263176 TENM2 chr5 0.580249248 + T2D risk Body
cg06085476 CLOCK chr4 0.580370065 - T2D risk TSS1500
cg07102262 PPFIBP1 chr12 0.58042185 + T2D risk 5'UTR
cg05070265 ERC2 chr3 0.580543761 + T2D risk Body
cg16366546 KIAA1217 chr10 0.580564242 + T2D risk Body
cg24470298 DIP2C chr10 0.580591368 + T2D risk Body
cg09300914 NGLY1 chr3 0.580638485 - T2D risk Body
cg09300914 OXSM chr3 0.580638485 - T2D risk TSS1500



cg04825276 DIP2C chr10 0.58079084 + T2D risk Body
cg14886857 MEIS2 chr15 0.581033257 + T2D risk Body
cg26765295 CLEC16A chr16 0.581067511 - T2D risk Body
cg09980876 TAB2 chr6 0.581075106 + T2D risk Body
cg01260541 MAN1A1 chr6 0.581077824 - T2D risk 3'UTR
cg24532476 CHFR chr12 0.581083055 + T2D risk Body
cg13250776 ATP8A2 chr13 0.581204834 + T2D risk Body
cg03486689 USP53 chr4 0.581218747 - T2D risk 5'UTR
cg03486689 USP53 chr4 0.581218747 - T2D risk 1stExon
cg18936283 DIP2C chr10 0.581277378 + T2D risk Body
cg18835815 ATP6V1H chr8 0.581278232 + T2D risk TSS1500
cg11588932 NPAT chr11 0.581294193 + T2D risk Body
cg05698732 COL4A1 chr13 0.581306555 + T2D risk Body
cg16824480 RNF157 chr17 0.581490423 - T2D risk Body
cg17347903 WWP2 chr16 0.581572869 + T2D risk 5'UTR
cg12158810 KCNIP3 chr2 0.581783554 + T2D risk TSS1500
cg24933651 ROBO2 chr3 0.582044266 - T2D risk TSS200
cg24933651 ROBO2 chr3 0.582044266 - T2D risk Body
cg05041125 GRK5 chr10 0.58209674 - T2D risk Body
cg04183188 RGS7 chr1 0.582287551 + T2D risk Body
cg16356528 PI15 chr8 0.582498679 + T2D risk Body
cg20180629 CUX1 chr7 0.582527118 - T2D risk Body
cg17280671 ATP8A1 chr4 0.582595598 + T2D risk Body
cg09030592 ST8SIA1 chr12 0.582641793 + T2D risk 5'UTR
cg09030592 ST8SIA1 chr12 0.582641793 + T2D risk Body
cg00127725 ST6GAL1 chr3 0.582681993 + T2D risk Body
cg10077239 PRKD1 chr14 0.582741583 - T2D risk TSS1500
cg11820818 PHF21A chr11 0.582761003 + T2D risk 5'UTR
cg18083595 USP29 chr19 0.582794285 - T2D risk TSS1500
cg08036668 GALK2 chr15 0.582814332 - T2D risk Body
cg08036668 GALK2 chr15 0.582814332 - T2D risk TSS1500
cg12833451 CLASP2 chr3 0.582928549 - T2D risk Body
cg11778573 CUX1 chr7 0.582964105 + T2D risk Body
cg17798175 PACS1 chr11 0.582988213 + T2D risk Body
cg01278718 PACS1 chr11 0.583022263 + T2D risk Body
cg19376807 PICALM chr11 0.583078712 + T2D risk Body
cg02154972 KIAA1217 chr10 0.583101057 - T2D risk 5'UTR
cg15944762 SPAG9 chr17 0.583152278 + T2D risk 1stExon
cg25019847 GRK5 chr10 0.583202803 - T2D risk Body
cg25871594 RAP1GAP2 chr17 0.583265507 + T2D risk Body
cg08234256 COL4A1 chr13 0.583516806 - T2D risk Body
cg23762306 CREBBP chr16 0.583549375 + T2D risk Body
cg15825617 GALK2 chr15 0.583563874 + T2D risk Body
cg06835392 CUX2 chr12 0.583571891 - T2D risk Body
cg09839914 PPP1R12A chr12 0.583616194 - T2D risk Body
cg03424584 CDK8 chr13 0.583639583 - T2D risk Body
cg15547162 GALK2 chr15 0.583670833 - T2D risk Body
cg16023991 TSC22D1 chr13 0.583961703 + T2D risk Body
cg08720527 PTPRU chr1 0.583986917 - T2D risk Body
cg11168904 ATP8A1 chr4 0.584001794 + T2D risk Body
cg02182571 USP53 chr4 0.584026572 - T2D risk TSS1500
cg26207423 HMBOX1 chr8 0.584102591 + T2D risk 5'UTR
cg21820708 CDH22 chr20 0.584122327 + T2D risk Body
cg01904227 DNAJC1 chr10 0.584166681 - T2D risk Body
cg15814658 SPAG9 chr17 0.584301357 - T2D risk 5'UTR
cg15814658 SPAG9 chr17 0.584301357 - T2D risk 1stExon
cg04975172 TTC28 chr22 0.58449029 + T2D risk Body
cg13432154 PRMT3 chr11 0.584506847 - T2D risk TSS200
cg09670276 PCYT1A chr3 0.584552221 - T2D risk 5'UTR
cg12591318 TAZ chrX 0.584557587 + T2D risk ExonBnd
cg12591318 TAZ chrX 0.584557587 + T2D risk Body
cg10180848 GRK5 chr10 0.584624511 + T2D risk Body
cg04434611 PDLIM5 chr4 0.584655434 - T2D risk 5'UTR
cg04434611 PDLIM5 chr4 0.584655434 - T2D risk Body
cg10610482 NPAT chr11 0.584692296 + T2D risk Body
cg08585518 RSF1 chr11 0.584732713 + T2D risk Body
cg08585518 RSF1 chr11 0.584732713 + T2D risk ExonBnd
cg04926668 PACS2 chr14 0.584781833 - T2D risk Body
cg14030258 PTPRU chr1 0.584878862 + T2D risk Body
cg12936255 ST6GAL1 chr3 0.584921433 + T2D risk 5'UTR



cg17817619 PACRG chr6 0.58505903 - T2D risk TSS200
cg17817619 PACRG chr6 0.58505903 - T2D risk TSS1500
cg08345526 ITPKB chr1 0.585089858 - T2D risk Body
cg01954514 CHFR chr12 0.585096906 - T2D risk Body
cg19703240 CUX1 chr7 0.585166146 + T2D risk Body
cg00006301 ANK3 chr10 0.585185974 + T2D risk TSS200
cg00006301 ANK3 chr10 0.585185974 + T2D risk Body
cg03448612 GAD1 chr2 0.585280328 + T2D risk TSS1500
cg02896222 KREMEN1 chr22 0.58537688 - T2D risk Body
cg14802481 MYO6 chr6 0.585446489 + T2D risk Body
cg16143378 CADM1 chr11 0.585500216 + T2D risk Body
cg13671526 ADCY5 chr3 0.585520763 - T2D risk Body
cg01379400 AGPAT3 chr21 0.58557681 + T2D risk Body
cg03295552 DIP2C chr10 0.585587005 + T2D risk Body
cg19895185 PACS2 chr14 0.58567368 - T2D risk Body
cg23423910 KIAA1109 chr4 0.585685022 + T2D risk Body
cg15030415 RAP1GAP2 chr17 0.585733139 - T2D risk Body
cg22221575 PCYT1A chr3 0.585832656 + T2D risk 3'UTR
cg21521683 ST8SIA1 chr12 0.585882642 + T2D risk TSS200
cg08934607 PRMT3 chr11 0.586012495 + T2D risk Body
cg08934607 PRMT3 chr11 0.586012495 + T2D risk 5'UTR
cg08470863 ROBO2 chr3 0.586092224 - T2D risk Body
cg18914215 TPCN1 chr12 0.586126819 + T2D risk TSS200
cg24101578 CDH22 chr20 0.586131382 + T2D risk 1stExon
cg24101578 CDH22 chr20 0.586131382 + T2D risk 5'UTR
cg01814572 TENM2 chr5 0.586246164 + T2D risk Body
cg23380468 PLAGL1 chr6 0.586296344 - T2D risk 5'UTR
cg23380468 PLAGL1 chr6 0.586296344 - T2D risk ExonBnd
cg18479322 PACRG chr6 0.586312215 - T2D risk Body
cg02558361 ACTN4 chr19 0.58636861 + T2D risk Body
cg20559819 SRPK2 chr7 0.586374048 + T2D risk TSS200
cg20559819 SRPK2 chr7 0.586374048 + T2D risk Body
cg20559819 SRPK2 chr7 0.586374048 + T2D risk 5'UTR
cg18804920 CNTNAP2 chr7 0.586383006 - T2D risk Body
cg09279763 GNA12 chr7 0.586429204 - T2D risk Body
cg07130623 LMX1B chr9 0.586443262 + T2D risk Body
cg08130736 CDH22 chr20 0.586510982 - T2D risk TSS1500
cg10295298 HMBOX1 chr8 0.586547385 - T2D risk Body
cg20180059 WDR47 chr1 0.586562292 - T2D risk 5'UTR
cg14731933 TMEM150C chr4 0.586591783 - T2D risk TSS200
cg16594007 USP29 chr19 0.586657676 + T2D risk Body
cg17229698 SLIT3 chr5 0.58672752 - T2D risk Body
cg12655303 ANK3 chr10 0.586834843 + T2D risk Body
cg18531559 ULK4 chr3 0.586945367 + T2D risk TSS200
cg06751794 TTC28 chr22 0.586972395 - T2D risk Body
cg13390630 CDH22 chr20 0.587668723 + T2D risk Body
cg22021740 APBA1 chr9 0.587839776 + T2D risk 1stExon
cg22021740 APBA1 chr9 0.587839776 + T2D risk 5'UTR
cg13589945 SCAF8 chr6 0.587926517 + T2D risk Body
cg21802096 ERC2 chr3 0.587978069 - T2D risk Body
cg24709263 SPAG9 chr17 0.587993402 - T2D risk Body
cg20545410 ITGB1 chr10 0.588117945 + T2D risk 5'UTR
cg21973527 KDM4B chr19 0.588173347 - T2D risk Body
cg12450135 ATP8A2 chr13 0.588183395 + T2D risk Body
cg00036171 SPAG9 chr17 0.588229405 + T2D risk Body
cg24181213 IMPA1 chr8 0.588312672 - T2D risk Body
cg20148227 ASH1L chr1 0.588346586 + T2D risk Body
cg00250092 ACSS2 chr20 0.588379871 - T2D risk TSS1500
cg25985144 RBM4 chr11 0.588386799 - T2D risk Body
cg07839256 RBBP6 chr16 0.588420125 - T2D risk Body
cg07839256 RBBP6 chr16 0.588420125 - T2D risk ExonBnd
cg01941253 WIZ chr19 0.588432837 + T2D risk Body
cg21647114 CUX1 chr7 0.588455939 + T2D risk Body
cg00340225 PRKCE chr2 0.588510352 + T2D risk Body
cg04373017 PRKAG2 chr7 0.588521971 + T2D risk Body
cg18864804 ATRNL1 chr10 0.588613087 - T2D risk Body
cg23097277 PPFIBP1 chr12 0.588618659 + T2D risk TSS1500
cg03247926 FLT1 chr13 0.588676509 + T2D risk TSS1500
cg09851245 ASH1L chr1 0.588703605 + T2D risk 5'UTR
cg00639215 MGRN1 chr16 0.588720336 - T2D risk Body



cg05682745 SRPK2 chr7 0.588729395 - T2D risk Body
cg17070775 NUP98 chr11 0.588793099 + T2D risk Body
cg05911659 CPLX2 chr5 0.588808649 - T2D risk 5'UTR
cg05911659 CPLX2 chr5 0.588808649 - T2D risk 1stExon
cg17154701 CADM1 chr11 0.588848759 - T2D risk Body
cg06172116 ANKHD1 chr5 0.589051768 - T2D risk Body
cg14397918 APBA1 chr9 0.589068182 - T2D risk Body
cg14731942 INPP4A chr2 0.589162163 + T2D risk Body
cg06847678 ZRANB1 chr10 0.589196461 - T2D risk TSS1500
cg26587228 USP29 chr19 0.589271023 + T2D risk Body
cg09038531 PFKFB2 chr1 0.589386038 + T2D risk ExonBnd
cg09038531 PFKFB2 chr1 0.589386038 + T2D risk Body
cg22675660 RAP1GAP2 chr17 0.589402809 - T2D risk Body
cg01020035 DIP2C chr10 0.589681378 - T2D risk Body
cg15777599 NOTCH3 chr19 0.590010865 - T2D risk ExonBnd
cg15777599 NOTCH3 chr19 0.590010865 - T2D risk Body
cg02972093 PTPRU chr1 0.590018979 - T2D risk Body
cg09240436 USP29 chr19 0.590097016 + T2D risk TSS1500
cg05789432 SLIT3 chr5 0.590177727 + T2D risk Body
cg19046175 TENM2 chr5 0.590300375 - T2D risk Body
cg22375856 TBC1D5 chr3 0.590350351 + T2D risk Body
cg12687212 PHACTR1 chr6 0.590672838 - T2D risk Body
cg00067702 TENM2 chr5 0.590800525 - T2D risk Body
cg14712611 ANK2 chr4 0.590827083 - T2D risk 1stExon
cg14712611 ANK2 chr4 0.590827083 - T2D risk 5'UTR
cg04274883 PHACTR1 chr6 0.590970734 - T2D risk Body
cg10253902 DACH1 chr13 0.591266522 - T2D risk Body
cg19175314 USP53 chr4 0.591277586 + T2D risk Body
cg20293874 TTC28 chr22 0.591346877 - T2D risk Body
cg20566776 ITGA1 chr5 0.591428576 - T2D risk Body
cg23785771 PRKAG2 chr7 0.591451074 + T2D risk Body
cg15548246 PHACTR1 chr6 0.591454411 + T2D risk Body
cg22159468 TJP1 chr15 0.591511694 + T2D risk Body
cg07315815 PLEKHG3 chr14 0.591547275 + T2D risk Body
cg06637168 PHF21A chr11 0.591580344 + T2D risk Body
cg17495836 SUB1 chr5 0.59166564 + T2D risk 5'UTR
cg05118636 GALK2 chr15 0.59171503 - T2D risk Body
cg05118636 GALK2 chr15 0.59171503 - T2D risk TSS200
cg03024546 CLEC16A chr16 0.591755199 + T2D risk Body
cg00651363 KDM4B chr19 0.591795369 - T2D risk Body
cg22625415 ITGA1 chr5 0.591908245 + T2D risk Body
cg00977926 ARL15 chr5 0.591972862 - T2D risk Body
cg24552660 AGPAT3 chr21 0.592061259 + T2D risk 3'UTR
cg25798832 KIAA0355 chr19 0.592118483 + T2D risk 5'UTR
cg24800810 RGS7 chr1 0.592141326 - T2D risk TSS1500
cg09781768 DIP2C chr10 0.592148286 - T2D risk Body
cg26797263 KIAA1217 chr10 0.592220352 + T2D risk Body
cg10379077 CLEC16A chr16 0.592236552 + T2D risk Body
cg00179576 GLG1 chr16 0.592336621 - T2D risk 3'UTR
cg00179576 GLG1 chr16 0.592336621 - T2D risk Body
cg19008597 BCAT1 chr12 0.5925762 - T2D risk TSS200
cg24066742 SEZ6L chr22 0.592615193 + T2D risk Body
cg26251460 CLEC16A chr16 0.592638057 - T2D risk Body
cg26075933 MEIS2 chr15 0.592642227 + T2D risk Body
cg21687610 FNIP2 chr4 0.592721674 + T2D risk Body
cg12600072 COL4A1 chr13 0.592841553 + T2D risk Body
cg14445459 CPLX2 chr5 0.592902205 + T2D risk 5'UTR
cg08710739 CUX2 chr12 0.592930475 + T2D risk TSS1500

ch.16.1684049R GLG1 chr16 0.593089434 - T2D risk Body
cg11727338 DIP2C chr10 0.593097502 - T2D risk Body
cg16512239 SPPL2A chr15 0.593126579 - T2D risk TSS200
cg12690846 ITPKB chr1 0.593137275 - T2D risk Body
cg22539706 KIAA1217 chr10 0.593239419 - T2D risk Body
cg11450831 PPP1R12A chr12 0.593328158 - T2D risk Body
cg11375679 EVI5 chr1 0.593337176 + T2D risk Body
cg27054608 ULK4 chr3 0.593427247 + T2D risk Body
cg21718261 NCOA2 chr8 0.593452576 - T2D risk Body
cg05134404 SLC30A8 chr8 0.593638351 - T2D risk TSS1500
cg06197356 MAN1A1 chr6 0.593903274 - T2D risk Body
cg21008776 PRKCB chr16 0.59391792 - T2D risk Body



cg13217374 ERC2 chr3 0.593964853 - T2D risk Body
cg06865501 DNAJC13 chr3 0.594037695 + T2D risk Body
cg18581392 CUX2 chr12 0.59412616 + T2D risk Body
cg01685977 GLG1 chr16 0.594259757 - T2D risk Body
cg02134095 ITGB1 chr10 0.594328426 + T2D risk TSS1500
cg23631322 DYNC1I2 chr2 0.594356054 - T2D risk TSS1500
cg22430036 CALD1 chr7 0.594470793 - T2D risk Body
cg02872232 GPC4 chrX 0.594483488 - T2D risk Body
cg10952950 ITPKB chr1 0.594522185 + T2D risk Body
cg15621731 KDM4B chr19 0.594543384 + T2D risk Body
cg19203911 SRPK2 chr7 0.594545194 + T2D risk Body
cg11908041 PHACTR1 chr6 0.594589112 + T2D risk Body
cg04777988 DKK2 chr4 0.594729461 + T2D risk Body
cg03185022 GNA12 chr7 0.594960067 - T2D risk TSS200
cg12681329 ANK3 chr10 0.595010003 - T2D risk Body
cg11974158 ATRNL1 chr10 0.595100483 + T2D risk Body
cg17440417 DIP2C chr10 0.595259364 - T2D risk Body
cg14123409 RAP1GAP2 chr17 0.595353516 + T2D risk Body
cg14233959 GRK5 chr10 0.595381767 + T2D risk Body
cg19903156 ST6GAL1 chr3 0.595630148 + T2D risk 5'UTR
cg14320220 PCYT1A chr3 0.595637712 - T2D risk 5'UTR
cg02021485 PACS1 chr11 0.595810774 + T2D risk Body
cg25512177 PRMT3 chr11 0.595929506 - T2D risk TSS1500
cg27291128 NCOA7 chr6 0.596024302 + T2D risk Body
cg17773654 KDM4B chr19 0.596209929 - T2D risk Body
cg11697861 WIZ chr19 0.596237799 + T2D risk 3'UTR
cg24563011 TBC1D5 chr3 0.596496296 + T2D risk Body
cg09400362 TMEM131 chr2 0.596609235 - T2D risk Body
cg08732749 DNAH9 chr17 0.596646819 + T2D risk 5'UTR
cg08732749 DNAH9 chr17 0.596646819 + T2D risk Body
cg22247442 ATRNL1 chr10 0.596676225 + T2D risk Body
cg10844578 ENAH chr1 0.596750532 - T2D risk Body
cg16721194 CUX2 chr12 0.596798372 - T2D risk Body
cg19783291 CUX1 chr7 0.596848402 + T2D risk Body
cg07276634 SEZ6L chr22 0.596877018 - T2D risk Body
cg23454082 RTN4 chr2 0.596908521 - T2D risk Body
cg23454082 RTN4 chr2 0.596908521 - T2D risk 5'UTR
cg15697820 NPEPPS chr17 0.597026152 - T2D risk Body
cg26110900 ANK3 chr10 0.597400163 - T2D risk Body
cg05483534 RHOQ chr2 0.59741328 - T2D risk Body
cg00358092 ERC2 chr3 0.597509885 - T2D risk 3'UTR
cg02819375 PACS2 chr14 0.597660336 - T2D risk Body
cg27374572 APC chr5 0.597694449 - T2D risk Body
cg13378563 KCNIP3 chr2 0.59775681 + T2D risk Body
cg20351160 PDLIM5 chr4 0.597807966 + T2D risk 5'UTR
cg20351160 PDLIM5 chr4 0.597807966 + T2D risk Body
cg14650610 SPOCK1 chr5 0.597848285 - T2D risk 5'UTR
cg10335743 DDC chr7 0.597857116 - T2D risk TSS1500
cg10179984 ANK2 chr4 0.59803013 - T2D risk 5'UTR
cg06773625 ANK2 chr4 0.598097001 + T2D risk Body
cg15455539 KIAA0355 chr19 0.598134594 + T2D risk 3'UTR
cg07291135 DIP2C chr10 0.598135827 + T2D risk Body
cg00765111 TENM2 chr5 0.598200581 + T2D risk Body
cg06115214 SPOCK1 chr5 0.598335026 + T2D risk Body
cg02587534 PRKACB chr1 0.598536986 - T2D risk Body
cg12083083 DIP2C chr10 0.59854205 - T2D risk Body
cg18059272 CUX1 chr7 0.598718706 + T2D risk Body
cg04044936 DIP2C chr10 0.598753365 + T2D risk Body
cg23647784 KIAA1217 chr10 0.598796432 + T2D risk 5'UTR
cg02086580 CHFR chr12 0.59885602 + T2D risk Body
cg10386105 PRKCE chr2 0.598864403 - T2D risk Body
cg15416440 COL4A1 chr13 0.599072575 - T2D risk Body
cg03407756 ATP6V1A chr3 0.599090586 + T2D risk TSS1500
cg14342648 CMTR1 chr6 0.599104042 - T2D risk Body
cg18219250 ANK2 chr4 0.599185352 + T2D risk 5'UTR
cg05687930 ENAH chr1 0.599237973 - T2D risk 1stExon
cg05687930 ENAH chr1 0.599237973 - T2D risk 5'UTR
cg06692211 ARPP19 chr15 0.59933978 + T2D risk TSS1500
cg17815886 PDLIM5 chr4 0.599391756 - T2D risk Body
cg03120983 ST20 chr15 0.599579881 - T2D risk Body



cg03120983 ST20 chr15 0.599579881 - T2D risk 5'UTR
cg20251943 DIP2C chr10 0.599634294 - T2D risk Body
cg13908149 DIP2C chr10 0.59986439 - T2D risk Body
cg27040423 CHFR chr12 0.599877391 - T2D risk TSS1500
cg13285181 PLAGL1 chr6 0.599935482 - T2D risk 5'UTR
cg01142066 KCNIP3 chr2 0.599941732 + T2D risk Body
cg04395875 CUX2 chr12 0.599978422 - T2D risk Body
cg02329226 PACS1 chr11 0.600051781 + T2D risk Body
cg17730623 GLG1 chr16 0.600079645 + T2D risk Body
cg16410976 ANK2 chr4 0.600102582 + T2D risk Body
cg26884705 PTP4A2 chr1 0.600109686 + T2D risk Body
cg21293589 PACRG chr6 0.600122928 - T2D risk Body
cg03910065 CADM1 chr11 0.600249692 - T2D risk Body
cg14481469 PRKAG2 chr7 0.600283258 - T2D risk Body
cg07511721 SLC29A4 chr7 0.600455577 + T2D risk Body
cg07884432 LAMA4 chr6 0.600605941 - T2D risk ExonBnd
cg07884432 LAMA4 chr6 0.600605941 - T2D risk Body
cg07536328 TIMM23 chr10 0.6007187 + T2D risk 3'UTR
cg19767048 CLEC16A chr16 0.600833868 - T2D risk Body
cg00096522 DNAJC1 chr10 0.600935769 - T2D risk Body
cg18816170 PHF21A chr11 0.600965781 + T2D risk 5'UTR
cg02163033 RCAN2 chr6 0.601016222 - T2D risk 5'UTR
cg06307939 MAST1 chr19 0.601085483 + T2D risk Body
cg12652063 DACH1 chr13 0.601086352 - T2D risk TSS200
cg08930413 PRKAG2 chr7 0.60110127 + T2D risk Body
cg20230569 DIP2C chr10 0.601147547 + T2D risk Body
cg14053575 CNTNAP2 chr7 0.601303389 + T2D risk Body
cg17219055 SPPL2A chr15 0.60133157 - T2D risk Body
cg09752223 NOTCH3 chr19 0.601397428 - T2D risk Body
cg12300465 SRPK2 chr7 0.60162604 - T2D risk Body
cg00693240 MGRN1 chr16 0.601759438 - T2D risk Body
cg20769455 ATP8A2 chr13 0.60196013 - T2D risk Body
cg01561777 TSHZ1 chr18 0.602013947 - T2D risk Body
cg08790730 NCOA2 chr8 0.60203416 - T2D risk Body
cg16457440 GAD1 chr2 0.602162955 - T2D risk Body
cg07869907 CDH22 chr20 0.602204203 + T2D risk Body
cg20618615 DIP2C chr10 0.602222913 - T2D risk Body
cg03598811 LCA5 chr6 0.602230462 - T2D risk TSS1500
cg03664994 RTN4 chr2 0.602325622 + T2D risk Body
cg00551455 INPP4A chr2 0.602325882 - T2D risk Body
cg01129966 SVIP chr11 0.602423612 - T2D risk TSS200
cg21859201 NUP98 chr11 0.602470004 - T2D risk Body
cg22564026 PACRG chr6 0.602490197 - T2D risk Body
cg03504469 LMX1B chr9 0.602542646 + T2D risk TSS1500

ch.3.1226245F ERC2 chr3 0.602548908 - T2D risk Body
cg14001161 POLA1 chrX 0.602551722 - T2D risk Body
cg14211549 ARPP19 chr15 0.602683893 + T2D risk TSS1500
cg01777212 MET chr7 0.602855802 + T2D risk Body
cg04327759 PACS1 chr11 0.603041968 + T2D risk Body
cg01573089 DIP2C chr10 0.60326483 + T2D risk Body
cg10137676 LAMA4 chr6 0.603300947 + T2D risk Body
cg04338128 PRKCE chr2 0.603334601 - T2D risk Body
cg14354881 RAP1GAP2 chr17 0.603336655 + T2D risk Body
cg16907110 KIAA1217 chr10 0.603449026 + T2D risk Body
cg02588499 KREMEN1 chr22 0.603467947 - T2D risk Body
cg16884847 PRKCE chr2 0.603468141 + T2D risk Body
cg08393822 UNC80 chr2 0.603691221 - T2D risk Body
cg12063580 PACS2 chr14 0.603765196 - T2D risk Body
cg21105835 POC1B chr12 0.603811142 - T2D risk TSS200
cg21105835 POC1B chr12 0.603811142 - T2D risk TSS1500
cg16506970 KIAA0232 chr4 0.603837823 + T2D risk 5'UTR
cg04961042 PRKD1 chr14 0.604009245 + T2D risk Body
cg18585306 TBC1D5 chr3 0.604011244 + T2D risk 5'UTR
cg18585306 TBC1D5 chr3 0.604011244 + T2D risk TSS1500
cg23186959 MEIS2 chr15 0.604061301 - T2D risk 5'UTR
cg23186959 MEIS2 chr15 0.604061301 - T2D risk 1stExon
cg23186959 MEIS2 chr15 0.604061301 - T2D risk Body
cg23186959 MEIS2 chr15 0.604061301 - T2D risk TSS200
cg23186959 MEIS2 chr15 0.604061301 - T2D risk TSS1500
cg14491224 PHACTR1 chr6 0.604093851 - T2D risk Body



cg13928313 GNA12 chr7 0.604108235 + T2D risk Body
cg24209738 ATXN1 chr6 0.60415038 - T2D risk 3'UTR
cg23267224 SEC31A chr4 0.60416045 + T2D risk Body
cg00157109 PRKAG2 chr7 0.604190843 + T2D risk Body
cg04420481 ANK2 chr4 0.604215195 + T2D risk Body
cg08039562 ATP8A2 chr13 0.60427168 - T2D risk Body
cg01404163 TOX3 chr16 0.604400727 - T2D risk TSS200
cg01404163 TOX3 chr16 0.604400727 - T2D risk TSS1500
cg11020333 GNA12 chr7 0.604485645 + T2D risk Body
cg17569934 NPEPPS chr17 0.604684485 - T2D risk Body
cg13937817 APBA1 chr9 0.604738614 + T2D risk 5'UTR
cg00178998 PPFIBP1 chr12 0.604853776 - T2D risk 5'UTR
cg06273402 ANK2 chr4 0.604858283 - T2D risk Body
cg06985664 MET chr7 0.604878248 + T2D risk Body
cg11722768 ANK3 chr10 0.604899703 + T2D risk Body
cg05082805 CNTNAP2 chr7 0.604933425 + T2D risk Body
cg01159576 LMX1B chr9 0.605012196 - T2D risk Body
cg20557071 SGSM2 chr17 0.605079765 + T2D risk Body
cg09108394 PRKCB chr16 0.605082994 - T2D risk Body
cg14756271 PRKCE chr2 0.605088478 - T2D risk Body
cg25673720 RNF157 chr17 0.605438302 + T2D risk Body
cg06651180 CUX1 chr7 0.605780185 + T2D risk Body
cg22500102 PFKFB2 chr1 0.605888038 - T2D risk 5'UTR
cg11886031 ANK3 chr10 0.606027399 - T2D risk Body
cg04128563 AMD1 chr6 0.606151544 - T2D risk TSS1500
cg00576027 DNAH9 chr17 0.606236975 + T2D risk TSS1500
cg02428753 KCNJ12 chr17 0.606291678 - T2D risk TSS1500
cg03157766 NCOR1 chr17 0.606385813 - T2D risk Body
cg23327556 SLIT3 chr5 0.606422738 + T2D risk Body
cg16547341 USP29 chr19 0.606456435 - T2D risk TSS1500
cg04363087 TENM2 chr5 0.606506287 - T2D risk Body
cg00089122 PDE3A chr12 0.606586334 + T2D risk Body
cg12354377 ANK3 chr10 0.606672658 - T2D risk TSS200
cg19205498 CHFR chr12 0.606685031 - T2D risk Body
cg15643158 ATXN1 chr6 0.606724977 - T2D risk 3'UTR
cg24084719 ACTN4 chr19 0.606729015 - T2D risk Body
cg07904429 SVIP chr11 0.606775896 + T2D risk TSS1500
cg16025094 CPLX2 chr5 0.607027451 + T2D risk 5'UTR
cg16025094 CPLX2 chr5 0.607027451 + T2D risk 1stExon
cg03662064 FLT1 chr13 0.60703559 + T2D risk TSS1500
cg05148610 PHF21A chr11 0.607222708 + T2D risk 3'UTR
cg05048199 FBXL2 chr3 0.607273575 + T2D risk 5'UTR
cg05048199 FBXL2 chr3 0.607273575 + T2D risk 1stExon
cg16959387 PPFIBP1 chr12 0.607274972 - T2D risk 5'UTR
cg18961773 RNF157 chr17 0.607399541 - T2D risk Body
cg10706073 SKAP1 chr17 0.607422227 - T2D risk Body
cg03051880 MAN1A1 chr6 0.607479991 - T2D risk Body
cg11137980 SEMA3G chr3 0.607513878 - T2D risk 3'UTR
cg02433807 CLEC16A chr16 0.607758702 - T2D risk Body
cg02447471 DYNC1I1 chr7 0.607775191 + T2D risk Body
cg19961183 TANC2 chr17 0.607791195 - T2D risk Body
cg17547544 AGPAT3 chr21 0.607809912 - T2D risk 5'UTR
cg08964563 MET chr7 0.608165627 - T2D risk 5'UTR
cg13882278 KIAA1217 chr10 0.608496327 - T2D risk TSS200
cg08988698 RTN4 chr2 0.608521897 - T2D risk Body
cg06962875 AGPAT3 chr21 0.608544571 + T2D risk 5'UTR
cg06755671 CNTNAP2 chr7 0.608581904 + T2D risk Body
cg21177426 MEIS2 chr15 0.60861272 + T2D risk Body
cg02237883 RAP1GAP2 chr17 0.608801197 + T2D risk Body
cg05052687 TTC28 chr22 0.608977815 - T2D risk Body
cg08646535 PRKCE chr2 0.609028711 + T2D risk Body
cg13006424 TMEM131 chr2 0.609159969 + T2D risk Body
cg06897650 MTHFS chr15 0.609316483 - T2D risk Body
cg02178768 CDH22 chr20 0.609322305 + T2D risk Body
cg03003544 PRKCE chr2 0.609456225 - T2D risk Body
cg05381331 ARIH1 chr15 0.60950372 - T2D risk TSS1500
cg00379657 CHFR chr12 0.609560111 - T2D risk Body
cg15549075 PRKCE chr2 0.609590306 - T2D risk Body
cg22102964 FBXL2 chr3 0.609637967 - T2D risk Body
cg05087909 YWHAQ chr2 0.609804131 + T2D risk TSS200



cg15858897 CHKA chr11 0.609834475 - T2D risk TSS200
cg00056280 GNA12 chr7 0.609918945 - T2D risk Body
cg00056280 GNA12 chr7 0.609918945 - T2D risk TSS200
cg09540957 TMEM131 chr2 0.610047148 - T2D risk Body
cg11223286 DIP2C chr10 0.610053165 + T2D risk Body
cg19065299 RGS7 chr1 0.610065391 - T2D risk Body
cg23169604 RGS7 chr1 0.610203649 - T2D risk Body
cg26548251 CNTNAP2 chr7 0.610252984 + T2D risk Body
cg21356998 ANK2 chr4 0.610276244 + T2D risk Body
cg06359059 NQO1 chr16 0.610462807 + T2D risk Body
cg10709852 ULK4 chr3 0.610467646 - T2D risk Body
cg01313180 TOP2A chr17 0.610489337 - T2D risk TSS1500
cg20063214 PRKCE chr2 0.610733871 - T2D risk Body
cg00459975 HMBOX1 chr8 0.610748721 - T2D risk 5'UTR
cg15551781 DIP2C chr10 0.610886951 - T2D risk 3'UTR
cg26481896 WWP2 chr16 0.610888748 - T2D risk 3'UTR
cg14286665 FBXO11 chr2 0.610926654 - T2D risk TSS200
cg16230982 PDE7A chr8 0.61100831 - T2D risk TSS1500
cg16230982 PDE7A chr8 0.61100831 - T2D risk Body
cg24346263 DIP2C chr10 0.611122782 + T2D risk Body
cg02941852 SRPK2 chr7 0.611137356 - T2D risk TSS1500
cg27546718 DIP2C chr10 0.611192986 + T2D risk Body
cg18437625 CUX2 chr12 0.611233509 + T2D risk Body
cg17499682 CDH22 chr20 0.611289525 - T2D risk 5'UTR
cg18617819 WWP2 chr16 0.611301657 + T2D risk Body
cg06272854 SVIP chr11 0.611334152 + T2D risk Body
cg11780967 ARL15 chr5 0.611506536 + T2D risk Body
cg09125977 APBA1 chr9 0.611541273 + T2D risk Body
cg00203035 MGRN1 chr16 0.612039415 + T2D risk TSS200
cg09390870 GAD1 chr2 0.612047941 + T2D risk Body
cg10858353 KDR chr4 0.61217942 + T2D risk 3'UTR
cg07459489 SLC30A8 chr8 0.612265483 - T2D risk TSS200
cg07791058 PPP1R12A chr12 0.612283074 + T2D risk Body
cg07791058 PPP1R12A chr12 0.612283074 + T2D risk 5'UTR
cg26763365 PLEKHG3 chr14 0.612335437 + T2D risk 5'UTR
cg21475065 CNTNAP2 chr7 0.612398771 - T2D risk Body
cg03306374 PRKCB chr16 0.612453718 - T2D risk 5'UTR
cg03306374 PRKCB chr16 0.612453718 - T2D risk 1stExon
cg00168439 ERC2 chr3 0.612573712 + T2D risk Body
cg22794803 TPCN1 chr12 0.612618977 - T2D risk Body
cg17870553 PLAGL1 chr6 0.612619864 + T2D risk 5'UTR
cg23621335 PACS1 chr11 0.6126262 + T2D risk Body
cg00395230 CLEC16A chr16 0.612640299 + T2D risk Body
cg22214259 RHBDD1 chr2 0.612645221 - T2D risk 5'UTR
cg13516624 ITGB1 chr10 0.612715415 + T2D risk Body
cg25147866 STX6 chr1 0.612896851 - T2D risk TSS200
cg02531277 CUX1 chr7 0.612927464 + T2D risk Body
cg15878839 SKAP1 chr17 0.613073245 - T2D risk Body
cg03103158 HMBOX1 chr8 0.613090532 + T2D risk 5'UTR
cg03103158 HMBOX1 chr8 0.613090532 + T2D risk TSS200
cg01010931 CREBBP chr16 0.613163484 + T2D risk Body
cg16928427 PI15 chr8 0.613207451 - T2D risk 3'UTR
cg20917241 COL4A1 chr13 0.613227257 + T2D risk Body
cg21642054 CUX1 chr7 0.613289 - T2D risk Body
cg13908395 WDR47 chr1 0.613300041 - T2D risk TSS1500
cg16457876 CLEC16A chr16 0.613491346 + T2D risk Body
cg14186145 DNAJC13 chr3 0.613736271 + T2D risk Body
cg15663265 MAST1 chr19 0.613828126 + T2D risk Body
cg05153682 ZHX2 chr8 0.613899315 + T2D risk 5'UTR
cg02202052 PDE3A chr12 0.6139939 - T2D risk Body
cg19429538 CLOCK chr4 0.614139647 + T2D risk Body
cg19071854 CUX2 chr12 0.614336599 - T2D risk Body
cg14468640 NUP98 chr11 0.614401446 - T2D risk Body
cg01450705 CPLX2 chr5 0.61451398 - T2D risk 5'UTR
cg22877969 FLT1 chr13 0.614534497 + T2D risk Body
cg01655671 LAMA4 chr6 0.614602204 - T2D risk Body
cg27437966 FAM155B chrX 0.614778303 + T2D risk Body
cg21642050 PRKAG2 chr7 0.614827378 + T2D risk Body
cg09029124 PRKAG2 chr7 0.614886104 + T2D risk Body
cg03460001 CUX1 chr7 0.614963721 - T2D risk Body



cg15437444 FBXL2 chr3 0.615076785 - T2D risk Body
cg02474265 ATP8A2 chr13 0.615142758 - T2D risk Body
cg23494893 ITGA1 chr5 0.6152285 + T2D risk Body
cg01312837 CREBBP chr16 0.615334289 - T2D risk Body
cg13891250 CLASP2 chr3 0.615412598 - T2D risk Body
cg01330316 CLIC5 chr6 0.615484374 + T2D risk Body
cg24806831 INPP4A chr2 0.615606406 + T2D risk Body
cg06560836 NF1 chr17 0.615611543 + T2D risk Body
cg09032537 CDH22 chr20 0.615704434 + T2D risk Body
cg17780935 PRKACB chr1 0.615774332 - T2D risk Body
cg17780935 PRKACB chr1 0.615774332 - T2D risk TSS1500
cg25214924 PACRG chr6 0.615800823 + T2D risk Body
cg27423357 FLT1 chr13 0.615866133 - T2D risk Body
cg27423357 FLT1 chr13 0.615866133 - T2D risk 3'UTR
cg05092387 MEIS2 chr15 0.615885966 + T2D risk Body
cg04982834 EVI5 chr1 0.615925721 + T2D risk TSS1500
cg06922858 FARSB chr2 0.616027008 + T2D risk Body
cg05431598 NDUFB3 chr2 0.616054182 - T2D risk Body
cg26007540 TOP2A chr17 0.616061903 - T2D risk TSS1500
cg15625092 CUX1 chr7 0.616095511 - T2D risk Body
cg00175180 CDH22 chr20 0.616386439 + T2D risk Body
cg25484135 CDH22 chr20 0.616505691 - T2D risk ExonBnd
cg25484135 CDH22 chr20 0.616505691 - T2D risk Body
cg25154733 FLT1 chr13 0.616621081 - T2D risk Body
cg08683939 CCNB1 chr5 0.616644403 - T2D risk TSS1500
cg27084026 CHFR chr12 0.616656116 + T2D risk TSS1500
cg03610729 SLIT3 chr5 0.616712458 - T2D risk Body
cg14876102 SLC29A4 chr7 0.616795557 + T2D risk Body
cg18114450 CLEC16A chr16 0.616969928 - T2D risk Body
cg27375135 DIP2C chr10 0.61698981 + T2D risk Body
cg17665652 ANK2 chr4 0.617021154 + T2D risk Body
cg06413426 CUX2 chr12 0.617127874 - T2D risk Body
cg16450654 KCNIP3 chr2 0.617167268 + T2D risk Body
cg13612543 ANK3 chr10 0.617251637 + T2D risk TSS1500
cg08859787 MTHFS chr15 0.617263123 + T2D risk TSS1500
cg01884589 ULK4 chr3 0.617270658 + T2D risk Body
cg19612376 CUX2 chr12 0.617309877 - T2D risk Body
cg26375570 CPLX2 chr5 0.617390269 + T2D risk 5'UTR
cg26375570 CPLX2 chr5 0.617390269 + T2D risk 1stExon
cg05032498 GAD1 chr2 0.61741318 + T2D risk 5'UTR
cg13672817 KREMEN1 chr22 0.617415119 - T2D risk Body
cg15722376 ERC2 chr3 0.617425517 + T2D risk Body
cg16430099 MAN1A2 chr1 0.617449146 + T2D risk Body
cg26895220 PDE8A chr15 0.617460343 + T2D risk 5'UTR
cg26895220 PDE8A chr15 0.617460343 + T2D risk Body
cg02673355 COL4A1 chr13 0.61747681 + T2D risk Body
cg26896179 FBXO11 chr2 0.617482855 + T2D risk Body
cg08033142 PRKCE chr2 0.617494043 + T2D risk Body
cg11176058 ADCY5 chr3 0.617605647 + T2D risk Body
cg15837623 COL4A1 chr13 0.617641432 - T2D risk Body
cg01473729 CHID1 chr11 0.617776942 - T2D risk Body
cg07053851 TANC2 chr17 0.617841238 + T2D risk Body
cg25669851 CUX1 chr7 0.617888766 + T2D risk Body
cg13274437 CUX2 chr12 0.617894901 + T2D risk Body
cg11935459 GALK2 chr15 0.617944328 - T2D risk Body
cg08203192 PRKCE chr2 0.617968203 - T2D risk Body
cg18379819 TMEM131 chr2 0.618075046 - T2D risk Body
cg24137710 CUX1 chr7 0.618253254 + T2D risk Body
cg01382567 POC1B chr12 0.618290176 - T2D risk Body
cg01382567 POC1B chr12 0.618290176 - T2D risk 5'UTR
cg12990844 SSB chr2 0.61829282 - T2D risk TSS200
cg14471723 ATP8A2 chr13 0.618377557 - T2D risk ExonBnd
cg14471723 ATP8A2 chr13 0.618377557 - T2D risk Body
cg09647340 PRKCE chr2 0.618458712 - T2D risk Body
cg05837041 DIP2C chr10 0.618684864 - T2D risk Body
cg19126603 RBM4 chr11 0.618760796 + T2D risk 5'UTR
cg05797501 ITGA1 chr5 0.618789179 + T2D risk Body
cg24383674 RANBP17 chr5 0.618959836 - T2D risk Body
cg21921619 ATRNL1 chr10 0.618976351 - T2D risk TSS1500
cg03473270 TENM2 chr5 0.618984142 + T2D risk TSS1500



cg01196404 ARL15 chr5 0.619148719 - T2D risk TSS200
cg26247093 GNA12 chr7 0.619158929 + T2D risk Body
cg01484826 DIP2C chr10 0.619340062 - T2D risk Body
cg27266970 CNTROB chr17 0.619492538 - T2D risk TSS1500
cg03143236 GRK5 chr10 0.6194976 + T2D risk Body
cg01222298 TANC2 chr17 0.619655406 - T2D risk Body
cg15905865 DIP2C chr10 0.619709984 + T2D risk Body
cg02493614 PDK1 chr2 0.61972321 + T2D risk Body
cg16373820 AGPAT3 chr21 0.619763562 + T2D risk 5'UTR
cg04044684 CHFR chr12 0.619783924 + T2D risk TSS1500
cg01028600 PRKCE chr2 0.619801074 + T2D risk Body
cg08265392 PRKAG2 chr7 0.619849408 + T2D risk Body
cg15473052 KIAA1217 chr10 0.619869686 + T2D risk 5'UTR
cg15473052 KIAA1217 chr10 0.619869686 + T2D risk Body
cg09716042 PACS2 chr14 0.619881162 - T2D risk TSS1500
cg03773192 GRK5 chr10 0.619952683 + T2D risk TSS1500
cg22587773 LMCD1 chr3 0.619956476 + T2D risk 5'UTR
cg22587773 LMCD1 chr3 0.619956476 + T2D risk Body
cg03314365 ZHX2 chr8 0.619959735 - T2D risk 5'UTR
cg16693212 NPAT chr11 0.620026578 - T2D risk 1stExon
cg15733165 CDH22 chr20 0.620054785 + T2D risk Body
cg04720886 CNTNAP2 chr7 0.620233273 - T2D risk Body
cg15679799 GALK2 chr15 0.620235488 + T2D risk Body
cg00244328 ATP8A1 chr4 0.620306905 + T2D risk TSS1500
cg21819383 PRKCE chr2 0.62031585 + T2D risk Body
cg27524361 TSGA10 chr2 0.620320241 - T2D risk 5'UTR
cg15593382 PRKACB chr1 0.620333966 - T2D risk Body
cg15593382 PRKACB chr1 0.620333966 - T2D risk TSS200
cg19766638 NOL4 chr18 0.62041991 - T2D risk 5'UTR
cg19766638 NOL4 chr18 0.62041991 - T2D risk Body
cg19766638 NOL4 chr18 0.62041991 - T2D risk 1stExon
cg20627874 ITPKB chr1 0.620421321 - T2D risk Body
cg07343445 PACRG chr6 0.620452456 + T2D risk Body
cg01139080 PCYT1A chr3 0.620471054 + T2D risk Body
cg16253629 ANK2 chr4 0.620615294 - T2D risk 5'UTR
cg06761398 CLASP2 chr3 0.620656226 + T2D risk Body
cg06761398 CLASP2 chr3 0.620656226 + T2D risk TSS1500
cg00271211 DIP2C chr10 0.620855331 - T2D risk Body
cg20626869 ATP6V1H chr8 0.620927268 + T2D risk Body
cg21322436 CNTNAP2 chr7 0.620974424 + T2D risk TSS1500
cg17771031 CDH22 chr20 0.621038874 - T2D risk Body
cg19524238 GNA12 chr7 0.621088526 - T2D risk Body
cg09490604 RET chr10 0.621129222 + T2D risk Body
cg20057752 TENM2 chr5 0.621337703 - T2D risk Body
cg25916307 KREMEN1 chr22 0.621375495 - T2D risk TSS1500
cg22001632 CALD1 chr7 0.621471383 - T2D risk 5'UTR
cg02710090 PFKFB2 chr1 0.621620374 + T2D risk TSS1500
cg11631450 TENM2 chr5 0.621631022 + T2D risk Body
cg14047656 NDUFB3 chr2 0.62171639 + T2D risk 5'UTR
cg14047656 NDUFB3 chr2 0.62171639 + T2D risk 1stExon
cg19016171 CADM1 chr11 0.621777929 - T2D risk Body
cg08608974 PRKD1 chr14 0.621849038 + T2D risk 5'UTR
cg08608974 PRKD1 chr14 0.621849038 + T2D risk 1stExon
cg18029381 ATXN1 chr6 0.62185989 - T2D risk 5'UTR
cg24248713 NOL4 chr18 0.62192573 - T2D risk TSS200
cg06665788 PACS1 chr11 0.621936273 - T2D risk Body
cg03895695 MEIS2 chr15 0.621946028 - T2D risk Body
cg02726729 MET chr7 0.621954971 - T2D risk Body
cg16689724 LAMA4 chr6 0.622014824 - T2D risk 3'UTR
cg20124815 SH3GL2 chr9 0.622256048 - T2D risk Body
cg26929355 WWP2 chr16 0.622323664 - T2D risk 5'UTR
cg26929355 WWP2 chr16 0.622323664 - T2D risk Body
cg26333902 SLC7A2 chr8 0.62234675 - T2D risk 5'UTR
cg26333902 SLC7A2 chr8 0.62234675 - T2D risk 1stExon
cg19203304 COL4A1 chr13 0.622370239 - T2D risk Body
cg16037981 RAP1GAP2 chr17 0.622467022 + T2D risk Body
cg16590189 CPLX2 chr5 0.62258985 + T2D risk 5'UTR
cg21959457 NUF2 chr1 0.62280271 + T2D risk TSS1500
cg03893240 KIAA0232 chr4 0.622863994 + T2D risk Body
cg09345144 CLEC16A chr16 0.622940616 - T2D risk Body



cg13465826 NCOR1 chr17 0.623154965 - T2D risk 5'UTR
cg05296508 CLEC16A chr16 0.623183316 - T2D risk Body
cg03150234 ITPKB chr1 0.623476 + T2D risk Body
cg23718806 EVI5 chr1 0.623575707 - T2D risk Body
cg14527148 ST20 chr15 0.623674293 + T2D risk TSS1500
cg27577583 PLAGL1 chr6 0.623701853 + T2D risk 5'UTR
cg09422531 KCNJ18 chr17 0.623756619 + T2D risk TSS1500
cg09422531 KCNJ12 chr17 0.623756619 + T2D risk 5'UTR
cg13061350 ENAH chr1 0.623865238 - T2D risk 1stExon
cg13061350 ENAH chr1 0.623865238 - T2D risk 5'UTR
cg06058311 EFR3A chr8 0.623871862 - T2D risk TSS1500
cg05013730 CNTNAP2 chr7 0.623969243 + T2D risk Body
cg27003212 ITGA1 chr5 0.623991006 + T2D risk Body
cg03584382 EVI5 chr1 0.624074876 - T2D risk Body
cg10428661 NCOR1 chr17 0.62409388 + T2D risk TSS1500
cg17440909 FLT1 chr13 0.62419711 + T2D risk Body
cg17612853 ATP6V1A chr3 0.624219638 + T2D risk TSS1500
cg04370088 INPP4A chr2 0.624221393 + T2D risk 5'UTR
cg18836626 ATP8A2 chr13 0.624280399 + T2D risk Body
cg19294816 ST20 chr15 0.624367375 + T2D risk 5'UTR
cg15706574 RCAN2 chr6 0.624425122 - T2D risk Body
cg25741744 ULK4 chr3 0.624558349 - T2D risk Body
cg08844365 LAMA4 chr6 0.624674347 + T2D risk TSS1500
cg07136635 ITGA1 chr5 0.624682278 + T2D risk Body
cg01450696 DYNC1I1 chr7 0.624719109 + T2D risk TSS200
cg02381317 PACS1 chr11 0.624730219 + T2D risk Body
cg06538549 ITGB1 chr10 0.624796811 - T2D risk 5'UTR
cg06067846 TTC28 chr22 0.624807574 - T2D risk Body
cg18637291 ERC2 chr3 0.624919614 + T2D risk Body
cg16719385 SVIP chr11 0.625026458 + T2D risk Body
cg18593039 PLAGL1 chr6 0.625061646 + T2D risk TSS1500
cg18593039 PLAGL1 chr6 0.625061646 + T2D risk 5'UTR
cg17559206 CREBBP chr16 0.625151247 - T2D risk Body
cg09460267 MEIS2 chr15 0.625241214 + T2D risk Body
cg23360682 SRPK2 chr7 0.625398324 - T2D risk Body
cg25725999 PLEKHG3 chr14 0.625440278 + T2D risk 5'UTR
cg09949146 DIP2C chr10 0.625528431 - T2D risk Body
cg10975399 ERC2 chr3 0.625874726 - T2D risk Body
cg12509026 KIAA1217 chr10 0.626000891 + T2D risk TSS1500
cg12509026 KIAA1217 chr10 0.626000891 + T2D risk 5'UTR
cg12509026 KIAA1217 chr10 0.626000891 + T2D risk Body
cg23202388 CHID1 chr11 0.626117464 - T2D risk 1stExon
cg23202388 CHID1 chr11 0.626117464 - T2D risk 5'UTR
cg02856420 CUX1 chr7 0.626869414 + T2D risk Body
cg08606786 PRKAG2 chr7 0.626905143 + T2D risk Body
cg08732561 GRK5 chr10 0.62704357 - T2D risk Body
cg22158639 CDH22 chr20 0.627056293 + T2D risk Body
cg09734568 SCAF11 chr12 0.627302557 - T2D risk Body
cg03106852 LAMA4 chr6 0.627329893 - T2D risk Body
cg26072213 ITGA1 chr5 0.627330646 - T2D risk Body
cg03574882 PRKAG2 chr7 0.627403566 - T2D risk TSS200
cg24088685 CCNB1 chr5 0.627414428 + T2D risk TSS200
cg25445431 CUX1 chr7 0.627447481 + T2D risk Body
cg07136998 SLIT3 chr5 0.62763243 - T2D risk 1stExon
cg07136998 SLIT3 chr5 0.62763243 - T2D risk 5'UTR
cg09670925 CADM1 chr11 0.627653468 - T2D risk Body
cg01544333 RAP1GAP2 chr17 0.627660088 + T2D risk Body
cg01954337 NUP98 chr11 0.627708312 + T2D risk TSS200
cg00775425 PRKACB chr1 0.627729048 - T2D risk Body
cg00775425 PRKACB chr1 0.627729048 - T2D risk TSS200
cg01611748 MAN1A1 chr6 0.627888065 + T2D risk 5'UTR
cg06815950 CUX2 chr12 0.627918794 - T2D risk Body
cg08121890 EFR3A chr8 0.627942866 + T2D risk Body
cg12407978 LYVE1 chr11 0.627956 - T2D risk 5'UTR
cg12407978 LYVE1 chr11 0.627956 - T2D risk 1stExon
cg01039154 TENM2 chr5 0.628049768 - T2D risk Body
cg20852535 CLEC16A chr16 0.628194018 + T2D risk Body
cg08924488 ATP6V1A chr3 0.628380526 - T2D risk TSS1500
cg23249868 GNA12 chr7 0.628511996 + T2D risk Body
cg21743616 NPEPPS chr17 0.628616471 + T2D risk Body



cg21743616 NPEPPS chr17 0.628616471 + T2D risk ExonBnd
cg16235197 CUX2 chr12 0.628718832 - T2D risk Body
cg19030123 CLEC16A chr16 0.628928442 + T2D risk Body
cg01988452 EIF1AY chrY 0.629012098 + T2D risk TSS1500
cg00860090 ITPKB chr1 0.629012847 - T2D risk Body
cg00744145 SLC29A4 chr7 0.629019936 + T2D risk 5'UTR
cg01603311 RNF157 chr17 0.629142372 - T2D risk Body
cg25219591 SMG7 chr1 0.629275126 + T2D risk 5'UTR
cg25219591 SMG7 chr1 0.629275126 + T2D risk Body
cg22308600 NOL4 chr18 0.629670859 + T2D risk Body
cg22308600 NOL4 chr18 0.629670859 + T2D risk TSS200
cg18836267 PPFIBP1 chr12 0.629716142 + T2D risk TSS200
cg09792612 AGPAT3 chr21 0.629757121 - T2D risk 5'UTR
cg01391297 ASH1L chr1 0.629772363 + T2D risk 5'UTR
cg19561607 BCAT1 chr12 0.629823539 + T2D risk TSS1500
cg17869960 PHACTR1 chr6 0.629841245 + T2D risk 5'UTR
cg01991180 NPAT chr11 0.629962605 + T2D risk Body
cg00756450 GALK2 chr15 0.629972018 + T2D risk Body
cg01895882 SKAP1 chr17 0.630213143 + T2D risk Body
cg12149609 JPH2 chr20 0.630258051 - T2D risk TSS1500
cg26060583 NCOA2 chr8 0.630468832 - T2D risk 5'UTR
cg18122056 TANC2 chr17 0.630481066 - T2D risk Body
cg07846348 TENM2 chr5 0.63061087 - T2D risk Body
cg12318408 RAP1GAP2 chr17 0.630626629 - T2D risk 1stExon
cg12318408 RAP1GAP2 chr17 0.630626629 - T2D risk 5'UTR
cg06418002 ENAH chr1 0.630661452 + T2D risk 3'UTR
cg00479347 PACS2 chr14 0.630909173 + T2D risk Body
cg17429129 RAP1GAP2 chr17 0.630922989 + T2D risk Body
cg23485436 KDM4B chr19 0.630997418 - T2D risk Body
cg08374341 CNTNAP2 chr7 0.631006011 - T2D risk Body
cg02019549 MAN1A1 chr6 0.631025828 - T2D risk Body
cg00239505 DIP2C chr10 0.631049057 + T2D risk Body
cg08999764 KCNJ12 chr17 0.63106118 + T2D risk 5'UTR
cg25115537 ZHX2 chr8 0.631170075 - T2D risk 5'UTR
cg16123438 TTC28 chr22 0.631237492 - T2D risk Body
cg19559644 NUP98 chr11 0.631266143 + T2D risk Body
cg03984209 ERC2 chr3 0.631410773 + T2D risk Body
cg05742691 RANBP17 chr5 0.631448239 + T2D risk TSS1500
cg10463652 PLEKHG3 chr14 0.631476594 + T2D risk Body
cg02105423 NPAT chr11 0.631553205 - T2D risk Body
cg07638334 DIP2C chr10 0.631613697 + T2D risk Body

ch.16.192535R CREBBP chr16 0.631625745 - T2D risk Body
cg06036728 PRKAG2 chr7 0.631988532 - T2D risk Body
cg00452039 PRKAG2 chr7 0.63199761 + T2D risk Body
cg01322438 TOP2A chr17 0.632034094 + T2D risk Body
cg04373487 UXS1 chr2 0.632062948 + T2D risk Body
cg11257123 TANC2 chr17 0.632072111 + T2D risk Body
cg20833161 CUX2 chr12 0.632299928 - T2D risk Body
cg13627467 SH3GL2 chr9 0.63247722 - T2D risk 3'UTR
cg00590106 SSBP2 chr5 0.632524579 - T2D risk Body
cg06263939 CHID1 chr11 0.63255874 + T2D risk TSS1500
cg26153234 ATP8A2 chr13 0.632653574 - T2D risk TSS1500
cg08026464 FARSB chr2 0.632736699 + T2D risk TSS1500
cg15080872 CDH22 chr20 0.632820321 - T2D risk Body
cg06476228 GALK2 chr15 0.632824412 + T2D risk TSS200
cg19428249 PACRG chr6 0.632827894 + T2D risk Body
cg04200224 SCGN chr6 0.632912015 - T2D risk TSS200
cg05761251 PDK1 chr2 0.632973697 + T2D risk Body
cg13273186 ATXN1 chr6 0.633083388 - T2D risk 5'UTR
cg08461802 DIP2C chr10 0.63310609 - T2D risk Body
cg06458745 SGSM2 chr17 0.633113798 + T2D risk Body
cg18086083 JPH2 chr20 0.633297804 + T2D risk Body
cg12446939 ASH1L chr1 0.633349294 - T2D risk Body
cg05393688 TSC22D1 chr13 0.633482826 + T2D risk Body
cg25861577 ADCY5 chr3 0.633569226 - T2D risk Body
cg10595344 WDR47 chr1 0.633569896 + T2D risk TSS200
cg08494843 SLIT3 chr5 0.633768548 - T2D risk Body
cg12001113 TSHZ1 chr18 0.633768715 - T2D risk TSS1500
cg15309223 TMEM59 chr1 0.633816755 + T2D risk 1stExon
cg15309223 TMEM59 chr1 0.633816755 + T2D risk 5'UTR



cg14182527 UXS1 chr2 0.633876935 - T2D risk Body
cg15741083 CRYL1 chr13 0.633881088 - T2D risk Body
cg04362902 FBXO11 chr2 0.633955345 - T2D risk Body
cg15283737 CUX2 chr12 0.634044637 - T2D risk Body
cg08776875 ST6GAL1 chr3 0.634045253 - T2D risk TSS200
cg04406115 KDM4B chr19 0.6341104 - T2D risk Body
cg13928438 FNIP2 chr4 0.63414296 - T2D risk Body
cg00395036 ARL15 chr5 0.634148071 - T2D risk Body
cg27228578 DNAH9 chr17 0.634240564 + T2D risk 1stExon
cg02998857 ANK3 chr10 0.63436235 - T2D risk ExonBnd
cg02998857 ANK3 chr10 0.63436235 - T2D risk Body
cg22633643 PRKAG2 chr7 0.634415888 - T2D risk Body
cg20923549 PRKAG2 chr7 0.634623202 + T2D risk Body
cg11819198 PRKAG2 chr7 0.634645333 - T2D risk Body
cg19803826 SGSM2 chr17 0.634813079 + T2D risk Body
cg13657776 USP29 chr19 0.634947672 + T2D risk TSS1500
cg12899919 KIAA0355 chr19 0.635073997 - T2D risk Body
cg04228581 ASH1L chr1 0.635074317 + T2D risk Body
cg21567486 PACS1 chr11 0.635090814 - T2D risk Body
cg16020759 CADM1 chr11 0.635436677 + T2D risk 3'UTR
cg09131631 SEZ6L chr22 0.63545301 - T2D risk TSS1500
cg24252925 ATRNL1 chr10 0.635638925 - T2D risk Body
cg21143896 GNA12 chr7 0.63566224 + T2D risk Body
cg00785037 ATP4A chr19 0.635700083 - T2D risk Body
cg07366462 ADCY5 chr3 0.635714934 - T2D risk Body
cg26660102 PDK1 chr2 0.635731881 + T2D risk Body
cg10070788 BIRC5 chr17 0.635745016 - T2D risk 3'UTR
cg14624737 CUX1 chr7 0.635745194 + T2D risk Body
cg24200175 PICALM chr11 0.635836599 + T2D risk 3'UTR
cg15072634 CNTROB chr17 0.635916229 - T2D risk Body
cg19139509 CNTNAP2 chr7 0.635982143 + T2D risk Body
cg23817232 ANK3 chr10 0.636242114 - T2D risk Body
cg18977539 FLT1 chr13 0.636353697 - T2D risk Body
cg17826531 SKAP1 chr17 0.636426197 + T2D risk Body
cg02531768 DIP2C chr10 0.636455497 - T2D risk Body
cg10536349 SPAG9 chr17 0.636484 - T2D risk Body
cg19002902 IFT74 chr9 0.636569387 - T2D risk Body
cg14038009 RGS7 chr1 0.636628754 - T2D risk Body
cg02573468 DLL4 chr15 0.636635128 + T2D risk Body
cg13544027 PRMT3 chr11 0.636846162 + T2D risk Body
cg04105895 KCNJ12 chr17 0.636857175 - T2D risk 5'UTR
cg19129981 PPP1R12A chr12 0.636918758 + T2D risk Body
cg23474135 PRKCE chr2 0.637009301 - T2D risk Body
cg13297988 ARL8B chr3 0.637243129 - T2D risk TSS200
cg02809083 ADCY5 chr3 0.637256487 + T2D risk Body
cg19390941 PACRG chr6 0.637410302 - T2D risk Body
cg12283057 PDE8A chr15 0.637430337 - T2D risk Body
cg15730346 SKAP1 chr17 0.637456605 + T2D risk TSS1500
cg10430352 PRKCE chr2 0.637523671 - T2D risk Body
cg17951368 NUCB2 chr11 0.637543173 - T2D risk TSS200
cg24824703 GNA12 chr7 0.63764914 + T2D risk Body
cg22735402 CNTNAP2 chr7 0.637675628 - T2D risk Body
cg25581843 PDE7A chr8 0.637684785 + T2D risk Body
cg14486905 GAD1 chr2 0.63785099 + T2D risk Body
cg05838857 PACS2 chr14 0.638022443 + T2D risk Body
cg18525081 UBL3 chr13 0.638065366 + T2D risk TSS1500
cg21366622 ATXN1 chr6 0.638074146 + T2D risk 5'UTR
cg22090192 PHF21A chr11 0.638096643 + T2D risk Body
cg21942557 INPP4A chr2 0.638159172 - T2D risk 5'UTR
cg08364730 CREBBP chr16 0.638191619 + T2D risk Body
cg22169659 PRMT3 chr11 0.638371858 - T2D risk Body
cg22625220 NCOR1 chr17 0.638387663 - T2D risk TSS1500
cg17333886 DIP2C chr10 0.638389444 + T2D risk Body
cg27152898 ITGA1 chr5 0.638471054 - T2D risk Body
cg05045210 TJP1 chr15 0.638506942 - T2D risk TSS200
cg05045210 TJP1 chr15 0.638506942 - T2D risk TSS1500
cg05045210 TJP1 chr15 0.638506942 - T2D risk Body
cg01267648 GALK2 chr15 0.638539782 - T2D risk 5'UTR
cg01267648 GALK2 chr15 0.638539782 - T2D risk Body
cg27634695 ANK2 chr4 0.638545676 - T2D risk TSS200



cg20048260 COL4A1 chr13 0.638555465 + T2D risk Body
cg04661346 PPFIBP1 chr12 0.638606322 + T2D risk TSS1500
cg11243269 TJP1 chr15 0.638638325 - T2D risk Body
cg03028536 CUX2 chr12 0.638709691 + T2D risk Body
cg25855315 DNAH9 chr17 0.638902039 - T2D risk Body
cg26566673 ITGA1 chr5 0.639060847 - T2D risk Body
cg25644149 SPOCK1 chr5 0.639150892 + T2D risk Body
cg16080103 EFCAB14 chr1 0.639251224 + T2D risk Body
cg15955165 UBL3 chr13 0.639254349 - T2D risk Body
cg22627610 SPOCK1 chr5 0.639261466 + T2D risk Body
cg24298280 RNF217 chr6 0.63947417 - T2D risk 5'UTR
cg04348223 DIP2C chr10 0.639649952 + T2D risk Body
cg26624525 PHF21A chr11 0.639676382 - T2D risk Body
cg26624525 PHF21A chr11 0.639676382 - T2D risk ExonBnd
cg24424525 KIAA1217 chr10 0.63989359 + T2D risk Body
cg23459483 PCYT1A chr3 0.640048484 - T2D risk 5'UTR
cg03658982 GRK5 chr10 0.640161418 + T2D risk Body
cg23571282 RCAN2 chr6 0.640181937 - T2D risk TSS1500
cg17420983 CUX2 chr12 0.640189308 + T2D risk TSS1500
cg11362604 MEIS2 chr15 0.640201638 + T2D risk Body
cg15473502 ST6GAL1 chr3 0.640276675 - T2D risk 5'UTR
cg11896546 DDC chr7 0.64042146 - T2D risk 5'UTR
cg11896546 DDC chr7 0.64042146 - T2D risk TSS200
cg27614488 CLIC5 chr6 0.640424794 - T2D risk Body
cg16505390 TMEM150C chr4 0.640626333 - T2D risk 5'UTR
cg10322879 YWHAQ chr2 0.640776726 - T2D risk Body
cg12793116 ADCY5 chr3 0.640782326 + T2D risk Body
cg23497501 KCNIP3 chr2 0.640818085 + T2D risk TSS200
cg23497501 KCNIP3 chr2 0.640818085 + T2D risk Body
cg14370061 GNA12 chr7 0.640909869 - T2D risk Body
cg11641538 KANTR chrX 0.641186631 - T2D risk Body
cg18679596 ZRANB1 chr10 0.641255376 - T2D risk Body
cg12939634 SPPL2A chr15 0.641343838 - T2D risk Body
cg02717454 CREBBP chr16 0.641377105 - T2D risk Body
cg04703221 WWP2 chr16 0.641505159 - T2D risk Body
cg04054840 BCAT1 chr12 0.641546603 + T2D risk Body
cg09715009 CPLX2 chr5 0.641691396 - T2D risk 5'UTR
cg00650953 CNTNAP2 chr7 0.641807848 - T2D risk Body
cg11505338 KDR chr4 0.642063242 - T2D risk TSS200
cg12590753 RGS7 chr1 0.642288467 - T2D risk Body
cg26079877 YWHAQ chr2 0.642333376 + T2D risk Body
cg24894680 KREMEN1 chr22 0.642363314 + T2D risk Body
cg01659632 PLAGL1 chr6 0.642578345 - T2D risk 3'UTR
cg15755137 ST6GAL1 chr3 0.642617224 - T2D risk TSS1500
cg01056853 PHACTR1 chr6 0.642624251 + T2D risk Body
cg09273772 TOP2A chr17 0.642671794 - T2D risk TSS1500
cg07688779 MEIS2 chr15 0.642719686 + T2D risk 5'UTR
cg07688779 MEIS2 chr15 0.642719686 + T2D risk 1stExon
cg07688779 MEIS2 chr15 0.642719686 + T2D risk Body
cg07688779 MEIS2 chr15 0.642719686 + T2D risk TSS1500
cg17516556 TBC1D5 chr3 0.642737224 + T2D risk TSS1500
cg00029284 CUX2 chr12 0.642743837 + T2D risk Body
cg17386093 SLIT3 chr5 0.642874086 - T2D risk 1stExon
cg04995537 SCAF8 chr6 0.642928461 + T2D risk Body
cg18998172 SPOCK1 chr5 0.643022352 + T2D risk Body
cg03807888 LMCD1 chr3 0.643070897 - T2D risk Body
cg18297421 SVIP chr11 0.643114254 + T2D risk 1stExon
cg00987808 PDE3A chr12 0.643340236 + T2D risk Body
cg26379627 GLG1 chr16 0.643450769 - T2D risk TSS1500
cg01284438 CPLX2 chr5 0.643451331 + T2D risk 5'UTR
cg05639392 COL4A1 chr13 0.643483187 + T2D risk Body
cg00529909 KDM4B chr19 0.643572926 - T2D risk Body
cg03243666 SRPK2 chr7 0.643621459 - T2D risk Body
cg12566083 TSC22D1 chr13 0.643732275 + T2D risk Body
cg12566083 TSC22D1 chr13 0.643732275 + T2D risk TSS1500
cg12566083 TSC22D1 chr13 0.643732275 + T2D risk 5'UTR
cg12566083 TSC22D1 chr13 0.643732275 + T2D risk TSS200
cg25644208 ARHGAP32 chr11 0.64374744 + T2D risk Body
cg00534386 ULK4 chr3 0.643840996 - T2D risk Body
cg02104626 KIAA0232 chr4 0.643842613 - T2D risk Body



cg17012893 ATP8A2 chr13 0.644106342 - T2D risk Body
cg19653624 PRMT3 chr11 0.644121076 + T2D risk TSS200
cg03892601 CNTNAP2 chr7 0.644133179 + T2D risk Body
cg11141044 ARID2 chr12 0.644360155 - T2D risk Body
cg23285459 GNA12 chr7 0.644488607 - T2D risk Body
cg22056480 PDE3A chr12 0.644511427 - T2D risk Body
cg18216571 SLC7A2 chr8 0.644644576 + T2D risk 5'UTR
cg18216571 SLC7A2 chr8 0.644644576 + T2D risk TSS1500
cg00164538 CUX2 chr12 0.644673632 + T2D risk Body
cg14492551 TENM2 chr5 0.644696275 + T2D risk Body
cg15787389 ERC2 chr3 0.644732072 - T2D risk Body
cg09126120 PACS1 chr11 0.644784149 - T2D risk Body
cg16821211 TJP1 chr15 0.644820369 - T2D risk Body
cg23574403 DDHD2 chr8 0.644852414 - T2D risk 5'UTR
cg23574403 DDHD2 chr8 0.644852414 - T2D risk TSS200
cg14269558 CLIC5 chr6 0.644913633 + T2D risk TSS200
cg14269558 CLIC5 chr6 0.644913633 + T2D risk Body
cg06670711 JPH2 chr20 0.644955096 - T2D risk 3'UTR
cg00424064 TANC2 chr17 0.644981764 + T2D risk Body
cg03946683 KREMEN1 chr22 0.645014573 - T2D risk Body
cg26924247 RGS7 chr1 0.645153544 - T2D risk Body
cg27445522 ENAH chr1 0.645186892 - T2D risk TSS1500
cg05113850 CALD1 chr7 0.645410811 + T2D risk Body
cg08482700 COX6A1 chr12 0.645442964 + T2D risk TSS1500
cg17654017 PLAGL1 chr6 0.645582797 + T2D risk 5'UTR
cg23933355 ATP8A2 chr13 0.645612132 - T2D risk Body
cg14869517 GALK2 chr15 0.64579745 + T2D risk Body
cg19131667 TBC1D5 chr3 0.64587431 - T2D risk Body
cg15562418 RAP1GAP2 chr17 0.645917277 + T2D risk Body
cg18666004 ULK4 chr3 0.645937795 + T2D risk TSS200
cg21534309 RSF1 chr11 0.645972 + T2D risk Body
cg03826480 KCNJ12 chr17 0.646073732 + T2D risk 3'UTR
cg18188891 CUX1 chr7 0.646097379 + T2D risk Body
cg02352612 MGRN1 chr16 0.646236933 + T2D risk Body
cg02352612 MGRN1 chr16 0.646236933 + T2D risk 3'UTR
cg23657393 JPH2 chr20 0.646240982 - T2D risk Body
cg04234813 CUX2 chr12 0.646289579 + T2D risk Body
cg26251101 RHOQ chr2 0.646414279 - T2D risk TSS1500
cg07077705 CREBBP chr16 0.646525975 - T2D risk Body
cg02776664 MAST1 chr19 0.64656765 + T2D risk Body
cg14844401 ADCY5 chr3 0.64656887 - T2D risk Body
cg12371924 BCAT1 chr12 0.646694705 + T2D risk TSS200
cg10391294 CDK8 chr13 0.646855614 - T2D risk Body
cg18982976 TANC2 chr17 0.646857925 + T2D risk Body
cg01022670 DIP2C chr10 0.647118481 + T2D risk Body
cg21449177 PRKD1 chr14 0.647180251 + T2D risk Body
cg27052402 DDHD2 chr8 0.647358696 + T2D risk TSS1500
cg27052402 DDHD2 chr8 0.647358696 + T2D risk TSS200
cg03018058 RHBDD1 chr2 0.647465031 - T2D risk TSS1500
cg01823533 CLEC16A chr16 0.647472578 + T2D risk Body
cg06046574 SNX4 chr3 0.647671761 - T2D risk TSS1500
cg08580081 DNAJC1 chr10 0.647700895 - T2D risk Body
cg16967541 EFR3A chr8 0.647887582 + T2D risk TSS200
cg00579717 RANBP17 chr5 0.647903923 - T2D risk Body
cg23381232 DYNC1I1 chr7 0.647959306 + T2D risk Body
cg27084929 ST6GAL1 chr3 0.647984267 + T2D risk 5'UTR
cg06010111 TSGA10 chr2 0.648117125 + T2D risk TSS200
cg04114351 CUX2 chr12 0.648128303 + T2D risk Body
cg04336905 DIP2C chr10 0.648136206 + T2D risk Body
cg05133339 ST6GAL1 chr3 0.648193551 - T2D risk 5'UTR
cg27364578 PHACTR1 chr6 0.648581116 + T2D risk Body
cg04316898 CUX2 chr12 0.648596934 + T2D risk Body
cg22374742 UXS1 chr2 0.648747507 + T2D risk Body
cg25521406 PDE3A chr12 0.648779327 + T2D risk Body
cg14159683 CLEC16A chr16 0.648779478 + T2D risk Body
cg16807061 RAP1GAP2 chr17 0.648892382 - T2D risk Body
cg13896328 PTPRU chr1 0.648905322 - T2D risk 3'UTR
cg16909635 SLIT3 chr5 0.648954801 + T2D risk Body
cg11435247 APBA1 chr9 0.649093122 - T2D risk ExonBnd
cg11435247 APBA1 chr9 0.649093122 - T2D risk Body



cg13751455 SPAG9 chr17 0.649192273 + T2D risk Body
cg15701795 TENM2 chr5 0.649232722 + T2D risk Body
cg19424533 ANK3 chr10 0.649238001 - T2D risk Body
cg03740323 PRKAG2 chr7 0.649275618 + T2D risk Body
cg01578939 ARL15 chr5 0.649318394 + T2D risk Body
cg19875864 ARHGAP32 chr11 0.649397829 - T2D risk Body
cg06916950 SLC7A2 chr8 0.649398986 - T2D risk 5'UTR
cg22243466 ANK2 chr4 0.649429314 - T2D risk Body
cg14532217 TBC1D5 chr3 0.649714919 + T2D risk Body
cg26020585 GGPS1 chr1 0.649763753 - T2D risk TSS200
cg26020585 GGPS1 chr1 0.649763753 - T2D risk 5'UTR
cg26020585 GGPS1 chr1 0.649763753 - T2D risk 1stExon
cg10539002 ATRNL1 chr10 0.649775807 - T2D risk Body
cg01938009 CPLX2 chr5 0.649816566 + T2D risk 5'UTR
cg05289466 KDM4B chr19 0.649834021 + T2D risk Body
cg10097882 FAM160A1 chr4 0.649899483 - T2D risk 5'UTR
cg07100595 ERC2 chr3 0.650105213 - T2D risk TSS1500
cg06140903 ATP8A2 chr13 0.650111349 - T2D risk Body
cg02101434 CLEC16A chr16 0.650127834 - T2D risk Body
cg17463564 DIP2C chr10 0.650131467 + T2D risk Body
cg15749852 TBC1D5 chr3 0.650312566 - T2D risk Body
cg07952552 INPP4A chr2 0.650503602 - T2D risk 5'UTR
cg06884029 KDM4B chr19 0.65064519 + T2D risk 5'UTR
cg25635505 CUX1 chr7 0.650706475 + T2D risk Body
cg16583923 MAST1 chr19 0.650724848 - T2D risk 3'UTR
cg12803878 SLC7A2 chr8 0.650750493 + T2D risk TSS1500
cg16398904 ITPKB chr1 0.650786477 + T2D risk Body
cg16483326 CALD1 chr7 0.65087014 + T2D risk 5'UTR
cg19992453 GRK5 chr10 0.650888502 - T2D risk Body
cg03265533 KDR chr4 0.65091385 + T2D risk Body
cg21550585 RNF157 chr17 0.650918936 + T2D risk Body
cg08257185 CUX1 chr7 0.650949322 + T2D risk 5'UTR
cg08257185 CUX1 chr7 0.650949322 + T2D risk TSS200
cg08257185 CUX1 chr7 0.650949322 + T2D risk 1stExon
cg17689498 TJP1 chr15 0.651112487 - T2D risk Body
cg09310112 KDM4B chr19 0.651151189 + T2D risk 5'UTR
cg13303954 FAM160A1 chr4 0.651240699 - T2D risk Body
cg17350528 SEZ6L chr22 0.651282875 - T2D risk Body
cg17979958 RCAN2 chr6 0.651357482 + T2D risk 5'UTR
cg17979958 RCAN2 chr6 0.651357482 + T2D risk 1stExon
cg17979958 RCAN2 chr6 0.651357482 + T2D risk Body
cg00590830 PTP4A2 chr1 0.651361474 + T2D risk 5'UTR
cg00590830 PTP4A2 chr1 0.651361474 + T2D risk 1stExon
cg16163065 ITGA1 chr5 0.651670541 + T2D risk Body
cg10279395 ATXN1 chr6 0.651683435 - T2D risk 5'UTR
cg03252313 CNTNAP2 chr7 0.651744552 - T2D risk 3'UTR
cg23575245 MYO6 chr6 0.651788232 + T2D risk 5'UTR
cg02037858 RTN4 chr2 0.651815782 - T2D risk Body
cg13297671 ARID2 chr12 0.651856064 + T2D risk Body
cg15009088 RSF1 chr11 0.651884163 - T2D risk Body
cg13849825 CCNB1 chr5 0.652108817 - T2D risk TSS1500
cg00320301 SLIT3 chr5 0.652358831 + T2D risk Body
cg23521444 PLAGL1 chr6 0.652419336 - T2D risk TSS200
cg08463614 TENM2 chr5 0.652538453 + T2D risk Body
cg03373709 PRKCB chr16 0.652640557 - T2D risk Body
cg09357953 ADCY5 chr3 0.652835827 - T2D risk Body
cg04130043 KANTR chrX 0.65284984 - T2D risk Body
cg09827368 MYO6 chr6 0.652872044 - T2D risk 5'UTR
cg17607024 ZRANB1 chr10 0.652872614 - T2D risk 5'UTR
cg17607024 ZRANB1 chr10 0.652872614 - T2D risk 1stExon
cg26521024 TSC22D1 chr13 0.652888581 - T2D risk TSS1500
cg19683608 DIP2C chr10 0.652888642 - T2D risk Body
cg26003119 WIZ chr19 0.653136909 + T2D risk Body
cg04486846 TTC28 chr22 0.653226531 + T2D risk Body
cg14671833 RHOQ chr2 0.653242908 - T2D risk Body
cg19283298 RAP2A chr13 0.653324964 - T2D risk Body
cg10148800 KCNJ12 chr17 0.653326076 + T2D risk 5'UTR
cg03400464 MAST1 chr19 0.65338069 + T2D risk Body
cg17086141 NPEPPS chr17 0.653427405 + T2D risk TSS1500
cg19168259 PRMT3 chr11 0.653458233 - T2D risk Body



cg12837996 AMD1 chr6 0.653673109 - T2D risk ExonBnd
cg12837996 AMD1 chr6 0.653673109 - T2D risk Body
cg13706434 SH3GL2 chr9 0.653730951 + T2D risk Body
cg17750109 NGF chr1 0.653760789 - T2D risk 5'UTR
cg18876494 RAP1B chr12 0.65377739 - T2D risk TSS1500
cg08284826 CREBBP chr16 0.654150651 - T2D risk Body
cg20883644 SPPL2A chr15 0.654311947 + T2D risk Body
cg06006665 DIP2C chr10 0.654905508 + T2D risk Body
cg06166515 DNAJC1 chr10 0.65492256 + T2D risk Body
cg22989379 ACSS2 chr20 0.654975856 + T2D risk TSS200
cg24332570 ANK3 chr10 0.655003321 - T2D risk Body
cg01956158 EFR3A chr8 0.655007826 + T2D risk Body
cg12344235 ST6GAL1 chr3 0.655037417 + T2D risk Body
cg12344235 ST6GAL1 chr3 0.655037417 + T2D risk 5'UTR
cg02596683 ARL15 chr5 0.655158271 + T2D risk Body
cg10432598 TSGA10 chr2 0.655188167 - T2D risk Body
cg16904052 ARHGAP32 chr11 0.655415767 + T2D risk Body
cg20678374 ASXL2 chr2 0.655544503 - T2D risk Body
cg07145834 ZHX2 chr8 0.655604362 + T2D risk 5'UTR
cg11468148 DIP2C chr10 0.655617561 - T2D risk Body
cg14307471 NOL4 chr18 0.655671396 - T2D risk 3'UTR
cg09632011 ACSS2 chr20 0.6557122 + T2D risk Body
cg09632011 ACSS2 chr20 0.6557122 + T2D risk ExonBnd
cg02046881 GNA12 chr7 0.655761638 - T2D risk Body
cg05786548 FAM160A1 chr4 0.655915271 + T2D risk TSS200
cg14706575 RTN4 chr2 0.656022609 - T2D risk TSS1500
cg14706575 RTN4 chr2 0.656022609 - T2D risk 1stExon
cg14706575 RTN4 chr2 0.656022609 - T2D risk 5'UTR
cg01061290 TSGA10 chr2 0.656080896 - T2D risk TSS200
cg00151815 SRPK2 chr7 0.656092076 - T2D risk Body
cg02052569 ATXN1 chr6 0.656184449 - T2D risk 5'UTR
cg00082656 SRPK2 chr7 0.656236682 - T2D risk Body
cg02519218 CHFR chr12 0.656245969 + T2D risk Body
cg27287166 NCOA2 chr8 0.656268188 - T2D risk 5'UTR
cg17950139 CPLX2 chr5 0.656352007 - T2D risk TSS1500
cg17950139 CPLX2 chr5 0.656352007 - T2D risk 5'UTR
cg25085723 PPFIBP1 chr12 0.656481117 - T2D risk 5'UTR
cg11710299 ARL15 chr5 0.656485716 - T2D risk Body
cg19210352 CREBBP chr16 0.656657442 + T2D risk Body
cg05062944 RHBDD1 chr2 0.656733368 + T2D risk Body
cg13598864 POC1B chr12 0.657060465 + T2D risk Body
cg26677394 RCAN2 chr6 0.657266852 - T2D risk Body
cg13367589 CHKA chr11 0.6573854 + T2D risk Body
cg06076692 ATXN1 chr6 0.657395177 - T2D risk 5'UTR
cg15621892 ANK2 chr4 0.657469375 - T2D risk Body
cg11681272 SRPK2 chr7 0.657576056 - T2D risk Body
cg11681272 SRPK2 chr7 0.657576056 - T2D risk ExonBnd
cg09509553 RGS7 chr1 0.657587749 - T2D risk Body
cg14773588 PHACTR1 chr6 0.657723029 + T2D risk Body
cg16688681 GNA12 chr7 0.657843225 - T2D risk Body
cg15188939 ARIH1 chr15 0.65792832 - T2D risk Body
cg26733444 PRKAG2 chr7 0.658054596 + T2D risk Body
cg19567866 SPOCK1 chr5 0.658068997 - T2D risk Body
cg19308029 SSBP2 chr5 0.658183292 + T2D risk Body
cg24624090 SLIT3 chr5 0.658193958 - T2D risk Body
cg19621049 ATXN1 chr6 0.658223169 - T2D risk 5'UTR
cg25106461 PACS2 chr14 0.658245739 - T2D risk TSS1500
cg12009109 GGPS1 chr1 0.658331141 - T2D risk TSS200
cg12009109 GGPS1 chr1 0.658331141 - T2D risk TSS1500
cg19298572 GALK2 chr15 0.658364674 + T2D risk TSS200
cg23629959 PRKACB chr1 0.658436999 + T2D risk Body
cg04940349 RAP1GAP2 chr17 0.658438514 + T2D risk 3'UTR
cg18484162 CLASP2 chr3 0.658704095 + T2D risk TSS1500
cg22505420 TPCN1 chr12 0.658781018 - T2D risk Body
cg15726318 NCOA2 chr8 0.658874836 - T2D risk 5'UTR
cg04960169 RAP1GAP2 chr17 0.658916804 - T2D risk Body
cg26387689 PDE3A chr12 0.659077266 - T2D risk TSS1500
cg06910198 ANK3 chr10 0.659115523 - T2D risk 1stExon
cg06910198 ANK3 chr10 0.659115523 - T2D risk 5'UTR
cg06910198 ANK3 chr10 0.659115523 - T2D risk Body



cg18697121 CUL1 chr7 0.659129321 + T2D risk 5'UTR
cg16231954 ROBO2 chr3 0.659198923 - T2D risk 5'UTR
cg16231954 ROBO2 chr3 0.659198923 - T2D risk 1stExon
cg10987413 ARHGEF9 chrX 0.659384459 + T2D risk Body
cg10987413 ARHGEF9 chrX 0.659384459 + T2D risk TSS1500
cg00460589 PHACTR1 chr6 0.659457195 + T2D risk Body
cg15191126 TSGA10 chr2 0.659525167 + T2D risk Body
cg13696545 ERC2 chr3 0.659588817 - T2D risk Body
cg06916161 ERC2 chr3 0.659687765 - T2D risk Body
cg14079020 TMEM131 chr2 0.659710892 + T2D risk Body
cg06089322 PLEKHG3 chr14 0.659851197 - T2D risk Body
cg15747671 PACRG chr6 0.659885968 + T2D risk Body
cg12307370 BIRC5 chr17 0.659895476 + T2D risk TSS1500
cg20641545 ATP2B1 chr12 0.660222496 - T2D risk 3'UTR
cg15931233 ARL15 chr5 0.660287024 - T2D risk Body
cg25139641 TSHZ1 chr18 0.660310536 + T2D risk TSS1500
cg20835656 ANK3 chr10 0.660408872 - T2D risk Body
cg13596497 COL4A1 chr13 0.660422726 + T2D risk Body
cg09456134 NCOR1 chr17 0.660508283 - T2D risk Body
cg09665488 SSB chr2 0.660517277 + T2D risk 5'UTR
cg09729030 ANK2 chr4 0.660647326 - T2D risk Body
cg09522479 DIP2C chr10 0.660804159 - T2D risk Body
cg26134737 DIP2C chr10 0.660925927 + T2D risk Body
cg09230870 TANC2 chr17 0.660945057 - T2D risk Body
cg10617091 ARID2 chr12 0.66097566 - T2D risk Body
cg23509227 ZHX2 chr8 0.660988785 - T2D risk 5'UTR
cg07996555 DIP2C chr10 0.66111947 + T2D risk Body
cg02261543 CTR9 chr11 0.661165044 - T2D risk Body
cg18565138 CHKA chr11 0.661213792 + T2D risk Body
cg22792350 RANBP17 chr5 0.661360137 - T2D risk TSS1500
cg04983163 ATXN1 chr6 0.661489441 + T2D risk 5'UTR
cg04983163 ATXN1 chr6 0.661489441 + T2D risk ExonBnd
cg11764784 ULK4 chr3 0.661662285 + T2D risk Body
cg11658909 ASH1L chr1 0.662067266 - T2D risk 5'UTR
cg10243322 KDM4B chr19 0.662073704 + T2D risk Body
cg10210928 GNA12 chr7 0.662171176 - T2D risk Body
cg27181968 NGF chr1 0.66230091 + T2D risk 5'UTR
cg14003467 PCYT1A chr3 0.66245711 - T2D risk TSS1500
cg18940157 PACS2 chr14 0.66252699 + T2D risk Body
cg18940157 PACS2 chr14 0.66252699 + T2D risk 5'UTR
cg17180443 ATP4A chr19 0.662552753 - T2D risk Body
cg15042047 PRKAG2 chr7 0.662594631 + T2D risk Body
cg14079445 CUX2 chr12 0.662644793 - T2D risk Body
cg08009697 SRPK2 chr7 0.662732726 - T2D risk Body
cg14355321 ZHX2 chr8 0.66302821 + T2D risk 5'UTR
cg15344068 CLIC5 chr6 0.663095467 - T2D risk 3'UTR
cg15220914 GRK5 chr10 0.663152379 + T2D risk Body
cg02404256 DYNC1I1 chr7 0.663160971 - T2D risk Body
cg16234086 CLIC5 chr6 0.663180287 + T2D risk TSS200
cg16234086 CLIC5 chr6 0.663180287 + T2D risk Body
cg14846596 CUL1 chr7 0.663201143 - T2D risk 3'UTR
cg08871031 DIP2C chr10 0.663241917 + T2D risk Body
cg06007323 KIAA0232 chr4 0.663281831 - T2D risk 5'UTR
cg26612987 LMCD1 chr3 0.663344958 - T2D risk TSS1500
cg14713153 DIP2C chr10 0.663509592 - T2D risk Body
cg02683371 CLOCK chr4 0.663521887 + T2D risk 3'UTR
cg24113686 ITPKB chr1 0.663536094 + T2D risk Body
cg03021573 SEC31A chr4 0.663811737 - T2D risk Body
cg02618151 PACS2 chr14 0.663852127 + T2D risk Body
cg27320207 NOTCH3 chr19 0.663981594 - T2D risk Body
cg04053961 ATP6V1H chr8 0.664019847 + T2D risk TSS1500
cg20150647 PFKFB2 chr1 0.664024152 - T2D risk Body
cg19877157 GNA12 chr7 0.664341803 + T2D risk Body
cg16309622 PACRG chr6 0.664501915 + T2D risk Body
cg03287763 DIP2C chr10 0.664561124 - T2D risk Body
cg16953943 ATP8A2 chr13 0.664626798 + T2D risk Body
cg02332174 ULK4 chr3 0.664738836 + T2D risk Body
cg07862302 NCOA7 chr6 0.664772924 - T2D risk 3'UTR
cg07236840 DIP2C chr10 0.664942981 + T2D risk Body
cg23581361 TTC28 chr22 0.664979362 + T2D risk Body



cg00463844 PDE8A chr15 0.665005191 + T2D risk 5'UTR
cg00463844 PDE8A chr15 0.665005191 + T2D risk Body
cg23687319 GGPS1 chr1 0.665092553 + T2D risk 5'UTR
cg23687319 GGPS1 chr1 0.665092553 + T2D risk 1stExon
cg27311272 DIP2C chr10 0.665167497 - T2D risk Body
cg18599155 ARL8B chr3 0.66530841 - T2D risk TSS1500
cg04368942 CALD1 chr7 0.665356773 + T2D risk Body
cg24336686 PDE3A chr12 0.665420416 + T2D risk Body
cg14609314 PPP1R12A chr12 0.665855613 + T2D risk Body
cg24334381 NGLY1 chr3 0.665874595 + T2D risk Body
cg12598524 PRKCE chr2 0.665904982 + T2D risk Body
cg23575527 PLAGL1 chr6 0.66590523 + T2D risk 5'UTR
cg06110059 SEZ6L chr22 0.665958672 + T2D risk Body
cg10680196 ACTN4 chr19 0.665998858 + T2D risk Body
cg00513611 KDM4B chr19 0.666132623 + T2D risk Body
cg17202446 SLIT3 chr5 0.66614905 + T2D risk Body
cg12076142 ADCY5 chr3 0.666204455 + T2D risk Body
cg19505398 DDHD2 chr8 0.666209505 + T2D risk ExonBnd
cg19505398 DDHD2 chr8 0.666209505 + T2D risk Body
cg02725620 CUX1 chr7 0.666211502 + T2D risk Body
cg07623238 PACRG chr6 0.666349586 + T2D risk Body
cg23088461 CNTROB chr17 0.666357369 - T2D risk TSS200
cg07479547 PRKAG2 chr7 0.66644365 + T2D risk Body
cg10476288 SPAG9 chr17 0.666478736 + T2D risk Body
cg27457655 GRK5 chr10 0.666513848 - T2D risk Body
cg09089066 PLEKHG3 chr14 0.666565469 - T2D risk Body
cg12905931 TTC28 chr22 0.666726844 + T2D risk 3'UTR
cg23175130 GRK5 chr10 0.666751891 - T2D risk Body
cg11569219 CLOCK chr4 0.666756995 + T2D risk TSS200
cg11569219 CLOCK chr4 0.666756995 + T2D risk TSS1500
cg14845865 ATP6V1A chr3 0.666865407 + T2D risk 5'UTR
cg15180253 KIAA1217 chr10 0.666887626 + T2D risk Body
cg09297447 WWP2 chr16 0.667083413 + T2D risk 5'UTR
cg02062237 ANK2 chr4 0.66714679 + T2D risk Body
cg22596515 GGPS1 chr1 0.667203428 + T2D risk TSS200
cg22596515 GGPS1 chr1 0.667203428 + T2D risk TSS1500
cg08452038 TTC28 chr22 0.667278386 - T2D risk Body
cg03156893 PRKCB chr16 0.667320252 + T2D risk Body
cg20592084 CUX1 chr7 0.667359712 - T2D risk Body
cg06640355 RPGR chrX 0.66742782 + T2D risk Body
cg22504024 CUX2 chr12 0.667725016 + T2D risk Body
cg03472539 CREBBP chr16 0.667731117 - T2D risk Body
cg08327371 PRKCB chr16 0.667965179 - T2D risk Body
cg21864259 ERC2 chr3 0.668228837 + T2D risk TSS1500
cg12513481 SKAP1 chr17 0.668278269 - T2D risk TSS1500
cg16799737 HMBOX1 chr8 0.668411208 + T2D risk 5'UTR
cg24956866 CALD1 chr7 0.668594008 - T2D risk TSS200
cg06899202 PACS2 chr14 0.668649053 - T2D risk 5'UTR
cg01819937 ANK3 chr10 0.668746931 - T2D risk Body
cg03157210 SLIT3 chr5 0.668786882 + T2D risk Body
cg08889157 ATXN1 chr6 0.668787798 - T2D risk 5'UTR
cg23653704 NGF chr1 0.66879314 - T2D risk TSS1500
cg12517452 ITGA1 chr5 0.668807101 - T2D risk TSS200
cg03609034 CUX1 chr7 0.668973785 + T2D risk Body
cg06481807 NCOA2 chr8 0.668981457 - T2D risk Body
cg12247968 DACH1 chr13 0.669026981 + T2D risk TSS1500
cg08256761 PPP1R12A chr12 0.669069731 + T2D risk 3'UTR
cg03075683 CLEC16A chr16 0.669103531 + T2D risk TSS200
cg00662485 CLASP2 chr3 0.669169618 - T2D risk Body
cg12022967 ATP8A2 chr13 0.669253198 - T2D risk Body
cg26369444 ARL15 chr5 0.669299289 + T2D risk Body
cg18694815 RTN4 chr2 0.669361649 - T2D risk TSS1500
cg16648679 SLIT3 chr5 0.669516308 - T2D risk Body
cg12400070 SPOCK1 chr5 0.669669136 + T2D risk Body
cg16410579 SLC29A4 chr7 0.669740885 + T2D risk 5'UTR
cg10382832 NGLY1 chr3 0.669886177 + T2D risk Body
cg10382832 NGLY1 chr3 0.669886177 + T2D risk TSS1500
cg13533403 SLC29A4 chr7 0.669972732 + T2D risk Body
cg00842122 GALK2 chr15 0.670124928 - T2D risk Body
cg02307880 CUX1 chr7 0.670130132 + T2D risk Body



cg08139059 PACS2 chr14 0.670143149 - T2D risk Body
cg12418686 ITGA1 chr5 0.670222059 - T2D risk Body
cg15478005 ATP6V1A chr3 0.670237843 + T2D risk TSS200
cg27460675 GRK5 chr10 0.670254495 + T2D risk Body
cg08365618 NGLY1 chr3 0.670255409 - T2D risk Body
cg08365618 OXSM chr3 0.670255409 - T2D risk TSS1500
cg20465933 FAM160A1 chr4 0.670403071 + T2D risk 5'UTR
cg10320211 FNIP2 chr4 0.670534786 + T2D risk Body
cg27004481 PDLIM5 chr4 0.670653351 - T2D risk 5'UTR
cg27004481 PDLIM5 chr4 0.670653351 - T2D risk Body
cg22355517 PDE3A chr12 0.670668822 - T2D risk 1stExon
cg00078221 EIF4EBP3 chr5 0.670721705 + T2D risk Body
cg02628353 HNRNPA2B1 chr7 0.670810286 + T2D risk TSS1500
cg08836861 NQO1 chr16 0.670846574 + T2D risk Body
cg04340677 PDK1 chr2 0.670888472 + T2D risk Body
cg04340677 PDK1 chr2 0.670888472 + T2D risk 1stExon
cg04340677 PDK1 chr2 0.670888472 + T2D risk 5'UTR
cg19292183 PHF21A chr11 0.670919676 - T2D risk Body
cg25932761 CUX2 chr12 0.670958727 - T2D risk Body
cg23570776 TANC2 chr17 0.671002716 + T2D risk Body
cg22858856 WDR48 chr3 0.671102045 - T2D risk 5'UTR
cg22858856 WDR48 chr3 0.671102045 - T2D risk 1stExon
cg16460553 PPFIBP1 chr12 0.671118993 - T2D risk 5'UTR
cg18574112 PDK1 chr2 0.671291292 + T2D risk Body
cg14923176 SLC9A6 chrX 0.671336348 + T2D risk Body
cg24250069 ANK2 chr4 0.671360451 + T2D risk TSS1500
cg06790860 NQO1 chr16 0.67141074 + T2D risk Body
cg13657106 ARL15 chr5 0.671429218 + T2D risk Body
cg21848581 ATP8A2 chr13 0.671682515 - T2D risk Body
cg00657810 WWP2 chr16 0.671753389 + T2D risk Body
cg01915688 PPP1R12A chr12 0.671807173 + T2D risk Body
cg14329685 APBA1 chr9 0.671828361 + T2D risk TSS1500
cg04781532 PRKAG2 chr7 0.671883701 + T2D risk Body
cg05992501 GRK5 chr10 0.671909478 + T2D risk Body
cg02731148 ERC2 chr3 0.672020993 - T2D risk 3'UTR
cg08975915 ATP2B1 chr12 0.672024703 + T2D risk TSS1500
cg10527300 COL4A1 chr13 0.672064925 - T2D risk Body
cg18002632 ASH1L chr1 0.672343944 + T2D risk Body
cg14095215 TTC28 chr22 0.672346239 + T2D risk Body
cg00586623 CLEC16A chr16 0.67236147 - T2D risk TSS1500
cg05806255 GLG1 chr16 0.672393355 - T2D risk Body
cg18998002 TOP2A chr17 0.672536866 - T2D risk Body
cg10487127 ATXN1 chr6 0.672657833 - T2D risk 5'UTR
cg10487127 ATXN1 chr6 0.672657833 - T2D risk 1stExon
cg22355898 PACRG chr6 0.672761345 + T2D risk Body
cg01825276 MYO6 chr6 0.672974625 - T2D risk 5'UTR
cg26551822 KIAA1217 chr10 0.673060596 - T2D risk 5'UTR
cg24489561 TENM2 chr5 0.673238499 - T2D risk Body
cg07617636 PRKAG2 chr7 0.673350229 - T2D risk Body
cg06888295 TPCN1 chr12 0.673440171 + T2D risk Body
cg20500978 ROBO2 chr3 0.673447901 + T2D risk Body
cg14115597 SSBP2 chr5 0.673505332 + T2D risk Body
cg13042065 LAMA4 chr6 0.673713873 + T2D risk Body
cg05893042 TBC1D5 chr3 0.673759519 - T2D risk Body
cg13627677 SH3GL2 chr9 0.673846338 + T2D risk Body
cg07404252 PRKAG2 chr7 0.673880656 + T2D risk Body
cg12259746 ATXN1 chr6 0.673882149 - T2D risk 5'UTR
cg24483166 MYO6 chr6 0.673920721 + T2D risk Body
cg01600732 ERC2 chr3 0.673951259 + T2D risk Body
cg10518440 CNTROB chr17 0.673962836 + T2D risk 1stExon
cg10518440 CNTROB chr17 0.673962836 + T2D risk 5'UTR
cg02576744 KREMEN1 chr22 0.673991628 + T2D risk Body
cg23431382 MEIS2 chr15 0.674003199 + T2D risk Body
cg01399051 CDH22 chr20 0.674020197 + T2D risk 5'UTR
cg25462229 PACRG chr6 0.674179077 + T2D risk Body
cg13502346 PLEKHG3 chr14 0.67428733 + T2D risk TSS1500
cg21034619 ATP8A2 chr13 0.674392585 - T2D risk Body
cg17425584 CADM1 chr11 0.674531388 - T2D risk Body
cg04459481 GLG1 chr16 0.674555127 - T2D risk Body
cg04459481 GLG1 chr16 0.674555127 - T2D risk 1stExon



cg13344344 MAST1 chr19 0.674633039 + T2D risk Body
cg04324644 RGS7 chr1 0.674635679 - T2D risk Body
cg09776150 ADCY5 chr3 0.674673924 - T2D risk Body
cg18137427 CLIC5 chr6 0.674732046 - T2D risk 5'UTR
cg18137427 CLIC5 chr6 0.674732046 - T2D risk 1stExon
cg18137427 CLIC5 chr6 0.674732046 - T2D risk Body
cg10030710 DIP2C chr10 0.674762404 - T2D risk Body
cg25996290 ATP8A2 chr13 0.674851953 + T2D risk Body
cg08285739 CTR9 chr11 0.67487883 + T2D risk TSS1500
cg21933626 ADCY5 chr3 0.674901592 + T2D risk Body
cg23432930 CHFR chr12 0.67502831 - T2D risk TSS1500
cg16771677 RHOA chr3 0.675159983 + T2D risk 3'UTR
cg22514231 CHID1 chr11 0.675266888 + T2D risk TSS200
cg13420975 LMX1B chr9 0.675568991 + T2D risk Body
cg00294620 PRKAG2 chr7 0.675599162 + T2D risk 5'UTR
cg00294620 PRKAG2 chr7 0.675599162 + T2D risk Body
cg00427086 ARPP19 chr15 0.675666628 + T2D risk TSS200
cg00996959 CNTNAP2 chr7 0.675703759 + T2D risk Body
cg24508208 CALD1 chr7 0.675768145 - T2D risk Body
cg24508208 CALD1 chr7 0.675768145 - T2D risk TSS1500
cg06468203 CUX1 chr7 0.675859926 - T2D risk Body
cg20208292 FNIP2 chr4 0.675913724 - T2D risk Body
cg14052114 CLASP2 chr3 0.67599071 - T2D risk TSS200
cg06353500 ATP8A2 chr13 0.67607388 - T2D risk Body
cg10432654 GNA12 chr7 0.67624216 + T2D risk Body
cg10029496 PACRG chr6 0.676373027 - T2D risk Body
cg15763628 DIP2C chr10 0.676455489 + T2D risk Body
cg17336584 PHACTR1 chr6 0.676616126 + T2D risk Body
cg27372750 ACSS2 chr20 0.676676538 - T2D risk Body
cg05779006 CNTROB chr17 0.676752422 + T2D risk 1stExon
cg05779006 CNTROB chr17 0.676752422 + T2D risk 5'UTR
cg00013255 ADCY5 chr3 0.676789236 + T2D risk Body
cg13246941 ULK4 chr3 0.676849936 - T2D risk Body
cg01755728 RHOA chr3 0.676958173 + T2D risk TSS200
cg07662557 GLA chrX 0.676987549 - T2D risk Body
cg02979325 CUX2 chr12 0.676992371 + T2D risk Body
cg09765230 RHOA chr3 0.676992735 - T2D risk 5'UTR
cg01142212 PHACTR1 chr6 0.677010186 - T2D risk Body
cg03584378 SLC7A2 chr8 0.677096177 + T2D risk 5'UTR
cg09536336 SLIT3 chr5 0.677102458 + T2D risk Body
cg01723019 KIAA1217 chr10 0.677123 - T2D risk 5'UTR
cg01723019 KIAA1217 chr10 0.677123 - T2D risk Body
cg21893456 DLL4 chr15 0.677183841 + T2D risk TSS200
cg11122148 TSC22D1 chr13 0.677263739 - T2D risk TSS200
cg06880494 CNTNAP2 chr7 0.677274517 + T2D risk Body
cg14473568 ROBO2 chr3 0.677409371 - T2D risk TSS1500
cg00004533 AGPAT3 chr21 0.677639714 + T2D risk 3'UTR
cg26416887 CUX2 chr12 0.677672141 + T2D risk Body
cg15525119 ASXL2 chr2 0.677702039 - T2D risk Body
cg17928208 RAP2A chr13 0.677711301 - T2D risk Body
cg19288979 NPAT chr11 0.67776299 - T2D risk Body
cg02433515 MEIS2 chr15 0.677790461 + T2D risk Body
cg20907124 SCAF8 chr6 0.677994144 + T2D risk Body
cg06235522 MEIS2 chr15 0.678023153 + T2D risk Body
cg09665520 CUX2 chr12 0.678067087 - T2D risk Body
cg13862927 APBA1 chr9 0.678086374 - T2D risk 5'UTR
cg12084076 NOL4 chr18 0.678166275 + T2D risk TSS1500
cg12084076 NOL4 chr18 0.678166275 + T2D risk TSS200
cg17885959 ULK4 chr3 0.678171883 - T2D risk Body
cg05933932 DNAH9 chr17 0.678452565 - T2D risk Body
cg04105250 GAD1 chr2 0.678560316 + T2D risk Body
cg11043990 RNF157 chr17 0.678580096 - T2D risk Body
cg22814941 EFR3A chr8 0.678583554 + T2D risk TSS200
cg27548256 ACTN4 chr19 0.678703088 + T2D risk Body
cg26539571 ATXN1 chr6 0.678756994 - T2D risk 5'UTR
cg18379116 SLIT3 chr5 0.678840572 + T2D risk Body
cg21044637 TSC22D1 chr13 0.678899489 - T2D risk Body
cg21044637 TSC22D1 chr13 0.678899489 - T2D risk 5'UTR
cg22877703 SLC7A2 chr8 0.679110296 + T2D risk TSS200
cg22877703 SLC7A2 chr8 0.679110296 + T2D risk 5'UTR



cg08459383 KIAA0355 chr19 0.679139471 + T2D risk 5'UTR
cg09186143 TTC28 chr22 0.679141845 + T2D risk Body
cg24963933 SPOCK1 chr5 0.679241486 + T2D risk Body
cg19647783 KIAA1217 chr10 0.679289479 - T2D risk TSS1500
cg19647783 KIAA1217 chr10 0.679289479 - T2D risk 5'UTR
cg21270228 ANK3 chr10 0.679351287 + T2D risk Body
cg08195448 NOL4 chr18 0.679379497 - T2D risk TSS1500
cg03499777 RAP2A chr13 0.679440622 + T2D risk TSS1500
cg15864612 DIP2C chr10 0.679681559 - T2D risk Body
cg05632631 PRKCB chr16 0.679793458 + T2D risk Body
cg02639111 CDK8 chr13 0.679796261 - T2D risk Body
cg05180540 PDE7A chr8 0.679801594 - T2D risk TSS1500
cg05180540 PDE7A chr8 0.679801594 - T2D risk Body
cg12778938 ATP8A2 chr13 0.679856755 - T2D risk Body
cg24833675 ATP8A2 chr13 0.679858058 - T2D risk Body
cg08596850 CUX1 chr7 0.680025381 + T2D risk Body
cg17473727 ULK4 chr3 0.680178844 + T2D risk Body
cg01284854 SLIT3 chr5 0.6802295 - T2D risk Body
cg01949584 PRKAG2 chr7 0.680290115 - T2D risk 5'UTR
cg01949584 PRKAG2 chr7 0.680290115 - T2D risk Body
cg13552669 TENM2 chr5 0.680411392 + T2D risk Body
cg01771937 JPH2 chr20 0.68046583 + T2D risk TSS1500
cg26391350 GAD1 chr2 0.680488562 - T2D risk 5'UTR
cg18567941 COX6A1 chr12 0.680579193 + T2D risk 3'UTR
cg02413312 NCOA2 chr8 0.680597217 - T2D risk 5'UTR
cg23015991 PDE3A chr12 0.680610303 - T2D risk Body
cg09527886 GNA12 chr7 0.680730691 + T2D risk Body
cg01425892 RGS7 chr1 0.680793543 + T2D risk Body
cg25422542 PRKAG2 chr7 0.680800208 - T2D risk Body
cg11026382 PRKACB chr1 0.680922887 - T2D risk Body
cg16356472 SLC30A8 chr8 0.680958176 - T2D risk 5'UTR
cg01338762 FBXO11 chr2 0.681060457 + T2D risk Body
cg00534479 SLIT3 chr5 0.681119087 - T2D risk Body
cg05115532 EFCAB14 chr1 0.681165932 + T2D risk Body
cg08125503 NCOR1 chr17 0.681178183 + T2D risk TSS1500
cg19422369 GNA12 chr7 0.681185864 + T2D risk Body
cg09457910 ASXL2 chr2 0.681194244 + T2D risk Body
cg14115119 SPAG9 chr17 0.681409658 - T2D risk Body
cg26477455 EFR3A chr8 0.68142482 + T2D risk Body
cg20069833 ATP6V1H chr8 0.681471678 + T2D risk Body
cg03198372 KREMEN1 chr22 0.681517495 + T2D risk TSS1500
cg00466500 CDH22 chr20 0.681551736 + T2D risk Body
cg24425628 NF1 chr17 0.681574333 + T2D risk Body
cg06725479 NDUFB3 chr2 0.681636195 - T2D risk 5'UTR
cg23531154 KIAA1217 chr10 0.681749891 - T2D risk 5'UTR
cg24488861 SPAG9 chr17 0.681806654 - T2D risk 5'UTR
cg24488861 SPAG9 chr17 0.681806654 - T2D risk 1stExon
cg08619515 CLEC16A chr16 0.682023484 + T2D risk Body
cg11718566 MGRN1 chr16 0.682182218 - T2D risk Body
cg00549361 ARL15 chr5 0.682231046 - T2D risk Body
cg15005172 ASH1L chr1 0.682257891 + T2D risk Body
cg02819851 RBM4 chr11 0.682297157 - T2D risk TSS200
cg20024713 NUP98 chr11 0.682420425 - T2D risk Body
cg20024713 NUP98 chr11 0.682420425 - T2D risk ExonBnd
cg07421858 HMBOX1 chr8 0.682720985 + T2D risk TSS1500
cg19591408 KIAA1217 chr10 0.682822302 - T2D risk TSS1500
cg05587239 CUX2 chr12 0.682841278 + T2D risk Body
cg24605553 ATP8A2 chr13 0.6828728 - T2D risk Body
cg09003269 WDR48 chr3 0.682919776 - T2D risk Body
cg04674568 SLIT3 chr5 0.682940248 - T2D risk Body
cg20684253 PRKCB chr16 0.683305426 - T2D risk Body
cg01239944 GNA12 chr7 0.683339143 - T2D risk Body
cg25390658 CALD1 chr7 0.683431022 - T2D risk 1stExon
cg25390658 CALD1 chr7 0.683431022 - T2D risk Body
cg25390658 CALD1 chr7 0.683431022 - T2D risk 5'UTR
cg10160276 TOX3 chr16 0.683468803 + T2D risk TSS1500
cg00884606 NOL4 chr18 0.683646198 - T2D risk TSS200
cg11607882 EFR3A chr8 0.683686604 + T2D risk Body
cg01059768 CDH22 chr20 0.683746845 - T2D risk Body
cg25499746 ATXN1 chr6 0.683848628 + T2D risk 5'UTR



cg04978831 PACRG chr6 0.683977235 - T2D risk Body
cg26034150 NDUFB3 chr2 0.684087133 - T2D risk 5'UTR
cg26034150 NDUFB3 chr2 0.684087133 - T2D risk 1stExon
cg07123550 NCOA2 chr8 0.684369522 - T2D risk 5'UTR
cg17332715 SRPK2 chr7 0.684432053 + T2D risk Body
cg05983758 PDE8A chr15 0.684617264 - T2D risk Body
cg17636538 AGPAT3 chr21 0.684651707 + T2D risk 5'UTR
cg21237360 RBBP6 chr16 0.684679125 + T2D risk 5'UTR
cg21237360 RBBP6 chr16 0.684679125 + T2D risk 1stExon
cg19151208 SRPK2 chr7 0.684713164 + T2D risk Body
cg13393612 CUX1 chr7 0.684736707 + T2D risk Body
cg12918839 LAP3 chr4 0.684742941 - T2D risk Body
cg06598622 ATXN1 chr6 0.684806596 - T2D risk 5'UTR
cg23389069 NPAT chr11 0.684936467 + T2D risk Body
cg19184885 NPEPPS chr17 0.684950736 + T2D risk 3'UTR
cg18861713 YWHAQ chr2 0.684953467 + T2D risk Body
cg01238858 CLEC16A chr16 0.684971754 - T2D risk Body
cg27476248 CUX2 chr12 0.685036509 + T2D risk Body
cg16904483 ZHX2 chr8 0.685053937 + T2D risk 5'UTR
cg26918117 CUX1 chr7 0.685200101 - T2D risk Body
cg23842386 ENAH chr1 0.685209209 - T2D risk 1stExon
cg23842386 ENAH chr1 0.685209209 - T2D risk 5'UTR
cg01049462 ACTN4 chr19 0.685230878 - T2D risk Body
cg04724646 PDE3A chr12 0.685280344 - T2D risk Body
cg09730369 PLAGL1 chr6 0.685462623 + T2D risk 5'UTR
cg00051022 SGSM2 chr17 0.685591686 + T2D risk Body
cg05314961 AGPAT3 chr21 0.685660367 + T2D risk Body
cg06855877 TJP1 chr15 0.68576508 - T2D risk ExonBnd
cg06855877 TJP1 chr15 0.68576508 - T2D risk Body
cg06595510 ADCY5 chr3 0.685845522 - T2D risk Body
cg13710390 TENM2 chr5 0.685907325 + T2D risk Body
cg06769918 PHACTR1 chr6 0.685969146 - T2D risk Body
cg04514983 NDUFB3 chr2 0.686200363 + T2D risk TSS1500
cg13269128 PDE7A chr8 0.686216708 + T2D risk TSS200
cg04769577 GNA12 chr7 0.686278604 + T2D risk Body
cg04769577 GNA12 chr7 0.686278604 + T2D risk TSS200
cg19798368 CRYL1 chr13 0.686337329 + T2D risk Body
cg19039841 ATRN chr20 0.686394694 - T2D risk Body
cg19039841 ATRN chr20 0.686394694 - T2D risk 3'UTR
cg08310866 KCNJ12 chr17 0.686531219 - T2D risk 5'UTR
cg27340209 ATP6V1H chr8 0.686632965 + T2D risk Body
cg14018140 DIP2C chr10 0.686665893 - T2D risk Body
cg09037026 PACS1 chr11 0.686731062 + T2D risk Body
cg25700789 GNA12 chr7 0.687053736 + T2D risk Body
cg25700789 GNA12 chr7 0.687053736 + T2D risk TSS1500
cg02079060 ENAH chr1 0.687074592 - T2D risk Body
cg02223062 TTC28 chr22 0.687115453 - T2D risk TSS200
cg00246280 CUX1 chr7 0.687117523 - T2D risk Body
cg09822726 TANC2 chr17 0.687147343 + T2D risk Body
cg12723862 MET chr7 0.687223229 - T2D risk Body
cg05321442 SLIT3 chr5 0.687430022 + T2D risk Body
cg04585679 KDM4B chr19 0.687587166 - T2D risk Body
cg10278102 PRMT3 chr11 0.687620276 - T2D risk Body
cg10278102 PRMT3 chr11 0.687620276 - T2D risk 5'UTR
cg11934134 CLASP2 chr3 0.687626048 + T2D risk Body
cg19269426 GGPS1 chr1 0.687797272 + T2D risk Body
cg19269426 GGPS1 chr1 0.687797272 + T2D risk 5'UTR
cg01378578 PFKFB2 chr1 0.687845861 + T2D risk 5'UTR
cg08897388 LAMA4 chr6 0.687875181 - T2D risk 1stExon
cg08897388 LAMA4 chr6 0.687875181 - T2D risk 5'UTR
cg17993419 RNF217 chr6 0.687884757 + T2D risk Body
cg09298484 TSGA10 chr2 0.687915849 - T2D risk TSS1500
cg09298484 TSGA10 chr2 0.687915849 - T2D risk 5'UTR
cg26277026 ST8SIA1 chr12 0.687978604 + T2D risk Body
cg16053241 WWP2 chr16 0.688005357 + T2D risk Body
cg11668573 FNIP2 chr4 0.688068042 - T2D risk Body
cg00019093 UBL3 chr13 0.688202089 - T2D risk TSS200
cg27397636 ERC2 chr3 0.688207344 - T2D risk Body
cg16826473 RHBDD1 chr2 0.688241994 - T2D risk 3'UTR
cg24527366 ADCY5 chr3 0.688289239 + T2D risk Body



cg24527366 ADCY5 chr3 0.688289239 + T2D risk TSS1500
cg04058799 PRKAG2 chr7 0.688469701 - T2D risk Body
cg05514713 PHACTR1 chr6 0.688507651 + T2D risk Body
cg04717703 PACS2 chr14 0.688532699 - T2D risk Body
cg03849185 TANC2 chr17 0.68858879 - T2D risk Body
cg26752993 RHOA chr3 0.688610009 + T2D risk TSS1500
cg07061916 DACH1 chr13 0.688723052 + T2D risk TSS200
cg11953820 MAST1 chr19 0.688878542 + T2D risk Body
cg11953820 MAST1 chr19 0.688878542 + T2D risk ExonBnd
cg27440834 SNX4 chr3 0.688914904 + T2D risk TSS1500
cg26995924 RTN4 chr2 0.689058186 + T2D risk TSS1500
cg26995924 RTN4 chr2 0.689058186 + T2D risk Body
cg19082416 DIP2C chr10 0.689115945 + T2D risk 3'UTR
cg06705947 CUX2 chr12 0.689221198 + T2D risk Body
cg14079365 CUX1 chr7 0.689327326 + T2D risk Body
cg11100028 RTN4 chr2 0.689334393 + T2D risk Body
cg11100028 RTN4 chr2 0.689334393 + T2D risk 5'UTR
cg15202874 TENM2 chr5 0.689352595 - T2D risk Body
cg04144768 DDC chr7 0.689434392 - T2D risk 5'UTR
cg14030346 CADM1 chr11 0.689471329 + T2D risk Body
cg11835785 KDM4B chr19 0.689493007 + T2D risk 5'UTR
cg25874246 KIAA1217 chr10 0.689564247 + T2D risk Body
cg14863672 KDM4B chr19 0.689901096 + T2D risk 5'UTR
cg10672155 ARL15 chr5 0.690001738 + T2D risk Body
cg05787590 PRKCE chr2 0.690036737 + T2D risk Body
cg19161559 CUX1 chr7 0.690249606 - T2D risk Body
cg16602504 FBXO11 chr2 0.690302294 - T2D risk TSS200
cg06015733 DDHD2 chr8 0.690315921 + T2D risk 5'UTR
cg05501546 SRPK2 chr7 0.690573514 - T2D risk Body
cg12227954 DIP2C chr10 0.69069558 + T2D risk Body
cg05098765 MDM1 chr12 0.691080612 + T2D risk TSS1500
cg09225295 DYNC1I1 chr7 0.691082812 - T2D risk 5'UTR
cg11645417 PACRG chr6 0.69108751 - T2D risk Body
cg22384217 RGS7 chr1 0.691130556 + T2D risk Body
cg15509617 ULK4 chr3 0.691163684 + T2D risk Body
cg24975564 PDE3A chr12 0.691251054 - T2D risk 1stExon
cg17338929 AGPAT3 chr21 0.691453287 - T2D risk 5'UTR
cg23727820 SCAF11 chr12 0.691567112 - T2D risk Body
cg08671827 PACRG chr6 0.691708049 - T2D risk Body
cg15379757 COL4A1 chr13 0.69177638 - T2D risk Body
cg02323694 PPP1R12A chr12 0.691847628 + T2D risk 1stExon
cg02323694 PPP1R12A chr12 0.691847628 + T2D risk 5'UTR
cg02323694 PPP1R12A chr12 0.691847628 + T2D risk TSS1500
cg21482536 SSBP2 chr5 0.691924307 - T2D risk 1stExon
cg09083108 PACRG chr6 0.691941478 - T2D risk Body
cg23367857 CALD1 chr7 0.692008566 + T2D risk Body
cg23367857 CALD1 chr7 0.692008566 + T2D risk TSS1500
cg25917442 MDM1 chr12 0.692062044 - T2D risk TSS200
cg13836627 TJP1 chr15 0.692107533 + T2D risk Body
cg25577507 ENAH chr1 0.692144536 + T2D risk Body
cg26059314 LMX1B chr9 0.692247691 - T2D risk Body
cg01328392 ANK2 chr4 0.692254158 + T2D risk Body
cg00360780 MGRN1 chr16 0.692570383 + T2D risk Body
cg10868188 PTP4A2 chr1 0.692600622 - T2D risk Body
cg17407652 KIAA0355 chr19 0.6926338 + T2D risk Body
cg19947439 ST6GAL1 chr3 0.692692271 + T2D risk 3'UTR
cg14272125 PRKCE chr2 0.692760564 - T2D risk Body
cg13722120 ERC2 chr3 0.69277169 - T2D risk 5'UTR
cg25430696 SGSM2 chr17 0.692794447 - T2D risk TSS1500
cg04326566 CUX1 chr7 0.692800667 + T2D risk Body
cg24699699 EVI5 chr1 0.692888672 + T2D risk TSS1500
cg08078265 PDK1 chr2 0.69290622 - T2D risk Body
cg07306605 FLT1 chr13 0.693019425 - T2D risk Body
cg10646607 KREMEN1 chr22 0.693049325 - T2D risk Body
cg05694921 PTPRU chr1 0.693049436 - T2D risk Body
cg23461512 ATP2B1 chr12 0.693049449 - T2D risk Body
cg12079975 PRKAG2 chr7 0.693218519 + T2D risk Body
cg22519705 FBXO11 chr2 0.693426093 + T2D risk ExonBnd
cg22519705 FBXO11 chr2 0.693426093 + T2D risk Body
cg12752882 SPAG9 chr17 0.693523047 - T2D risk Body



cg14705232 TBC1D5 chr3 0.693659456 - T2D risk Body
cg24360978 ROBO2 chr3 0.693735339 - T2D risk 5'UTR
cg24360978 ROBO2 chr3 0.693735339 - T2D risk Body
cg06695566 RSF1 chr11 0.693748975 - T2D risk Body
cg18156269 FNIP2 chr4 0.693789154 + T2D risk Body
cg06174407 KREMEN1 chr22 0.693844591 + T2D risk Body
cg22988198 CPLX2 chr5 0.693903885 + T2D risk Body
cg05904317 PDE5A chr4 0.693970795 - T2D risk Body
cg20783223 BCAT1 chr12 0.69408683 - T2D risk TSS200
cg04208291 NGF chr1 0.694145896 - T2D risk 5'UTR
cg14173561 ROBO2 chr3 0.694163099 - T2D risk 5'UTR
cg14173561 ROBO2 chr3 0.694163099 - T2D risk Body
cg12444861 PLAGL1 chr6 0.694182583 + T2D risk TSS1500
cg19111422 ANKHD1 chr5 0.694276893 + T2D risk Body
cg01485378 TBC1D5 chr3 0.694311515 - T2D risk 5'UTR
cg01485378 TBC1D5 chr3 0.694311515 - T2D risk 1stExon
cg16645977 SLC29A4 chr7 0.694332303 - T2D risk 3'UTR
cg14157570 DLL4 chr15 0.69438198 - T2D risk 3'UTR
cg23513959 PRKCE chr2 0.694486988 - T2D risk Body
cg14321334 UNC80 chr2 0.694629446 + T2D risk Body
cg03638781 PRKCB chr16 0.694709995 - T2D risk Body
cg20471982 NCOR1 chr17 0.694713467 - T2D risk ExonBnd
cg20471982 NCOR1 chr17 0.694713467 - T2D risk Body
cg23379698 KREMEN1 chr22 0.694748802 - T2D risk Body
cg17028430 CRYL1 chr13 0.694808806 + T2D risk Body
cg24635682 PTPRU chr1 0.694843702 - T2D risk Body
cg06822340 CNTNAP2 chr7 0.69488474 - T2D risk Body
cg16806497 CADM1 chr11 0.695227716 + T2D risk Body
cg20334591 UBE2K chr4 0.695236494 + T2D risk Body
cg06840703 TTC28 chr22 0.695308817 - T2D risk Body
cg08441803 SKAP1 chr17 0.695331263 + T2D risk Body
cg25563772 NF1 chr17 0.695395335 - T2D risk Body
cg20535781 CHFR chr12 0.695592558 + T2D risk TSS1500
cg02395863 RGS7 chr1 0.695704029 + T2D risk Body
cg02953970 FBXO11 chr2 0.695733878 + T2D risk Body
cg12081267 TMEM131 chr2 0.695927272 - T2D risk Body
cg09885320 PPFIBP1 chr12 0.696003245 - T2D risk 5'UTR
cg12760625 DIP2C chr10 0.696027763 - T2D risk Body
cg08965435 ARHGAP32 chr11 0.696101723 - T2D risk ExonBnd
cg08965435 ARHGAP32 chr11 0.696101723 - T2D risk Body
cg21613389 RAP1GAP2 chr17 0.696397109 - T2D risk Body
cg22606703 MEIS2 chr15 0.696440777 - T2D risk Body
cg17189465 ROBO2 chr3 0.696459379 + T2D risk TSS200
cg25557835 SLC7A2 chr8 0.696465679 + T2D risk 5'UTR
cg25557835 SLC7A2 chr8 0.696465679 + T2D risk 1stExon
cg13446110 PDE3A chr12 0.696639103 - T2D risk Body
cg09324830 ACSS2 chr20 0.69666764 + T2D risk Body
cg03459839 GNA12 chr7 0.696680302 - T2D risk Body
cg03459839 GNA12 chr7 0.696680302 - T2D risk TSS200
cg23792314 BCAT1 chr12 0.696745786 - T2D risk Body
cg26144491 ACSS2 chr20 0.696774293 - T2D risk Body
cg10910512 LAMA4 chr6 0.696997743 - T2D risk TSS200
cg16847719 ATP8A2 chr13 0.697004961 + T2D risk Body
cg07098391 KDR chr4 0.697018021 - T2D risk 1stExon
cg21807628 ITPKB chr1 0.697082572 - T2D risk Body
cg11211690 CUL1 chr7 0.697092375 + T2D risk Body
cg27346982 RNF157 chr17 0.697142583 + T2D risk Body
cg19851979 RSF1 chr11 0.697214111 - T2D risk TSS1500
cg00903437 DNAH9 chr17 0.697233114 - T2D risk TSS1500
cg05218902 NGLY1 chr3 0.69733548 + T2D risk Body
cg05218902 NGLY1 chr3 0.69733548 + T2D risk TSS200
cg21237106 DIP2C chr10 0.697529454 - T2D risk Body
cg08635765 SPOCK1 chr5 0.697586132 + T2D risk Body
cg22471910 APC chr5 0.697794901 - T2D risk Body
cg17250223 TSC22D1 chr13 0.697916281 - T2D risk Body
cg17250223 TSC22D1 chr13 0.697916281 - T2D risk TSS1500
cg17250223 TSC22D1 chr13 0.697916281 - T2D risk 5'UTR
cg17250223 TSC22D1 chr13 0.697916281 - T2D risk TSS200
cg08714510 UXS1 chr2 0.697998544 - T2D risk Body
cg08714510 UXS1 chr2 0.697998544 - T2D risk TSS200



cg20785260 SKAP1 chr17 0.698030297 - T2D risk Body
cg17771610 TSC22D1 chr13 0.69811133 + T2D risk Body
cg17771610 TSC22D1 chr13 0.69811133 + T2D risk TSS200
cg04312999 AGPAT3 chr21 0.698130863 + T2D risk Body
cg08523505 ATXN1 chr6 0.698132492 + T2D risk TSS1500
cg25535418 PLAGL1 chr6 0.698155882 - T2D risk TSS1500
cg16427703 GNA12 chr7 0.698271952 + T2D risk Body
cg07390844 TSHZ1 chr18 0.69836633 + T2D risk 5'UTR
cg07390844 TSHZ1 chr18 0.69836633 + T2D risk Body
cg16959075 PDE8A chr15 0.69844973 - T2D risk 5'UTR
cg16959075 PDE8A chr15 0.69844973 - T2D risk Body
cg21920959 MDM1 chr12 0.698824659 + T2D risk Body
cg09444931 EFCAB14 chr1 0.699005852 - T2D risk Body
cg23156400 CADM1 chr11 0.69905542 - T2D risk Body
cg15993110 ZDHHC2 chr8 0.699084329 - T2D risk 1stExon
cg26372927 ANK3 chr10 0.699087707 - T2D risk 1stExon
cg26372927 ANK3 chr10 0.699087707 - T2D risk 5'UTR
cg26372927 ANK3 chr10 0.699087707 - T2D risk Body
cg08381990 ATXN1 chr6 0.699118998 - T2D risk 5'UTR
cg01387972 WIZ chr19 0.699239584 + T2D risk Body
cg12544794 TTC28 chr22 0.699315386 - T2D risk Body
cg04210645 RHBDD1 chr2 0.699442247 - T2D risk TSS200
cg14387688 ARPP19 chr15 0.699484369 - T2D risk TSS1500
cg11846207 ARIH1 chr15 0.699498484 - T2D risk Body
cg12675345 SLIT3 chr5 0.699526785 - T2D risk Body
cg22649832 SSBP2 chr5 0.699544231 - T2D risk Body
cg25338488 WWP2 chr16 0.699674108 - T2D risk TSS200
cg01763602 CUX1 chr7 0.699722348 + T2D risk Body
cg20434459 ACTN4 chr19 0.699737173 + T2D risk Body
cg22279507 FARSB chr2 0.699813655 + T2D risk 3'UTR
cg17422574 RTN4 chr2 0.700017259 + T2D risk Body
cg14460953 CNTROB chr17 0.700039772 - T2D risk 1stExon
cg14460953 CNTROB chr17 0.700039772 - T2D risk 5'UTR
cg17039011 DIP2C chr10 0.700079717 + T2D risk Body
cg09293391 PLAGL1 chr6 0.700093298 - T2D risk TSS1500
cg13212407 ATP8A1 chr4 0.700171172 - T2D risk Body
cg12121347 CLEC16A chr16 0.700180926 - T2D risk Body
cg13392051 NUCB2 chr11 0.700301789 + T2D risk 5'UTR
cg25438801 DIP2C chr10 0.700303454 - T2D risk Body
cg05548393 SLC30A8 chr8 0.700321379 - T2D risk 3'UTR
cg03506452 CHFR chr12 0.700340501 - T2D risk Body
cg20999864 HNRNPA2B1 chr7 0.700524665 + T2D risk 3'UTR
cg26175410 RNF157 chr17 0.700566713 + T2D risk Body
cg09974756 GRK5 chr10 0.700608999 + T2D risk Body
cg13938098 LAMA4 chr6 0.70064722 + T2D risk TSS200
cg15436030 ITPKB chr1 0.700734972 + T2D risk Body
cg10367066 WWP2 chr16 0.700748922 + T2D risk 5'UTR
cg26065534 ATP8A2 chr13 0.700752752 - T2D risk Body
cg05745950 KDR chr4 0.7008999 - T2D risk Body
cg07482547 MTHFS chr15 0.700960348 - T2D risk 5'UTR
cg07482547 MTHFS chr15 0.700960348 - T2D risk TSS1500
cg07482547 MTHFS chr15 0.700960348 - T2D risk TSS200
cg07482547 MTHFS chr15 0.700960348 - T2D risk 1stExon
cg00072158 FLT1 chr13 0.701090264 + T2D risk Body
cg11412766 RTN4 chr2 0.701123177 + T2D risk Body
cg11412766 RTN4 chr2 0.701123177 + T2D risk 1stExon
cg11412766 RTN4 chr2 0.701123177 + T2D risk 5'UTR
cg05071623 ATRNL1 chr10 0.701141708 - T2D risk TSS1500
cg06558137 RCAN2 chr6 0.701175082 + T2D risk 5'UTR
cg22102093 ANK3 chr10 0.701232012 + T2D risk Body
cg22774937 APBA1 chr9 0.701248406 + T2D risk 5'UTR
cg06443831 ASXL2 chr2 0.701510575 - T2D risk Body
cg06308522 ENAH chr1 0.701524941 + T2D risk Body
cg23080845 ATXN1 chr6 0.70155678 - T2D risk 5'UTR
cg16107447 POLA1 chrX 0.7015705 - T2D risk TSS1500
cg07040778 CHID1 chr11 0.701813354 + T2D risk Body
cg11642382 CNTNAP2 chr7 0.701844726 - T2D risk TSS1500
cg22026465 ERC2 chr3 0.702088501 + T2D risk Body
cg02389931 DIP2C chr10 0.702100172 - T2D risk Body
cg04635783 ANK3 chr10 0.702435889 - T2D risk Body



cg15213493 APC chr5 0.702450068 + T2D risk Body
cg24315695 PACS2 chr14 0.70246393 + T2D risk Body
cg08241694 DDC chr7 0.702525646 + T2D risk TSS1500
cg20938379 PACS1 chr11 0.702588113 + T2D risk Body
cg21915904 RAP1GAP2 chr17 0.702758699 + T2D risk Body
cg15798703 GRK5 chr10 0.702844966 - T2D risk Body
cg27533102 ATRN chr20 0.702967548 - T2D risk TSS1500
cg23551195 DIP2C chr10 0.702979376 + T2D risk Body
cg24379278 DENND4C chr9 0.702991157 + T2D risk Body
cg03799220 ARPP19 chr15 0.703044159 + T2D risk Body
cg13765002 PLAGL1 chr6 0.703046046 + T2D risk 5'UTR
cg18143488 NDUFB3 chr2 0.703206323 + T2D risk TSS200
cg15463044 ST20 chr15 0.703219809 - T2D risk 1stExon
cg15463044 ST20 chr15 0.703219809 - T2D risk 5'UTR
cg15463044 ST20 chr15 0.703219809 - T2D risk Body
cg21934978 STX6 chr1 0.70330606 + T2D risk Body
cg03499905 COL4A1 chr13 0.703429514 - T2D risk Body
cg14013865 KIAA1217 chr10 0.703539543 + T2D risk Body
cg08727071 FLT1 chr13 0.703593093 - T2D risk Body
cg02246683 NCOA2 chr8 0.7036042 + T2D risk 5'UTR
cg14363125 CUX1 chr7 0.703622757 - T2D risk TSS1500
cg04853151 TMEM59 chr1 0.703718499 + T2D risk TSS200
cg10743858 SLIT3 chr5 0.703807999 + T2D risk Body
cg09396107 EFR3A chr8 0.70390591 - T2D risk Body
cg09132619 ATXN1 chr6 0.704210589 + T2D risk 5'UTR
cg16765394 TAB2 chr6 0.704450968 + T2D risk Body
cg02968405 SLIT3 chr5 0.704488349 - T2D risk Body
cg01625595 DIP2C chr10 0.7045078 - T2D risk Body
cg22284828 PTPRU chr1 0.704527445 - T2D risk TSS1500
cg05539369 FNIP2 chr4 0.704573466 + T2D risk TSS1500
cg04271999 BIRC5 chr17 0.704606021 + T2D risk Body
cg11791210 NOL4 chr18 0.704648001 - T2D risk TSS1500
cg14572634 TOP2A chr17 0.704751777 - T2D risk TSS200
cg01233620 CLEC16A chr16 0.704814997 + T2D risk Body
cg02410304 DIP2C chr10 0.704833993 + T2D risk Body
cg27564931 PRKCE chr2 0.704890495 - T2D risk Body
cg01563515 ST6GAL1 chr3 0.70489464 - T2D risk 5'UTR
cg23196346 KIAA1217 chr10 0.704905915 + T2D risk Body
cg09846146 GRK5 chr10 0.704922213 + T2D risk Body
cg06121719 DENND4C chr9 0.704929839 + T2D risk Body
cg09867705 PDLIM5 chr4 0.705156071 + T2D risk 5'UTR
cg09867705 PDLIM5 chr4 0.705156071 + T2D risk Body
cg14402224 DDC chr7 0.705437935 - T2D risk Body
cg13646260 SRPK2 chr7 0.705457368 + T2D risk Body
cg06546717 TPCN1 chr12 0.70555782 - T2D risk 5'UTR
cg09049209 CUX1 chr7 0.705747082 - T2D risk Body
cg20482960 CNTNAP2 chr7 0.705779429 + T2D risk Body
cg11637968 FNIP2 chr4 0.705779739 - T2D risk Body

ch.7.2184863F CUX1 chr7 0.705796884 - T2D risk Body
cg01100494 SLC30A8 chr8 0.705838104 - T2D risk 5'UTR
cg14602715 CPLX2 chr5 0.705903354 - T2D risk 5'UTR
cg06645081 PDE8A chr15 0.705926749 - T2D risk 5'UTR
cg06645081 PDE8A chr15 0.705926749 - T2D risk Body
cg10468236 CLEC16A chr16 0.706048994 - T2D risk Body
cg05016335 LAP3 chr4 0.706149451 - T2D risk Body
cg03423221 CUL1 chr7 0.706155983 + T2D risk Body
cg10099445 JPH2 chr20 0.706200706 - T2D risk 3'UTR
cg09568279 INPP4A chr2 0.706256215 + T2D risk 5'UTR
cg13137321 FLT1 chr13 0.706293623 + T2D risk Body
cg25803041 ATP8A2 chr13 0.706296148 + T2D risk Body
cg10945313 ANK2 chr4 0.706443494 + T2D risk 1stExon
cg10945313 ANK2 chr4 0.706443494 + T2D risk 5'UTR
cg22109262 LAP3 chr4 0.706525976 + T2D risk TSS200
cg04934643 PACS2 chr14 0.706576485 - T2D risk Body
cg03699105 PDK1 chr2 0.706635068 + T2D risk Body
cg04969688 TJP1 chr15 0.706684839 - T2D risk TSS200
cg04324126 RTN4 chr2 0.706838502 - T2D risk TSS1500
cg04324126 RTN4 chr2 0.706838502 - T2D risk 1stExon
cg04324126 RTN4 chr2 0.706838502 - T2D risk 5'UTR
cg24901995 CHID1 chr11 0.706922172 - T2D risk Body



cg09592903 RTN4 chr2 0.706927005 + T2D risk Body
cg20543426 ERC2 chr3 0.707049251 - T2D risk 3'UTR
cg15146813 SLC7A2 chr8 0.707050496 - T2D risk 5'UTR
cg15146813 SLC7A2 chr8 0.707050496 - T2D risk 1stExon
cg12667716 UBE2K chr4 0.707085024 + T2D risk Body
cg26905572 ANK3 chr10 0.707122757 - T2D risk 1stExon
cg26905572 ANK3 chr10 0.707122757 - T2D risk 5'UTR
cg26905572 ANK3 chr10 0.707122757 - T2D risk Body
cg02655980 GALK2 chr15 0.70715767 - T2D risk Body
cg02655980 GALK2 chr15 0.70715767 - T2D risk TSS1500
cg20648463 GLA chrX 0.707177857 + T2D risk 1stExon
cg21665242 CPLX2 chr5 0.707279569 + T2D risk 5'UTR
cg27446600 RGS7 chr1 0.707506804 + T2D risk Body
cg17259759 PACS1 chr11 0.707512843 + T2D risk Body
cg17731696 PDE7A chr8 0.70762146 + T2D risk Body
cg26959510 WDR47 chr1 0.707642182 - T2D risk TSS1500
cg27005819 TSGA10 chr2 0.707646118 - T2D risk 5'UTR
cg27027069 MYO6 chr6 0.707661994 + T2D risk 3'UTR
cg25052941 CNTNAP2 chr7 0.707684632 - T2D risk Body
cg04146883 PHF21A chr11 0.707889226 - T2D risk Body
cg01800843 NPAT chr11 0.708098862 - T2D risk Body
cg24202654 GAD1 chr2 0.70812273 - T2D risk 5'UTR
cg10978949 PRKCE chr2 0.70821167 + T2D risk Body
cg00706441 MAST1 chr19 0.708345219 - T2D risk Body
cg13888710 UBE2K chr4 0.708456028 - T2D risk TSS200
cg09398924 WDR48 chr3 0.708483727 - T2D risk TSS1500
cg23371800 PDE3A chr12 0.708552023 + T2D risk Body
cg02762966 NUP98 chr11 0.708566092 + T2D risk Body
cg07993842 PRKCE chr2 0.708592944 + T2D risk Body
cg09403494 PRKAG2 chr7 0.7086322 + T2D risk Body
cg06633573 ATXN1 chr6 0.709047503 + T2D risk 5'UTR
cg00963786 WWP2 chr16 0.709049368 - T2D risk Body
cg02577999 DNAH9 chr17 0.70912444 + T2D risk Body
cg25941682 PDE8A chr15 0.709395399 - T2D risk Body
cg01144592 CLEC16A chr16 0.709446751 + T2D risk Body
cg24429310 CNTNAP2 chr7 0.709599925 + T2D risk Body
cg05350612 ST6GAL1 chr3 0.709614926 + T2D risk 5'UTR
cg03416852 PRKCE chr2 0.709701831 - T2D risk Body
cg19677927 ZDHHC2 chr8 0.709828204 - T2D risk Body
cg09073398 SLIT3 chr5 0.709856792 - T2D risk 1stExon
cg09073398 SLIT3 chr5 0.709856792 - T2D risk 5'UTR
cg26504362 ANK3 chr10 0.710058157 - T2D risk Body
cg26739766 ATRNL1 chr10 0.710097079 + T2D risk Body
cg16408583 GALK2 chr15 0.710150721 - T2D risk 5'UTR
cg16408583 GALK2 chr15 0.710150721 - T2D risk 1stExon
cg10272779 RBBP6 chr16 0.710259521 + T2D risk Body
cg12081643 COL4A1 chr13 0.710431286 - T2D risk 3'UTR
cg06519442 SLIT3 chr5 0.710438306 + T2D risk Body
cg01332206 ST8SIA1 chr12 0.710603474 - T2D risk 3'UTR
cg20701342 ATP8A2 chr13 0.710606062 + T2D risk Body
cg03021576 TMEM131 chr2 0.710622929 - T2D risk Body
cg16474725 CLIC5 chr6 0.710763997 + T2D risk Body
cg14394264 PHF21A chr11 0.710827669 - T2D risk 5'UTR
cg11837965 KDM4B chr19 0.710938346 + T2D risk Body
cg02655912 UXS1 chr2 0.71096808 + T2D risk Body
cg05652840 GGPS1 chr1 0.710994923 + T2D risk TSS200
cg05652840 GGPS1 chr1 0.710994923 + T2D risk TSS1500
cg22685867 RGS7 chr1 0.711162933 - T2D risk Body
cg26361513 PACS2 chr14 0.711171757 + T2D risk Body
cg24002388 DDHD2 chr8 0.711223403 - T2D risk TSS1500
cg01850278 PPP1R12A chr12 0.711294488 - T2D risk Body
cg01850278 PPP1R12A chr12 0.711294488 - T2D risk TSS1500
cg07325041 TBC1D5 chr3 0.711395338 - T2D risk 5'UTR
cg07325041 TBC1D5 chr3 0.711395338 - T2D risk 1stExon
cg01897902 ITPKB chr1 0.711654328 - T2D risk Body
cg00536472 TSHZ1 chr18 0.711735521 - T2D risk 3'UTR
cg25112002 PACS2 chr14 0.711736974 + T2D risk Body

ch.5.2517577F SPOCK1 chr5 0.711785844 + T2D risk Body
cg01850954 CADM1 chr11 0.711912781 + T2D risk Body
cg17470327 ROBO2 chr3 0.71226242 - T2D risk TSS1500



cg14391247 ANK3 chr10 0.712321479 + T2D risk 1stExon
cg14391247 ANK3 chr10 0.712321479 + T2D risk 5'UTR
cg08549034 ASXL2 chr2 0.712415689 - T2D risk TSS1500
cg14090951 ANK3 chr10 0.712507406 - T2D risk Body
cg09820373 ARID2 chr12 0.7125772 - T2D risk Body
cg25903851 AGPAT3 chr21 0.71260441 - T2D risk 5'UTR
cg16681278 CADM1 chr11 0.712794262 + T2D risk Body
cg01289495 CALD1 chr7 0.712795262 - T2D risk Body
cg02453591 FARSB chr2 0.712866929 + T2D risk TSS1500
cg18442019 DIP2C chr10 0.712892185 + T2D risk Body
cg05248742 PRKCB chr16 0.713042802 + T2D risk Body
cg27386912 SEMA3G chr3 0.713212847 + T2D risk TSS200
cg18313221 MET chr7 0.713266263 - T2D risk TSS1500
cg01899253 FLT1 chr13 0.713439223 + T2D risk TSS1500
cg26862981 ZHX2 chr8 0.713667365 + T2D risk 5'UTR
cg02493260 RTN4 chr2 0.713696839 + T2D risk Body
cg02493260 RTN4 chr2 0.713696839 + T2D risk 5'UTR
cg11264363 CPLX2 chr5 0.71371803 + T2D risk 5'UTR
cg05889858 TANC2 chr17 0.713739366 + T2D risk Body
cg01572505 SPOCK1 chr5 0.713801834 + T2D risk Body
cg14264937 ARHGAP32 chr11 0.713894148 + T2D risk Body
cg13181974 MEIS2 chr15 0.713914296 + T2D risk Body
cg23318157 TMEM150C chr4 0.713927098 + T2D risk 5'UTR
cg22997040 ZHX2 chr8 0.713975526 + T2D risk 5'UTR
cg26627888 MGRN1 chr16 0.713982022 + T2D risk Body
cg26627888 MGRN1 chr16 0.713982022 + T2D risk 3'UTR
cg02051583 SPOCK1 chr5 0.714026594 - T2D risk Body
cg24226884 CUX2 chr12 0.714089002 + T2D risk Body
cg21740631 TENM2 chr5 0.71424654 - T2D risk Body
cg26245141 AMD1 chr6 0.71447137 - T2D risk 5'UTR
cg15073016 CLEC16A chr16 0.71447917 - T2D risk Body
cg23418083 CREBBP chr16 0.714646023 + T2D risk Body
cg00642293 ROBO2 chr3 0.714723332 + T2D risk 5'UTR
cg00642293 ROBO2 chr3 0.714723332 + T2D risk Body
cg08940827 TJP1 chr15 0.71472667 - T2D risk Body
cg12404799 CUX1 chr7 0.714764112 + T2D risk Body
cg13121150 DIP2C chr10 0.71493507 + T2D risk Body
cg04544524 ANK2 chr4 0.715057073 + T2D risk Body
cg11605890 TMEM131 chr2 0.715076375 - T2D risk Body
cg14463790 ATP8A2 chr13 0.715121635 + T2D risk Body
cg01123783 CNTNAP2 chr7 0.715304032 - T2D risk Body
cg08809018 RRAGB chrX 0.715451095 + T2D risk Body
cg06638113 CNTNAP2 chr7 0.715527085 + T2D risk Body
cg11819305 MAN1A2 chr1 0.715621387 - T2D risk 1stExon
cg11819305 MAN1A2 chr1 0.715621387 - T2D risk 5'UTR
cg10581503 ATXN1 chr6 0.715666923 + T2D risk 5'UTR
cg22854804 TTC28 chr22 0.715789943 + T2D risk Body
cg14628993 SH3GL2 chr9 0.715804787 + T2D risk Body
cg18603396 CADM1 chr11 0.715897718 - T2D risk TSS200
cg08475042 UNC80 chr2 0.715997321 - T2D risk Body
cg11387591 PTPRU chr1 0.716045648 - T2D risk Body
cg08781532 NGF chr1 0.716063823 - T2D risk 1stExon
cg08781532 NGF chr1 0.716063823 - T2D risk 5'UTR
cg13040192 PFKFB2 chr1 0.716127071 + T2D risk Body
cg13040192 PFKFB2 chr1 0.716127071 + T2D risk 3'UTR
cg19617701 BCAT1 chr12 0.716136214 + T2D risk Body
cg08307430 ARL8B chr3 0.716155232 + T2D risk TSS200
cg17984935 FLT1 chr13 0.71631428 + T2D risk Body
cg05793701 TBC1D5 chr3 0.716735393 + T2D risk 5'UTR
cg02658690 COL4A1 chr13 0.716890634 - T2D risk Body
cg23367478 PDE3A chr12 0.7169396 + T2D risk TSS1500
cg19457719 WWP2 chr16 0.717003988 - T2D risk Body
cg18565893 LAMA4 chr6 0.71709782 - T2D risk Body
cg03032816 CALD1 chr7 0.717197434 + T2D risk Body
cg11131810 PHACTR1 chr6 0.717396771 - T2D risk Body
cg23828212 MAN1A2 chr1 0.717486225 - T2D risk 1stExon
cg23828212 MAN1A2 chr1 0.717486225 - T2D risk 5'UTR
cg03297042 KREMEN1 chr22 0.717733298 - T2D risk TSS1500
cg13199822 ATP6V1A chr3 0.717792454 - T2D risk 5'UTR
cg18422853 TJP1 chr15 0.717801103 - T2D risk Body



cg06990571 EFR3A chr8 0.718005691 - T2D risk Body
cg03297029 GRK5 chr10 0.718028936 - T2D risk Body
cg22927365 PRKD1 chr14 0.718285264 - T2D risk Body
cg24398023 RHOA chr3 0.718291499 + T2D risk 1stExon
cg24398023 RHOA chr3 0.718291499 + T2D risk 5'UTR
cg26193484 ST6GAL1 chr3 0.718316863 - T2D risk TSS1500
cg10835547 ANKHD1 chr5 0.718457738 - T2D risk TSS200
cg04179672 KCNJ18 chr17 0.718616041 + T2D risk TSS200
cg04179672 KCNJ12 chr17 0.718616041 + T2D risk 5'UTR
cg03288942 TENM2 chr5 0.718647565 + T2D risk Body
cg07402003 TOX3 chr16 0.718677481 + T2D risk Body
cg26960562 DNAH9 chr17 0.718783413 + T2D risk TSS200
cg02930556 SRPK2 chr7 0.71894264 + T2D risk Body
cg14283783 FLT1 chr13 0.718950443 + T2D risk TSS1500
cg22244815 PDLIM5 chr4 0.7190683 - T2D risk 5'UTR
cg22244815 PDLIM5 chr4 0.7190683 - T2D risk Body
cg17469471 UXS1 chr2 0.71909113 + T2D risk Body
cg04330057 ATXN1 chr6 0.719131367 - T2D risk 3'UTR
cg08945980 CNTNAP2 chr7 0.719270813 + T2D risk Body
cg06085672 DDC chr7 0.71928078 + T2D risk Body
cg13765368 KCNJ12 chr17 0.719302418 + T2D risk 5'UTR
cg23376470 NF1 chr17 0.719315176 - T2D risk Body
cg10362426 TMEM59 chr1 0.719468489 + T2D risk 1stExon
cg26573334 TPCN1 chr12 0.719501687 + T2D risk Body
cg06861892 RET chr10 0.7195372 + T2D risk Body
cg07237626 SVIP chr11 0.719660712 + T2D risk 1stExon
cg27238079 ITGB1 chr10 0.719708461 - T2D risk TSS1500
cg27238079 ITGB1 chr10 0.719708461 - T2D risk 5'UTR
cg27238079 ITGB1 chr10 0.719708461 - T2D risk 1stExon
cg10363569 PRKAG2 chr7 0.71974445 + T2D risk Body
cg23196741 DNAJC1 chr10 0.719905472 + T2D risk Body
cg11625950 PHF21A chr11 0.719976447 - T2D risk 5'UTR
cg08388746 TMEM59 chr1 0.720058435 - T2D risk Body
cg22724329 ANK3 chr10 0.720273359 - T2D risk Body
cg21320095 KDM4B chr19 0.720290894 - T2D risk 5'UTR
cg15882726 ANK2 chr4 0.720476518 - T2D risk Body
cg09500171 ATP8A1 chr4 0.720527884 - T2D risk Body
cg02905063 CALD1 chr7 0.72061769 + T2D risk Body
cg17814717 PRKAG2 chr7 0.720663974 + T2D risk TSS200
cg17814717 PRKAG2 chr7 0.720663974 + T2D risk Body
cg05120716 PRKCB chr16 0.720670677 + T2D risk Body
cg05585149 DIP2C chr10 0.720833811 + T2D risk Body
cg21204922 SLIT3 chr5 0.720867188 - T2D risk Body
cg15448554 ST20 chr15 0.721092663 - T2D risk 5'UTR
cg15448554 ST20 chr15 0.721092663 - T2D risk Body
cg05550612 GLG1 chr16 0.721229785 + T2D risk TSS1500
cg17850518 MEIS2 chr15 0.721235187 + T2D risk 5'UTR
cg17850518 MEIS2 chr15 0.721235187 + T2D risk 1stExon
cg17850518 MEIS2 chr15 0.721235187 + T2D risk TSS1500
cg20643687 MTHFS chr15 0.721373308 + T2D risk TSS1500
cg20643687 MTHFS chr15 0.721373308 + T2D risk TSS200
cg08717401 KIAA1217 chr10 0.721456818 + T2D risk 5'UTR
cg22636697 CDH22 chr20 0.721619092 + T2D risk Body
cg01215773 KIAA1217 chr10 0.721673711 - T2D risk Body
cg22477036 DENND4C chr9 0.721715702 - T2D risk Body
cg02871846 ACTN4 chr19 0.721780337 + T2D risk Body
cg20034100 RNF217 chr6 0.721887709 - T2D risk TSS200
cg10171988 PDE5A chr4 0.722299863 + T2D risk TSS1500
cg23790980 CEP126 chr11 0.722303607 - T2D risk Body
cg09020665 SLC7A2 chr8 0.722307856 + T2D risk 5'UTR
cg16105531 FLT1 chr13 0.722317387 - T2D risk Body
cg00509923 DNAH9 chr17 0.722337346 - T2D risk Body
cg22170368 TBC1D5 chr3 0.722378142 + T2D risk 5'UTR
cg16935707 CADM1 chr11 0.722421356 - T2D risk Body
cg07457820 ROBO2 chr3 0.722593361 + T2D risk Body
cg03891302 PHACTR1 chr6 0.722650134 + T2D risk Body
cg04160553 TTC28 chr22 0.722704161 - T2D risk Body
cg05071974 EIF4EBP3 chr5 0.722895893 - T2D risk TSS200
cg08189119 ATP6V1H chr8 0.72294913 - T2D risk Body
cg02689107 APC chr5 0.722966336 - T2D risk Body



cg26056139 ATP8A2 chr13 0.722983663 - T2D risk Body
cg06053291 WWP2 chr16 0.723082176 - T2D risk Body
cg20724032 ULK4 chr3 0.723205245 - T2D risk Body
cg08506924 CREBBP chr16 0.723256961 - T2D risk TSS1500
cg25466784 ATXN1 chr6 0.723281321 - T2D risk 5'UTR
cg08191490 LAMA4 chr6 0.723435624 - T2D risk Body
cg09418771 ANK3 chr10 0.723449823 - T2D risk Body
cg25787300 CUX1 chr7 0.723491356 + T2D risk Body
cg10895426 TOX3 chr16 0.723510157 - T2D risk 5'UTR
cg10895426 TOX3 chr16 0.723510157 - T2D risk TSS200
cg05488984 ITPKB chr1 0.723542221 + T2D risk Body
cg10451566 DLL4 chr15 0.723565035 + T2D risk Body
cg24954977 PDE8A chr15 0.723656323 + T2D risk Body
cg22988851 ULK4 chr3 0.723683521 - T2D risk Body
cg12710176 PFKFB2 chr1 0.723798734 - T2D risk TSS200
cg03529680 UNC80 chr2 0.723919847 - T2D risk Body
cg13033587 RBBP6 chr16 0.72401151 + T2D risk 5'UTR
cg13033587 RBBP6 chr16 0.72401151 + T2D risk 1stExon
cg21066599 FNIP2 chr4 0.724041203 + T2D risk Body
cg02988798 JPH2 chr20 0.72420035 + T2D risk Body
cg20336341 DDC chr7 0.724218585 + T2D risk 5'UTR
cg20336341 DDC chr7 0.724218585 + T2D risk TSS200
cg14201389 RSF1 chr11 0.724225936 - T2D risk Body
cg25038330 DIP2C chr10 0.724231354 - T2D risk Body
cg07470526 RRAGB chrX 0.724240331 + T2D risk 3'UTR
cg00035453 ARID2 chr12 0.724306044 + T2D risk TSS1500
cg14565408 CUX2 chr12 0.724504004 + T2D risk Body
cg22002084 ANK2 chr4 0.72458289 - T2D risk Body
cg08961450 PDE7A chr8 0.724614323 - T2D risk Body
cg15744049 DIP2C chr10 0.724691874 - T2D risk TSS1500
cg01234984 CUX1 chr7 0.724720135 - T2D risk Body
cg25194415 KIAA0232 chr4 0.724734269 + T2D risk TSS1500
cg26242818 RAP1B chr12 0.724886557 - T2D risk 3'UTR
cg04219480 CHID1 chr11 0.724889908 + T2D risk 5'UTR
cg21863172 PDE8A chr15 0.724982594 + T2D risk 5'UTR
cg21863172 PDE8A chr15 0.724982594 + T2D risk Body
cg13540860 DIP2C chr10 0.725009313 + T2D risk Body
cg16073611 DNAJC1 chr10 0.725097237 + T2D risk Body
cg14039432 CPLX2 chr5 0.725169683 + T2D risk TSS1500
cg14039432 CPLX2 chr5 0.725169683 + T2D risk 5'UTR
cg02016150 GGPS1 chr1 0.725349676 - T2D risk TSS1500
cg05340241 PRKCE chr2 0.725353553 - T2D risk Body
cg11820833 PLEKHG3 chr14 0.725362796 - T2D risk 5'UTR
cg26926387 CUX2 chr12 0.725377168 + T2D risk Body
cg20342079 BCAT1 chr12 0.725446022 + T2D risk Body
cg00887295 FLT1 chr13 0.725484441 + T2D risk Body
cg22218042 CDH22 chr20 0.725730008 - T2D risk 5'UTR
cg15626913 KIAA1217 chr10 0.725883026 - T2D risk TSS200
cg15626913 KIAA1217 chr10 0.725883026 - T2D risk 5'UTR
cg15626913 KIAA1217 chr10 0.725883026 - T2D risk Body
cg07135835 CUX2 chr12 0.726044597 - T2D risk Body
cg19298990 CLOCK chr4 0.726092133 - T2D risk TSS1500
cg17619804 PHACTR1 chr6 0.726241692 - T2D risk TSS1500
cg15490801 PRKD1 chr14 0.726480487 + T2D risk Body
cg21913301 PDE3A chr12 0.726533201 - T2D risk Body
cg00857222 ULK4 chr3 0.726662591 + T2D risk Body
cg06817207 WDR47 chr1 0.726869084 + T2D risk TSS1500
cg24164865 CUX1 chr7 0.72688496 + T2D risk Body
cg19781053 TJP1 chr15 0.727153628 + T2D risk TSS1500
cg09097748 ANK3 chr10 0.727216903 + T2D risk Body
cg13139848 TANC2 chr17 0.727237051 + T2D risk Body
cg23869439 ZDHHC2 chr8 0.727360474 + T2D risk Body
cg00408725 PDE7A chr8 0.727442692 + T2D risk Body
cg16087412 KCNJ12 chr17 0.727442855 + T2D risk 5'UTR
cg26981929 KIAA1217 chr10 0.727540717 - T2D risk 5'UTR
cg09727784 EVI5 chr1 0.727870295 + T2D risk Body
cg01663016 SLIT3 chr5 0.72787848 - T2D risk 1stExon
cg01663016 SLIT3 chr5 0.72787848 - T2D risk 5'UTR
cg19499496 ERC2 chr3 0.727979178 - T2D risk Body
cg13399697 PTPRU chr1 0.728045246 - T2D risk Body



cg11522042 NCOA2 chr8 0.728088101 + T2D risk Body
cg13150344 CHKA chr11 0.728304094 + T2D risk TSS1500
cg22096413 TMEM131 chr2 0.728311401 + T2D risk Body
cg07421429 ENAH chr1 0.72834925 + T2D risk Body
cg00674848 CREBBP chr16 0.728449033 - T2D risk Body
cg15195990 ANKHD1 chr5 0.728496026 + T2D risk Body
cg08298491 KIAA1217 chr10 0.728572952 - T2D risk Body
cg01951815 HMBOX1 chr8 0.728599909 - T2D risk Body
cg17300411 GRK5 chr10 0.728638601 + T2D risk Body
cg01508843 SLIT3 chr5 0.728773281 - T2D risk Body
cg00236302 RAP1B chr12 0.728818787 - T2D risk 5'UTR
cg23724135 TAB2 chr6 0.728905241 - T2D risk 5'UTR
cg23724135 TAB2 chr6 0.728905241 - T2D risk Body
cg20816122 TMEM131 chr2 0.728991997 - T2D risk Body
cg18634690 GNA12 chr7 0.729091652 + T2D risk Body
cg12227337 DDC chr7 0.729152406 + T2D risk Body
cg04995108 ATXN1 chr6 0.729289914 + T2D risk 5'UTR
cg26752591 RAP1GAP2 chr17 0.729334509 - T2D risk Body
cg14898366 KDM4B chr19 0.729344251 + T2D risk Body
cg25117444 ATXN1 chr6 0.729520984 + T2D risk 3'UTR
cg01573693 CLASP2 chr3 0.729551051 - T2D risk Body
cg13900431 ANK2 chr4 0.729725038 - T2D risk Body
cg11081275 DIP2C chr10 0.729822307 - T2D risk Body
cg14506029 CRYL1 chr13 0.729842351 - T2D risk Body
cg18035136 PHACTR1 chr6 0.729907122 + T2D risk 1stExon
cg18035136 PHACTR1 chr6 0.729907122 + T2D risk 5'UTR
cg24820593 PRKCE chr2 0.72996895 - T2D risk Body
cg13756607 TSGA10 chr2 0.73013278 + T2D risk TSS1500
cg01182697 TMEM59 chr1 0.730180206 + T2D risk TSS1500
cg01405879 DIP2C chr10 0.730250314 - T2D risk Body
cg03707604 CNTNAP2 chr7 0.73030035 + T2D risk Body
cg02825052 PICALM chr11 0.730358154 + T2D risk Body
cg00426903 INPP4A chr2 0.730412542 - T2D risk 5'UTR
cg20230369 CLIC5 chr6 0.730462262 - T2D risk 3'UTR
cg20230369 CLIC5 chr6 0.730462262 - T2D risk Body
cg03905224 CUX1 chr7 0.730660435 + T2D risk Body
cg13758290 ZHX2 chr8 0.730708336 + T2D risk 5'UTR
cg15759452 AGPAT3 chr21 0.730904792 + T2D risk 3'UTR
cg16805715 STX6 chr1 0.730914896 - T2D risk Body
cg21467684 GRK5 chr10 0.730927733 + T2D risk Body
cg16431722 SCAF8 chr6 0.730928808 - T2D risk Body
cg20324262 MAST1 chr19 0.731012884 - T2D risk Body
cg13066846 PRKAG2 chr7 0.731035129 - T2D risk 5'UTR
cg13066846 PRKAG2 chr7 0.731035129 - T2D risk Body
cg13889541 CHFR chr12 0.73105681 + T2D risk Body
cg06023941 ARL15 chr5 0.731068856 - T2D risk Body
cg16385724 TENM2 chr5 0.731081979 - T2D risk Body
cg05029189 ADCY5 chr3 0.731139979 + T2D risk TSS1500
cg00237565 NGLY1 chr3 0.731182634 + T2D risk 1stExon
cg00237565 NGLY1 chr3 0.731182634 + T2D risk Body
cg20025033 TBC1D5 chr3 0.731196582 - T2D risk Body
cg07734991 PACS1 chr11 0.731239014 + T2D risk Body
cg19881234 TSC22D1 chr13 0.731243534 - T2D risk 1stExon
cg19881234 TSC22D1 chr13 0.731243534 - T2D risk 5'UTR
cg19881234 TSC22D1 chr13 0.731243534 - T2D risk Body
cg06301099 APBA1 chr9 0.731389499 - T2D risk Body
cg11126697 TJP1 chr15 0.731390323 - T2D risk Body
cg04296187 COL4A1 chr13 0.731490501 + T2D risk Body
cg16905413 PRKCB chr16 0.731490931 + T2D risk Body
cg04380332 SRPK2 chr7 0.731516205 + T2D risk Body
cg01963870 CREBBP chr16 0.731526433 - T2D risk Body
cg21266189 SNX4 chr3 0.731547065 - T2D risk Body
cg04496254 CUX2 chr12 0.731684675 - T2D risk Body
cg04929428 ARID2 chr12 0.731730556 - T2D risk Body
cg16676373 PLEKHG3 chr14 0.731775566 + T2D risk 5'UTR
cg16106561 NCOA2 chr8 0.732097856 + T2D risk 5'UTR
cg14784784 FAM155B chrX 0.732129348 + T2D risk Body
cg15704521 GNA12 chr7 0.732181095 - T2D risk Body
cg27219574 CHFR chr12 0.732334458 - T2D risk Body
cg00224929 GAD1 chr2 0.732389355 - T2D risk Body



cg17238473 TMEM131 chr2 0.732408655 + T2D risk Body
cg07337602 ST6GAL1 chr3 0.732484924 + T2D risk 5'UTR
cg07430608 MDM1 chr12 0.732523613 + T2D risk Body
cg19900074 CMTR1 chr6 0.732528369 + T2D risk 5'UTR
cg00388248 KCNJ18 chr17 0.732558487 - T2D risk TSS200
cg00388248 KCNJ12 chr17 0.732558487 - T2D risk 5'UTR
cg15715690 LMCD1 chr3 0.732663648 - T2D risk 5'UTR
cg15715690 LMCD1 chr3 0.732663648 - T2D risk Body
cg25647665 DIP2C chr10 0.732755439 + T2D risk Body
cg17535647 PDE3A chr12 0.732783249 - T2D risk TSS1500
cg18712103 ANK3 chr10 0.732938673 - T2D risk Body
cg16566279 CUX1 chr7 0.732968356 + T2D risk Body
cg07146799 MEIS2 chr15 0.733082615 + T2D risk Body
cg09401384 ANK2 chr4 0.733135557 - T2D risk Body
cg02989671 ST8SIA1 chr12 0.733189717 - T2D risk TSS1500
cg07638450 CUX1 chr7 0.733245658 + T2D risk Body
cg01071289 PACRG chr6 0.733387402 + T2D risk Body
cg05652102 RET chr10 0.733459671 + T2D risk Body
cg25888160 PHF21A chr11 0.733582212 + T2D risk Body
cg27024488 RHOA chr3 0.733584199 - T2D risk 5'UTR
cg05246057 USP29 chr19 0.7337377 - T2D risk TSS200
cg16741323 COL4A1 chr13 0.733755034 - T2D risk Body
cg06669892 PHACTR1 chr6 0.733827466 - T2D risk Body
cg20884522 GNA12 chr7 0.733881026 + T2D risk Body
cg20884522 GNA12 chr7 0.733881026 + T2D risk TSS200
cg12451671 ATXN1 chr6 0.733979597 - T2D risk 3'UTR
cg08877580 PDE7A chr8 0.734029265 - T2D risk Body
cg00217553 ARL8B chr3 0.734059745 - T2D risk Body
cg03045425 NOL4 chr18 0.734196538 - T2D risk TSS200
cg00055595 GAD1 chr2 0.734263919 + T2D risk 5'UTR
cg08935301 LMCD1 chr3 0.734326322 + T2D risk Body
cg08712336 SLIT3 chr5 0.734330615 - T2D risk Body
cg09831558 SCAF8 chr6 0.734374627 - T2D risk Body
cg05678725 AGPAT3 chr21 0.734434091 + T2D risk 5'UTR
cg00253204 NCOR1 chr17 0.734472201 - T2D risk 5'UTR
cg00253204 NCOR1 chr17 0.734472201 - T2D risk 1stExon
cg21463945 JPH2 chr20 0.734508194 + T2D risk Body
cg20301306 DYNC1I2 chr2 0.734622341 + T2D risk 5'UTR
cg20301306 DYNC1I2 chr2 0.734622341 + T2D risk TSS200
cg20301306 DYNC1I2 chr2 0.734622341 + T2D risk 1stExon
cg08935434 CLOCK chr4 0.734679644 + T2D risk Body
cg19512783 PACS2 chr14 0.734957756 + T2D risk Body
cg13404054 NOTCH3 chr19 0.735157195 - T2D risk 1stExon
cg06274699 KANTR chrX 0.735159853 + T2D risk Body
cg00245454 FNIP2 chr4 0.735171778 - T2D risk Body
cg00155788 SLIT3 chr5 0.735246049 - T2D risk Body
cg07092805 CRYL1 chr13 0.73525448 + T2D risk Body
cg16807961 RAP1GAP2 chr17 0.735273439 + T2D risk 1stExon
cg04168708 TBC1D5 chr3 0.735285192 - T2D risk Body
cg20863800 CUX1 chr7 0.735335611 - T2D risk Body
cg03928900 ERC2 chr3 0.735338849 + T2D risk 3'UTR
cg19026125 DIP2C chr10 0.735383559 + T2D risk Body
cg17651653 PRKD1 chr14 0.735408853 - T2D risk Body
cg19551848 CNTNAP2 chr7 0.73561558 - T2D risk Body
cg23796040 EFR3A chr8 0.735705108 - T2D risk Body
cg05453071 PDE5A chr4 0.735866483 + T2D risk Body
cg09403042 ENAH chr1 0.735879119 + T2D risk Body
cg01316816 RTN4 chr2 0.735914514 + T2D risk TSS200
cg01316816 RTN4 chr2 0.735914514 + T2D risk Body
cg00279530 SPOCK1 chr5 0.735957541 + T2D risk Body
cg21756465 DYNC1I2 chr2 0.735963225 + T2D risk TSS200
cg20611411 RAP1GAP2 chr17 0.735977748 - T2D risk Body
cg01955828 ARPP19 chr15 0.736051794 + T2D risk Body
cg06241765 HMBOX1 chr8 0.736058582 - T2D risk 5'UTR
cg06241765 HMBOX1 chr8 0.736058582 - T2D risk 1stExon
cg04785555 FNIP2 chr4 0.736277075 - T2D risk Body
cg04980712 ROBO2 chr3 0.736382279 - T2D risk Body
cg23987876 PTPRU chr1 0.736406292 - T2D risk TSS1500
cg03092390 ZDHHC2 chr8 0.73660331 - T2D risk Body
cg00343217 ARIH1 chr15 0.736622279 - T2D risk 1stExon



cg20522673 ATP8A1 chr4 0.736627091 - T2D risk Body
cg12933116 ZHX2 chr8 0.736665323 + T2D risk 5'UTR
cg03711622 HNRNPA2B1 chr7 0.736691248 - T2D risk TSS1500
cg19806031 MEIS2 chr15 0.73674079 - T2D risk Body
cg05225889 DIP2C chr10 0.736742129 + T2D risk Body
cg04538404 FBXO11 chr2 0.736768992 - T2D risk TSS1500
cg04538404 FBXO11 chr2 0.736768992 - T2D risk Body
cg09105802 LAMA4 chr6 0.73688576 + T2D risk Body
cg00241745 DIP2C chr10 0.737031557 - T2D risk Body
cg06537115 TENM2 chr5 0.737131189 - T2D risk Body
cg09544338 NOTCH3 chr19 0.737202869 - T2D risk TSS1500
cg25588559 FAM155B chrX 0.73731616 - T2D risk 3'UTR
cg05407582 PDE8A chr15 0.737353386 + T2D risk Body
cg23975144 COX6A1 chr12 0.737391306 + T2D risk TSS200
cg08627391 TSC22D1 chr13 0.737536517 - T2D risk Body
cg08627391 TSC22D1 chr13 0.737536517 - T2D risk TSS1500
cg08627391 TSC22D1 chr13 0.737536517 - T2D risk 5'UTR
cg08627391 TSC22D1 chr13 0.737536517 - T2D risk 1stExon
cg02024077 CNTNAP2 chr7 0.737640131 - T2D risk TSS1500
cg13392088 PRKAG2 chr7 0.737650448 - T2D risk Body
cg14830530 MDM1 chr12 0.738071282 - T2D risk Body
cg02250357 WWP2 chr16 0.738215222 + T2D risk TSS1500
cg02813721 HMBOX1 chr8 0.738311645 - T2D risk Body
cg09255851 RBBP6 chr16 0.738367107 + T2D risk Body
cg15769735 PRKAG2 chr7 0.73847002 + T2D risk TSS1500
cg15769735 PRKAG2 chr7 0.73847002 + T2D risk Body
cg18816129 MEIS2 chr15 0.738496889 + T2D risk Body
cg12149996 DIP2C chr10 0.73853842 + T2D risk Body
cg22323494 SGSM2 chr17 0.738602374 + T2D risk Body
cg05131191 NUP98 chr11 0.738790315 + T2D risk Body
cg19455763 ITGA1 chr5 0.738800337 + T2D risk Body
cg07328688 ANK2 chr4 0.738806125 + T2D risk 3'UTR
cg04113087 ATP8A2 chr13 0.739039396 - T2D risk Body
cg15085377 ERC2 chr3 0.739044622 + T2D risk 3'UTR
cg00758259 CADM1 chr11 0.739055537 - T2D risk Body
cg03958364 PRKCE chr2 0.739084419 - T2D risk Body
cg09174233 SH3GL2 chr9 0.73924839 - T2D risk TSS200
cg16528305 DIP2C chr10 0.739311346 + T2D risk Body
cg14355899 LMX1B chr9 0.739378127 + T2D risk TSS1500
cg12416053 ROBO2 chr3 0.739493266 - T2D risk Body
cg14415390 MMS19 chr10 0.739657609 - T2D risk 5'UTR
cg14415390 MMS19 chr10 0.739657609 - T2D risk Body
cg06150821 GNA12 chr7 0.739900391 + T2D risk Body
cg06150821 GNA12 chr7 0.739900391 + T2D risk TSS200
cg14332665 DNAJC13 chr3 0.739930891 - T2D risk Body
cg15030662 DIP2C chr10 0.740002612 - T2D risk Body
cg26708235 ATP8A2 chr13 0.740224802 + T2D risk 1stExon
cg26835568 PACRG chr6 0.740276307 - T2D risk Body
cg11987816 GNA12 chr7 0.740279137 - T2D risk Body
cg11987816 GNA12 chr7 0.740279137 - T2D risk TSS1500
cg02295389 ASXL2 chr2 0.74042729 - T2D risk Body
cg26202427 ANK3 chr10 0.740442357 + T2D risk Body
cg13342684 MEIS2 chr15 0.740447584 + T2D risk Body
cg18247897 DIP2C chr10 0.7405821 + T2D risk Body
cg23718195 KCNJ12 chr17 0.740636637 + T2D risk 5'UTR
cg13550355 FNIP2 chr4 0.740640529 - T2D risk Body
cg14253924 GNA12 chr7 0.740657752 - T2D risk Body
cg04614208 PACRG chr6 0.740661752 + T2D risk Body
cg24590902 AMD1 chr6 0.740676761 - T2D risk 5'UTR
cg24397554 CHKA chr11 0.740712983 + T2D risk Body
cg01922891 MGRN1 chr16 0.74076938 + T2D risk Body
cg06938406 COX6A1 chr12 0.740801815 + T2D risk TSS1500
cg17229533 PLEKHG3 chr14 0.740827425 - T2D risk Body
cg12214787 MET chr7 0.740998786 - T2D risk Body
cg14723977 WIZ chr19 0.741023737 + T2D risk 3'UTR
cg26683809 AGPAT3 chr21 0.741146352 - T2D risk 5'UTR
cg09592430 CNTNAP2 chr7 0.74122239 - T2D risk Body
cg01372465 LAMA4 chr6 0.741329576 - T2D risk Body
cg00671489 CDH22 chr20 0.741397101 - T2D risk Body
cg00758412 RAP1B chr12 0.74143893 + T2D risk 5'UTR



cg03330372 PRKAG2 chr7 0.741472189 - T2D risk Body
cg26831947 ROBO2 chr3 0.741527458 - T2D risk 5'UTR
cg26831947 ROBO2 chr3 0.741527458 - T2D risk Body
cg24166966 FBXL2 chr3 0.741570939 - T2D risk Body
cg18087491 PACRG chr6 0.741572061 - T2D risk Body
cg09847994 CLOCK chr4 0.741667021 - T2D risk 5'UTR
cg19519593 PDE7A chr8 0.741674203 - T2D risk Body
cg25976932 ADCY5 chr3 0.741783687 - T2D risk Body
cg10995070 FLT1 chr13 0.741808203 - T2D risk Body
cg23717186 ITPKB chr1 0.741812731 + T2D risk Body
cg08330825 GGPS1 chr1 0.742169048 + T2D risk TSS1500
cg12188016 SH3GL2 chr9 0.742183415 - T2D risk Body
cg21584266 CMTR1 chr6 0.742267705 + T2D risk Body
cg07153180 DNAH9 chr17 0.742289144 + T2D risk Body
cg22918695 ZHX2 chr8 0.742329447 + T2D risk 5'UTR
cg13011390 MGRN1 chr16 0.742373262 + T2D risk TSS1500
cg10537277 PDE8A chr15 0.742382112 + T2D risk Body
cg16168788 DYNC1I2 chr2 0.742472579 - T2D risk 5'UTR
cg16168788 DYNC1I2 chr2 0.742472579 - T2D risk TSS200
cg14760128 EVI5 chr1 0.742549728 - T2D risk Body
cg13008977 SLIT3 chr5 0.742587823 - T2D risk Body
cg05747803 DIP2C chr10 0.742679079 - T2D risk Body
cg08141495 NOL4 chr18 0.742684178 - T2D risk Body
cg18643902 CHKA chr11 0.742691298 - T2D risk TSS200
cg16619352 CUX2 chr12 0.742727848 - T2D risk Body
cg25944416 ARL8B chr3 0.742749201 - T2D risk TSS1500
cg05300054 PRKAG2 chr7 0.742751196 - T2D risk Body
cg03577157 SSBP2 chr5 0.742819898 - T2D risk 3'UTR
cg08345012 ERC2 chr3 0.743065081 + T2D risk 3'UTR
cg02350414 CUX2 chr12 0.743114406 + T2D risk Body
cg03963853 MGRN1 chr16 0.74316031 + T2D risk Body
cg15183359 CRYL1 chr13 0.743315697 - T2D risk 3'UTR
cg08678311 PHACTR1 chr6 0.743487349 - T2D risk Body
cg09837559 DNAJC13 chr3 0.743542358 + T2D risk Body
cg04458562 ZHX2 chr8 0.743702281 + T2D risk 5'UTR
cg05780479 KIAA1217 chr10 0.743799451 - T2D risk Body
cg23591039 ENAH chr1 0.743891482 - T2D risk Body
cg17814365 SGSM2 chr17 0.743954345 - T2D risk Body
cg12164713 MAST1 chr19 0.743996614 - T2D risk Body
cg09763393 ATP8A2 chr13 0.744047082 - T2D risk TSS1500
cg24040983 KIAA0355 chr19 0.744134501 - T2D risk 5'UTR
cg19653382 FARSB chr2 0.744137371 - T2D risk Body
cg19653382 FARSB chr2 0.744137371 - T2D risk ExonBnd
cg24557547 PDE7A chr8 0.744159347 + T2D risk Body
cg21374208 DNAJC1 chr10 0.74419267 - T2D risk TSS1500
cg14817975 ARID2 chr12 0.744227634 - T2D risk TSS1500
cg15932065 CNTNAP2 chr7 0.744238705 + T2D risk Body
cg24047390 CNTNAP2 chr7 0.744275523 + T2D risk Body
cg18714469 MTHFS chr15 0.744292002 + T2D risk Body
cg23998942 CNTNAP2 chr7 0.744311239 + T2D risk Body
cg06228648 ATP8A2 chr13 0.744387223 - T2D risk Body
cg17362052 DKK2 chr4 0.744672303 + T2D risk Body
cg25730315 PTP4A2 chr1 0.744803504 + T2D risk Body
cg00916915 PHF21A chr11 0.744811645 + T2D risk Body
cg05773442 CHID1 chr11 0.744865483 + T2D risk 5'UTR
cg09653905 MMS19 chr10 0.744877122 - T2D risk Body
cg27598761 DIP2C chr10 0.745022217 + T2D risk Body
cg02871615 ANK3 chr10 0.745053454 - T2D risk Body
cg27266176 PLEKHG3 chr14 0.745093287 - T2D risk TSS1500
cg18836486 KDM4B chr19 0.745503913 - T2D risk Body
cg10631527 CDK8 chr13 0.745510316 + T2D risk 3'UTR
cg05752892 SUB1 chr5 0.745601268 - T2D risk TSS200
cg25212699 CNTROB chr17 0.745751869 - T2D risk Body
cg06833732 CPLX2 chr5 0.745912439 + T2D risk 5'UTR
cg23885934 TBC1D5 chr3 0.745920408 - T2D risk 5'UTR
cg14862395 CDH22 chr20 0.74629507 - T2D risk 1stExon
cg13252135 TAZ chrX 0.746308636 + T2D risk Body
cg08194293 NCOA2 chr8 0.746322096 + T2D risk 5'UTR
cg21606202 PCYT1A chr3 0.746348029 + T2D risk Body
cg25645732 CNTNAP2 chr7 0.746725865 + T2D risk TSS1500



cg27616595 CNTNAP2 chr7 0.746726307 + T2D risk Body
cg20291513 PFKFB2 chr1 0.746841324 - T2D risk TSS1500
cg22593953 ST6GAL1 chr3 0.747061155 + T2D risk Body
cg22569765 ST6GAL1 chr3 0.747176887 - T2D risk 5'UTR
cg09120456 PDE5A chr4 0.747428147 + T2D risk 1stExon
cg09120456 PDE5A chr4 0.747428147 + T2D risk TSS1500
cg17740289 ATP8A2 chr13 0.747440549 - T2D risk Body
cg09552147 NUF2 chr1 0.74745592 + T2D risk 5'UTR
cg24758273 CUX1 chr7 0.74796089 + T2D risk Body
cg06195829 PDE7A chr8 0.748029928 - T2D risk 5'UTR
cg06195829 PDE7A chr8 0.748029928 - T2D risk 1stExon
cg16698293 TMEM59 chr1 0.74807492 - T2D risk TSS1500
cg10523026 TAZ chrX 0.748077391 + T2D risk Body
cg12984223 SEC31A chr4 0.748101823 - T2D risk 5'UTR
cg20167011 SPPL2A chr15 0.74810697 - T2D risk TSS1500
cg09107796 NCOR1 chr17 0.748217413 - T2D risk Body
cg21215209 TSHZ1 chr18 0.748301006 + T2D risk 5'UTR
cg21215209 TSHZ1 chr18 0.748301006 + T2D risk Body
cg27612454 ADCY5 chr3 0.748379288 + T2D risk Body
cg16606364 CHKA chr11 0.74839058 - T2D risk Body
cg11999537 TBC1D5 chr3 0.748407852 + T2D risk Body
cg25565276 FARSB chr2 0.748408401 - T2D risk TSS200
cg09814151 TSC22D1 chr13 0.748494977 + T2D risk TSS1500
cg16564264 SKAP1 chr17 0.748694083 + T2D risk Body
cg05258123 CUX1 chr7 0.74873049 - T2D risk Body
cg07288445 TSC22D1 chr13 0.748948244 - T2D risk Body
cg11310933 TPCN1 chr12 0.749169874 + T2D risk TSS1500
cg16720809 PACRG chr6 0.749203339 - T2D risk Body
cg15453708 PRKAG2 chr7 0.749270112 - T2D risk 5'UTR
cg15453708 PRKAG2 chr7 0.749270112 - T2D risk Body
cg10648252 CUX1 chr7 0.749352073 + T2D risk Body
cg21830206 ACTN4 chr19 0.749619101 + T2D risk Body
cg09896867 TPCN1 chr12 0.749620446 - T2D risk 3'UTR
cg16972831 GNA12 chr7 0.749704644 - T2D risk Body
cg09327981 DYNC1I1 chr7 0.749860118 + T2D risk Body
cg22084515 SUB1 chr5 0.749882918 + T2D risk Body
cg09812397 TJP1 chr15 0.749936084 - T2D risk Body
cg11578870 AGPAT3 chr21 0.749968652 + T2D risk 5'UTR
cg13634872 INPP4A chr2 0.750009974 + T2D risk Body
cg04503570 ITPKB chr1 0.750022273 + T2D risk Body
cg23488733 RAP1GAP2 chr17 0.750073811 + T2D risk Body
cg10820191 CUX1 chr7 0.750512104 - T2D risk Body
cg16206284 NCOA2 chr8 0.750697177 + T2D risk ExonBnd
cg16206284 NCOA2 chr8 0.750697177 + T2D risk Body
cg08408860 INPP4A chr2 0.750824606 + T2D risk 5'UTR
cg06686180 ATP4A chr19 0.751020996 - T2D risk TSS1500
cg01801603 ZHX2 chr8 0.751051788 + T2D risk 5'UTR
cg07450598 GRK5 chr10 0.751168956 - T2D risk Body
cg20729373 SRPK2 chr7 0.751180126 - T2D risk Body
cg09619064 GAD1 chr2 0.751271604 - T2D risk Body
cg19147400 TAB2 chr6 0.751549525 - T2D risk 5'UTR
cg19147400 TAB2 chr6 0.751549525 - T2D risk Body
cg19147400 TAB2 chr6 0.751549525 - T2D risk TSS200
cg15488570 CHID1 chr11 0.751641387 + T2D risk Body
cg21804673 ARL15 chr5 0.751656404 - T2D risk Body
cg14621209 MYO6 chr6 0.751680598 - T2D risk Body
cg14949892 CHFR chr12 0.751765532 + T2D risk Body
cg13653580 ATXN1 chr6 0.751805697 + T2D risk TSS1500
cg23140118 ATP8A2 chr13 0.75187723 - T2D risk Body
cg22224691 WIZ chr19 0.751885534 + T2D risk Body
cg00160464 TENM2 chr5 0.751951138 - T2D risk Body
cg05265985 PRMT3 chr11 0.752079154 - T2D risk Body
cg25474616 CCNB1 chr5 0.752240391 + T2D risk TSS1500
cg12889538 PRKAG2 chr7 0.752394246 - T2D risk TSS1500
cg12889538 PRKAG2 chr7 0.752394246 - T2D risk Body
cg25752163 CUX2 chr12 0.752508838 + T2D risk TSS1500
cg03099144 RNF217 chr6 0.752527999 + T2D risk 5'UTR
cg23799246 INPP4A chr2 0.752532271 + T2D risk 5'UTR
cg11720490 TMEM131 chr2 0.752575401 - T2D risk Body
cg06401532 PRKCB chr16 0.752706224 + T2D risk Body



cg11344013 KCNJ12 chr17 0.752708914 - T2D risk 3'UTR
cg14246940 LMX1B chr9 0.752962341 - T2D risk Body
cg15674520 TSGA10 chr2 0.752972465 - T2D risk Body
cg06803580 DIP2C chr10 0.753062523 + T2D risk Body
cg15661715 PRKAG2 chr7 0.753310444 - T2D risk Body
cg06847428 TBC1D5 chr3 0.753338413 - T2D risk 5'UTR
cg05839294 DNAJC13 chr3 0.753366126 - T2D risk Body
cg22656048 DIP2C chr10 0.753368387 - T2D risk Body
cg13100918 ATP8A1 chr4 0.753442404 + T2D risk Body
cg01946364 CPLX2 chr5 0.753491605 - T2D risk 5'UTR
cg13105122 PDE7A chr8 0.753602114 + T2D risk Body
cg16660359 CREBBP chr16 0.753641571 + T2D risk Body
cg08048933 KDR chr4 0.753645776 + T2D risk TSS1500
cg01872330 MGRN1 chr16 0.753668781 - T2D risk Body
cg08897044 MAST1 chr19 0.753717038 + T2D risk Body
cg09880359 SGSM2 chr17 0.753766175 + T2D risk Body
cg10088426 PDE7A chr8 0.753792927 + T2D risk Body
cg21223481 GAD1 chr2 0.753841331 - T2D risk Body
cg09299628 SKAP1 chr17 0.753992282 - T2D risk Body
cg00079485 KCNJ12 chr17 0.754043485 - T2D risk 3'UTR
cg07853992 SPAG9 chr17 0.75405964 - T2D risk Body
cg10348178 FNIP2 chr4 0.754062126 - T2D risk Body
cg09588476 ARHGAP32 chr11 0.754272894 - T2D risk Body
cg15993538 GAD1 chr2 0.754313755 + T2D risk 5'UTR
cg20620180 BCAT1 chr12 0.754436571 - T2D risk Body
cg02048645 SPAG9 chr17 0.754516641 - T2D risk TSS1500
cg00783321 SSBP2 chr5 0.75498251 - T2D risk Body
cg10333170 CALD1 chr7 0.755018896 + T2D risk 5'UTR
cg16672557 WIZ chr19 0.75514348 + T2D risk Body
cg06336736 RCAN2 chr6 0.75515948 + T2D risk Body
cg16265553 ITPKB chr1 0.755190489 + T2D risk Body
cg04618969 CUX1 chr7 0.755234213 + T2D risk Body
cg23081284 DIP2C chr10 0.75524508 + T2D risk Body
cg01942543 TOX3 chr16 0.755265037 + T2D risk Body
cg26155697 ITGA1 chr5 0.755396877 + T2D risk Body
cg00044638 PRKAG2 chr7 0.755409293 + T2D risk Body
cg20887061 NUP98 chr11 0.755478469 - T2D risk TSS200
cg02188358 FLT1 chr13 0.755487489 - T2D risk Body
cg25996573 RTN4 chr2 0.755697769 + T2D risk Body
cg06474489 PTPRU chr1 0.755832843 + T2D risk ExonBnd
cg06474489 PTPRU chr1 0.755832843 + T2D risk Body
cg23843044 ATP8A2 chr13 0.75586534 - T2D risk Body
cg12622096 UNC80 chr2 0.755961596 - T2D risk Body
cg09118225 TENM2 chr5 0.756064728 - T2D risk Body
cg17890873 TPCN1 chr12 0.756093646 - T2D risk Body
cg17890873 TPCN1 chr12 0.756093646 - T2D risk ExonBnd
cg24505803 LCA5 chr6 0.756155543 - T2D risk TSS1500
cg00639522 CDH22 chr20 0.756191141 + T2D risk Body
cg21482885 PDLIM5 chr4 0.756264062 + T2D risk 5'UTR
cg21482885 PDLIM5 chr4 0.756264062 + T2D risk Body
cg01214260 NUF2 chr1 0.756397353 - T2D risk Body
cg16365445 ITGB1 chr10 0.756414163 + T2D risk 5'UTR
cg21420366 NGF chr1 0.756448132 + T2D risk 5'UTR
cg09950164 PACS1 chr11 0.756635297 - T2D risk Body
cg12948543 PACS2 chr14 0.756837928 + T2D risk Body
cg00731146 TPCN1 chr12 0.756841028 + T2D risk Body
cg00731146 TPCN1 chr12 0.756841028 + T2D risk TSS1500
cg17926647 ITPKB chr1 0.756887196 - T2D risk Body
cg21277461 GRK5 chr10 0.756983829 + T2D risk Body
cg16467990 PACS2 chr14 0.757001552 + T2D risk Body
cg12839362 CLEC16A chr16 0.757147175 - T2D risk Body
cg04342762 DYNC1I1 chr7 0.757227378 - T2D risk Body
cg07273346 PACS1 chr11 0.757287628 + T2D risk Body
cg01005180 PRKAG2 chr7 0.757421472 + T2D risk Body
cg24663090 ARL15 chr5 0.75753111 + T2D risk 3'UTR
cg23016734 ROBO2 chr3 0.757648718 - T2D risk TSS1500
cg13004236 DIP2C chr10 0.757747806 + T2D risk Body
cg22341788 FLT1 chr13 0.757931858 + T2D risk Body
cg03884572 CUX2 chr12 0.757951042 - T2D risk Body
cg20644928 SLIT3 chr5 0.758039285 + T2D risk Body



cg15920867 ERC2 chr3 0.758113108 - T2D risk 5'UTR
cg18318565 RET chr10 0.7582537 - T2D risk Body
cg03722044 CREBBP chr16 0.758271839 + T2D risk Body
cg11020894 ST6GAL1 chr3 0.758355733 - T2D risk 5'UTR
cg18199258 SKAP1 chr17 0.758359242 + T2D risk Body
cg21776667 PLAGL1 chr6 0.758506751 - T2D risk 5'UTR
cg26135290 NCOA7 chr6 0.758782935 + T2D risk Body
cg26135290 NCOA7 chr6 0.758782935 + T2D risk TSS1500
cg25487382 ITPKB chr1 0.758804929 + T2D risk Body
cg21491176 MAST1 chr19 0.758926351 - T2D risk Body
cg01666600 KCNJ12 chr17 0.758961011 + T2D risk TSS200
cg02941120 KDM4B chr19 0.759015795 - T2D risk Body
cg01150173 SRPK2 chr7 0.759038298 - T2D risk TSS1500
cg04729386 ANK3 chr10 0.759067589 - T2D risk Body
cg00978808 ADCY5 chr3 0.759296063 - T2D risk Body
cg05867158 DIP2C chr10 0.759587348 - T2D risk Body
cg27077895 SPOCK1 chr5 0.759591692 - T2D risk Body
cg24260907 PDE5A chr4 0.759594468 + T2D risk Body
cg14780777 DIP2C chr10 0.759681584 - T2D risk Body
cg17671461 LCA5 chr6 0.759692592 - T2D risk TSS1500
cg06106170 PACRG chr6 0.759785401 + T2D risk Body
cg01002264 GRK5 chr10 0.759791694 - T2D risk Body
cg15198786 TPCN1 chr12 0.759835185 + T2D risk TSS200
cg13134248 ARPP19 chr15 0.759858938 + T2D risk 3'UTR
cg12954554 ZHX2 chr8 0.759947336 - T2D risk 5'UTR
cg13302927 PRKAG2 chr7 0.760046414 - T2D risk Body
cg16210827 CRYL1 chr13 0.760050354 - T2D risk Body
cg20705717 PRKCE chr2 0.760063862 + T2D risk Body
cg11649388 FLT1 chr13 0.760081648 - T2D risk Body
cg23027329 DIP2C chr10 0.760194622 - T2D risk Body
cg12333493 UBE2K chr4 0.760231965 - T2D risk Body
cg11051790 NCOA2 chr8 0.760385642 - T2D risk Body
cg14337324 PACRG chr6 0.760485307 - T2D risk Body
cg05560873 LAP3 chr4 0.760682911 + T2D risk Body
cg21952149 TANC2 chr17 0.760885282 + T2D risk Body
cg16583458 CUX2 chr12 0.761032472 + T2D risk Body
cg12431207 ATRNL1 chr10 0.76110381 + T2D risk Body
cg21085007 ST20 chr15 0.76114983 - T2D risk 1stExon
cg21085007 ST20 chr15 0.76114983 - T2D risk 5'UTR
cg21085007 ST20 chr15 0.76114983 - T2D risk Body
cg19952225 ROBO2 chr3 0.761201991 + T2D risk ExonBnd
cg19952225 ROBO2 chr3 0.761201991 + T2D risk Body
cg02849309 PLAGL1 chr6 0.761275231 + T2D risk TSS1500
cg08693644 PACS2 chr14 0.761302479 - T2D risk 5'UTR
cg08693644 PACS2 chr14 0.761302479 - T2D risk Body
cg11428758 TTC28 chr22 0.761425102 + T2D risk Body
cg13744589 PRKAG2 chr7 0.761436049 - T2D risk Body
cg16979303 SPOCK1 chr5 0.761481976 + T2D risk Body
cg16205534 ANK3 chr10 0.761582237 - T2D risk Body
cg00776406 NUP98 chr11 0.761603352 - T2D risk Body
cg08448725 TOX3 chr16 0.761631335 - T2D risk TSS1500
cg02305431 CDK8 chr13 0.761804928 - T2D risk Body
cg00096307 UXS1 chr2 0.76183102 + T2D risk Body
cg11046380 DYNC1I2 chr2 0.761868843 - T2D risk TSS1500
cg04061650 TSGA10 chr2 0.761926242 + T2D risk Body
cg11148246 DYNC1I1 chr7 0.76193286 - T2D risk Body
cg17641101 EFCAB14 chr1 0.761962436 + T2D risk Body
cg09437692 CUX1 chr7 0.762013521 - T2D risk Body
cg07397958 GALK2 chr15 0.762026744 + T2D risk 5'UTR
cg07397958 GALK2 chr15 0.762026744 + T2D risk Body
cg12050728 SGSM2 chr17 0.762168587 - T2D risk Body
cg17955564 RANBP17 chr5 0.762330006 - T2D risk TSS1500
cg22378874 GRK5 chr10 0.762443007 + T2D risk Body
cg00350003 KCNJ12 chr17 0.76253104 + T2D risk 5'UTR
cg20742366 KREMEN1 chr22 0.762546893 - T2D risk TSS200
cg05657651 RHOA chr3 0.762703975 - T2D risk Body
cg00121339 CLEC16A chr16 0.762818654 - T2D risk Body
cg25579477 PRKAG2 chr7 0.762825429 - T2D risk 5'UTR
cg25579477 PRKAG2 chr7 0.762825429 - T2D risk Body
cg22035501 APC chr5 0.762843774 + T2D risk 5'UTR



cg22035501 APC chr5 0.762843774 + T2D risk TSS200
cg01156249 MGRN1 chr16 0.762866098 + T2D risk Body
cg11767956 SUB1 chr5 0.762934135 - T2D risk 5'UTR
cg14701415 PLAGL1 chr6 0.763226675 + T2D risk 5'UTR
cg15469966 CHFR chr12 0.763264869 + T2D risk 3'UTR
cg24921901 PDK1 chr2 0.763267248 + T2D risk Body
cg01886077 TMEM131 chr2 0.763270969 - T2D risk TSS200
cg19118263 CADM1 chr11 0.763301127 - T2D risk Body
cg01058360 PRKAG2 chr7 0.763400346 - T2D risk Body
cg03690869 PRKCE chr2 0.763439422 + T2D risk 3'UTR
cg15736847 ATP6V1A chr3 0.76348457 + T2D risk 5'UTR
cg26502194 SLIT3 chr5 0.763894929 - T2D risk Body
cg04759187 DIP2C chr10 0.763994929 + T2D risk Body
cg11718965 PRKAG2 chr7 0.764085857 + T2D risk 5'UTR
cg11718965 PRKAG2 chr7 0.764085857 + T2D risk Body
cg19679501 RANBP17 chr5 0.76409391 + T2D risk Body
cg20007890 DIP2C chr10 0.764274312 + T2D risk Body
cg06583696 ASXL2 chr2 0.764516411 + T2D risk TSS1500
cg16058275 NCOR1 chr17 0.764658246 - T2D risk ExonBnd
cg16058275 NCOR1 chr17 0.764658246 - T2D risk Body
cg18239858 CUX1 chr7 0.764846803 - T2D risk Body
cg18343862 LYVE1 chr11 0.764924553 + T2D risk 1stExon
cg20780811 RANBP17 chr5 0.765035214 - T2D risk 1stExon
cg20780811 RANBP17 chr5 0.765035214 - T2D risk 5'UTR
cg00807462 CUX2 chr12 0.765255828 - T2D risk Body
cg24808531 ADCY5 chr3 0.765268798 - T2D risk Body
cg12541935 PRKAG2 chr7 0.765323043 + T2D risk Body
cg21321273 PFKFB2 chr1 0.765419654 + T2D risk Body
cg05734675 DIP2C chr10 0.765470914 + T2D risk Body
cg12099188 RSF1 chr11 0.765524305 + T2D risk Body
cg02965699 PHF21A chr11 0.765550737 + T2D risk 5'UTR
cg09307468 PLAGL1 chr6 0.765591415 - T2D risk TSS1500
cg15092213 GNA12 chr7 0.76559751 - T2D risk Body
cg01140522 RANBP17 chr5 0.765700773 - T2D risk Body
cg20284631 SKAP1 chr17 0.765732892 + T2D risk Body
cg11911769 CUX1 chr7 0.765764184 + T2D risk Body
cg24996883 ITPKB chr1 0.765905605 + T2D risk 3'UTR
cg27656899 TSGA10 chr2 0.765969267 + T2D risk 5'UTR
cg23454427 CLIC5 chr6 0.765971641 + T2D risk Body
cg02863817 ROBO2 chr3 0.766060793 + T2D risk 5'UTR
cg02863817 ROBO2 chr3 0.766060793 + T2D risk Body
cg09900371 DLL4 chr15 0.766224607 - T2D risk Body
cg09169839 FARSB chr2 0.766312263 - T2D risk TSS1500
cg17912513 UXS1 chr2 0.766347879 + T2D risk TSS1500
cg24995915 ATP8A1 chr4 0.766423133 - T2D risk TSS1500
cg00285941 UNC80 chr2 0.766553399 + T2D risk Body
cg17597125 NCOA7 chr6 0.766749744 + T2D risk 5'UTR
cg17597125 NCOA7 chr6 0.766749744 + T2D risk Body
cg19465850 CMTR1 chr6 0.766792778 - T2D risk ExonBnd
cg19465850 CMTR1 chr6 0.766792778 - T2D risk Body
cg01264131 PDE7A chr8 0.766891728 - T2D risk Body
cg14275273 CLIC5 chr6 0.767216762 - T2D risk TSS1500
cg14275273 CLIC5 chr6 0.767216762 - T2D risk Body
cg14480088 RRAGB chrX 0.767220875 - T2D risk Body
cg23724029 RAP1GAP2 chr17 0.767266169 + T2D risk Body
cg07217345 ZHX2 chr8 0.767371853 - T2D risk 5'UTR
cg06332620 SSBP2 chr5 0.767623612 - T2D risk Body
cg17826107 EVI5 chr1 0.767670527 + T2D risk 3'UTR
cg16600298 CADM1 chr11 0.767704212 - T2D risk Body
cg25488288 DIP2C chr10 0.767713582 - T2D risk 1stExon
cg05505746 ENAH chr1 0.767720306 + T2D risk Body
cg06117365 GLA chrX 0.767733978 - T2D risk Body
cg10715460 KCNJ12 chr17 0.767814599 - T2D risk TSS1500
cg21581088 SEZ6L chr22 0.767822553 + T2D risk Body
cg22707073 PPP1R12A chr12 0.768169757 - T2D risk Body
cg25840925 SUB1 chr5 0.768256122 + T2D risk Body
cg22523443 PDLIM5 chr4 0.768290267 + T2D risk 5'UTR
cg22523443 PDLIM5 chr4 0.768290267 + T2D risk Body
cg13036037 DIP2C chr10 0.7683702 + T2D risk Body
cg00465739 ATP8A2 chr13 0.768534833 + T2D risk Body



cg22715945 IFT74 chr9 0.768586808 - T2D risk 5'UTR
cg21153758 ITGA1 chr5 0.768637457 - T2D risk TSS200
cg19065582 SLIT3 chr5 0.76873316 - T2D risk Body
cg12305178 CLEC16A chr16 0.768738295 + T2D risk Body
cg05997059 MET chr7 0.76905954 - T2D risk Body
cg17927924 CLEC16A chr16 0.769063585 + T2D risk Body
cg02429283 ULK4 chr3 0.769428401 - T2D risk Body
cg21571423 ASH1L chr1 0.769471573 + T2D risk 5'UTR
cg27335999 DIP2C chr10 0.76964745 + T2D risk Body
cg11227576 NGLY1 chr3 0.76968093 - T2D risk Body
cg11227576 NGLY1 chr3 0.76968093 - T2D risk TSS200
cg25408758 PRKD1 chr14 0.769726486 - T2D risk Body
cg27324826 NOL4 chr18 0.769838654 + T2D risk Body
cg22507969 CNTNAP2 chr7 0.769864443 - T2D risk Body
cg03635073 PRMT3 chr11 0.769894058 + T2D risk Body
cg22500559 RHBDD1 chr2 0.769973089 - T2D risk Body
cg23850317 ANKHD1 chr5 0.770090277 + T2D risk Body
cg14681854 EVI5 chr1 0.770106547 + T2D risk Body
cg11308394 RET chr10 0.770135945 + T2D risk Body
cg09284511 SLIT3 chr5 0.770147531 + T2D risk Body
cg26553180 CUX1 chr7 0.770169763 + T2D risk Body
cg25630384 MAN1A1 chr6 0.770215401 - T2D risk Body
cg21456025 PDE5A chr4 0.77023798 - T2D risk 5'UTR
cg21456025 PDE5A chr4 0.77023798 - T2D risk TSS1500
cg21456025 PDE5A chr4 0.77023798 - T2D risk Body
cg01662869 MGRN1 chr16 0.770378673 - T2D risk Body
cg18381882 RNF217 chr6 0.770381398 + T2D risk Body
cg18381882 RNF217 chr6 0.770381398 + T2D risk 5'UTR
cg12355773 WIZ chr19 0.77039548 + T2D risk Body
cg03758484 PDK1 chr2 0.770459026 - T2D risk Body
cg15604082 GRK5 chr10 0.770557729 + T2D risk Body
cg16420089 MGRN1 chr16 0.770783518 - T2D risk Body
cg16420089 MGRN1 chr16 0.770783518 - T2D risk 3'UTR
cg17274605 ARL15 chr5 0.770785849 - T2D risk Body
cg05971496 COL4A1 chr13 0.770985829 + T2D risk Body
cg09248482 ATRNL1 chr10 0.771022558 - T2D risk 1stExon
cg09248482 ATRNL1 chr10 0.771022558 - T2D risk 5'UTR
cg19095567 CNTROB chr17 0.771024527 - T2D risk TSS1500
cg04106334 WDR47 chr1 0.771315348 - T2D risk 5'UTR
cg18157012 SLIT3 chr5 0.771418664 + T2D risk Body
cg09178514 NUCB2 chr11 0.771448774 - T2D risk TSS200
cg09773756 MMS19 chr10 0.771723645 + T2D risk TSS1500
cg10075191 ATP6V1A chr3 0.771838376 + T2D risk 5'UTR
cg05570946 LAMA4 chr6 0.771866157 + T2D risk Body
cg22291695 PDE3A chr12 0.771997187 - T2D risk Body
cg19959519 NF1 chr17 0.772099876 - T2D risk Body
cg16354253 TSHZ1 chr18 0.772170431 + T2D risk 5'UTR
cg18374755 PACS2 chr14 0.772401176 - T2D risk Body
cg23967480 CLEC16A chr16 0.772680114 + T2D risk Body
cg15659828 CHID1 chr11 0.772883693 + T2D risk TSS1500
cg15659828 CHID1 chr11 0.772883693 + T2D risk 5'UTR
cg06701500 YWHAQ chr2 0.772949197 - T2D risk TSS1500
cg16125762 STX6 chr1 0.773082273 - T2D risk TSS200
cg13874317 TBC1D5 chr3 0.773102365 - T2D risk 5'UTR
cg00040103 PRKCE chr2 0.773154933 - T2D risk Body
cg03366425 LAMA4 chr6 0.77335223 - T2D risk Body
cg22900813 TMEM59 chr1 0.773377282 - T2D risk 5'UTR
cg22900813 TMEM59 chr1 0.773377282 - T2D risk ExonBnd
cg22900813 TMEM59 chr1 0.773377282 - T2D risk Body
cg13899381 CLIC5 chr6 0.773405499 + T2D risk Body
cg09787381 CALD1 chr7 0.773406286 - T2D risk Body
cg04044694 GLA chrX 0.77354565 + T2D risk 1stExon
cg04044694 GLA chrX 0.77354565 + T2D risk 5'UTR
cg15419054 NPEPPS chr17 0.773642074 + T2D risk Body
cg15179704 WDR48 chr3 0.77366139 - T2D risk Body
cg14403974 TMEM131 chr2 0.773686526 - T2D risk Body
cg23807124 PACRG chr6 0.773721003 + T2D risk Body
cg11532229 NOL4 chr18 0.773871248 - T2D risk TSS1500
cg11532229 NOL4 chr18 0.773871248 - T2D risk Body
cg22021597 ITPKB chr1 0.773951171 + T2D risk Body



cg00214688 ITGB1 chr10 0.77398136 - T2D risk Body
cg00336267 TENM2 chr5 0.774220686 - T2D risk Body
cg00223569 BCAT1 chr12 0.774253441 - T2D risk Body
cg15199040 ERC2 chr3 0.774304096 + T2D risk Body
cg13874012 DIP2C chr10 0.774556714 + T2D risk Body
cg03794630 ANK3 chr10 0.774647876 - T2D risk Body
cg01233968 DIP2C chr10 0.774696817 - T2D risk Body
cg19752649 CLEC16A chr16 0.774737779 - T2D risk Body
cg05199331 RAP1GAP2 chr17 0.774798197 + T2D risk Body
cg25636218 ACTN4 chr19 0.774861161 + T2D risk Body
cg14465560 ULK4 chr3 0.774865375 + T2D risk Body
cg17050472 GRK5 chr10 0.774886422 - T2D risk Body
cg00930755 TENM2 chr5 0.775055834 - T2D risk Body
cg06258196 CUX1 chr7 0.775113103 - T2D risk Body
cg25005894 ERC2 chr3 0.775160884 + T2D risk 5'UTR
cg02271488 MAST1 chr19 0.775186568 + T2D risk TSS1500
cg01340163 KDR chr4 0.775227445 + T2D risk Body
cg15469944 DNAH9 chr17 0.775297562 - T2D risk TSS1500
cg15469944 DNAH9 chr17 0.775297562 - T2D risk Body
cg21513735 FNIP2 chr4 0.77531691 - T2D risk Body
cg21195543 EVI5 chr1 0.775384123 - T2D risk Body
cg19600449 PRKCE chr2 0.775388455 + T2D risk Body
cg04546691 ROBO2 chr3 0.775420937 - T2D risk Body
cg16872172 RHOA chr3 0.775498436 + T2D risk TSS200
cg12882103 MAN1A1 chr6 0.775511612 - T2D risk TSS1500
cg00524169 ACTN4 chr19 0.775519727 - T2D risk TSS1500
cg01124961 HMBOX1 chr8 0.775593797 - T2D risk TSS1500
cg05801992 MET chr7 0.775599457 + T2D risk TSS1500
cg25936055 DNAH9 chr17 0.775617299 + T2D risk Body
cg23584869 SRPK2 chr7 0.775735585 + T2D risk Body
cg05213267 DIP2C chr10 0.775844239 - T2D risk Body
cg15148792 PFKFB2 chr1 0.775913334 - T2D risk Body
cg16148959 NF1 chr17 0.776032446 + T2D risk Body
cg01089544 APBA1 chr9 0.77603438 - T2D risk Body
cg11059932 ITPKB chr1 0.77608507 + T2D risk Body
cg24272514 ATXN1 chr6 0.776120067 - T2D risk 5'UTR
cg24278191 NCOR1 chr17 0.776121354 - T2D risk Body
cg20665002 ATP8A2 chr13 0.776142165 - T2D risk 1stExon
cg20665002 ATP8A2 chr13 0.776142165 - T2D risk 5'UTR
cg22915752 NF1 chr17 0.77624596 + T2D risk Body
cg26814569 CUX2 chr12 0.776352964 + T2D risk Body
cg10506098 TJP1 chr15 0.776402739 - T2D risk Body
cg05814156 PTPRU chr1 0.776424293 - T2D risk ExonBnd
cg05814156 PTPRU chr1 0.776424293 - T2D risk Body
cg14058739 ANK3 chr10 0.776510739 - T2D risk TSS1500
cg14058739 ANK3 chr10 0.776510739 - T2D risk Body
cg14479754 AGPAT3 chr21 0.776664435 - T2D risk 5'UTR
cg27425452 PACRG chr6 0.776700702 + T2D risk TSS200
cg27425452 PACRG chr6 0.776700702 + T2D risk 5'UTR
cg16967191 CPLX2 chr5 0.776863067 - T2D risk 5'UTR
cg03396323 ATP8A1 chr4 0.776873892 - T2D risk Body
cg11428294 SGSM2 chr17 0.777326693 + T2D risk Body
cg02098482 GNA12 chr7 0.777449818 + T2D risk Body
cg10835308 MDM1 chr12 0.777717103 + T2D risk 5'UTR
cg10835308 MDM1 chr12 0.777717103 + T2D risk 1stExon
cg07212009 DIP2C chr10 0.777723678 + T2D risk Body
cg00686616 ATRNL1 chr10 0.77811109 - T2D risk Body
cg23463077 ANKHD1 chr5 0.778198607 - T2D risk TSS200
cg07447346 GRK5 chr10 0.778252556 - T2D risk Body
cg06826552 APBA1 chr9 0.778348994 + T2D risk Body
cg27376589 PRKAG2 chr7 0.77835837 - T2D risk Body
cg22052583 MAN1A1 chr6 0.778505103 + T2D risk Body
cg20309646 SSBP2 chr5 0.778636427 - T2D risk 1stExon
cg07739042 PACS1 chr11 0.778660962 - T2D risk Body
cg03209733 LMX1B chr9 0.778756142 + T2D risk Body
cg14072016 DIP2C chr10 0.778810122 - T2D risk Body
cg27475442 RAP1GAP2 chr17 0.778821199 - T2D risk Body
cg14717988 BCAT1 chr12 0.778900523 + T2D risk Body
cg14717988 BCAT1 chr12 0.778900523 + T2D risk TSS200
cg14619203 PHACTR1 chr6 0.778915607 - T2D risk Body



cg13055636 ENAH chr1 0.779014672 - T2D risk 3'UTR
cg11155638 PFKFB2 chr1 0.779040682 + T2D risk TSS1500
cg04663956 NF1 chr17 0.779104118 - T2D risk Body
cg27507371 ARHGAP32 chr11 0.779193812 + T2D risk 5'UTR
cg27507371 ARHGAP32 chr11 0.779193812 + T2D risk Body
cg00602862 CADM1 chr11 0.77920545 - T2D risk Body
cg14530655 FLT1 chr13 0.779300709 - T2D risk Body
cg27295594 SNX4 chr3 0.779400842 + T2D risk TSS1500
cg13486309 ASH1L chr1 0.779444559 - T2D risk Body
cg24290274 RSF1 chr11 0.77945369 - T2D risk Body
cg14175593 MMS19 chr10 0.779682062 - T2D risk Body
cg03524264 NGF chr1 0.779826264 - T2D risk 5'UTR
cg12813441 RTN4 chr2 0.779897301 + T2D risk Body
cg07895504 CDH22 chr20 0.779915491 - T2D risk Body
cg12782306 ANK2 chr4 0.779965216 - T2D risk Body
cg10153341 MAN1A1 chr6 0.780045517 - T2D risk Body
cg00725690 GLG1 chr16 0.780369189 + T2D risk Body
cg03405336 IMPA1 chr8 0.780408299 + T2D risk TSS1500
cg07796563 CHFR chr12 0.780413124 - T2D risk Body
cg13416461 DIP2C chr10 0.780429162 - T2D risk Body
cg13385437 DIP2C chr10 0.780496402 + T2D risk Body
cg01739683 MGRN1 chr16 0.780505803 - T2D risk Body
cg07439664 ERC2 chr3 0.780522429 + T2D risk Body
cg11523366 GNA12 chr7 0.780615497 + T2D risk Body
cg24975638 CUX1 chr7 0.780756596 - T2D risk Body
cg12427348 ATP4A chr19 0.780762216 - T2D risk Body
cg17788054 FAM160A1 chr4 0.780802196 + T2D risk Body
cg06995190 CUX1 chr7 0.780821692 - T2D risk Body
cg01845051 ULK4 chr3 0.781610767 + T2D risk Body
cg27560690 FBXO11 chr2 0.78184768 + T2D risk 5'UTR
cg22923080 SPOCK1 chr5 0.781887961 - T2D risk Body
cg13579562 DLL4 chr15 0.781911365 - T2D risk TSS200
cg18505908 APBA1 chr9 0.782044043 - T2D risk 1stExon
cg18505908 APBA1 chr9 0.782044043 - T2D risk 5'UTR
cg04858829 SSBP2 chr5 0.782255291 + T2D risk Body
cg09742688 GAD1 chr2 0.782297251 - T2D risk TSS1500
cg07795407 MEIS2 chr15 0.782336959 + T2D risk 5'UTR
cg07795407 MEIS2 chr15 0.782336959 + T2D risk 1stExon
cg07795407 MEIS2 chr15 0.782336959 + T2D risk Body
cg07795407 MEIS2 chr15 0.782336959 + T2D risk TSS1500
cg19059964 JPH2 chr20 0.782595234 + T2D risk Body
cg24145613 PACRG chr6 0.782780447 + T2D risk Body
cg25936818 ZRANB1 chr10 0.783353347 - T2D risk 5'UTR
cg25936818 ZRANB1 chr10 0.783353347 - T2D risk 1stExon
cg26127391 KIAA1109 chr4 0.783439129 + T2D risk Body
cg04200137 CLOCK chr4 0.783573632 - T2D risk 5'UTR
cg09809224 ULK4 chr3 0.783622684 - T2D risk Body
cg12990219 TBC1D5 chr3 0.783625157 - T2D risk 5'UTR
cg06816102 PHACTR1 chr6 0.783673082 - T2D risk Body
cg03293107 WWP2 chr16 0.783695663 - T2D risk Body
cg01928968 CNTNAP2 chr7 0.783704731 + T2D risk Body
cg26605447 ITGA1 chr5 0.7837448 + T2D risk Body
cg05948029 DDC chr7 0.783749802 - T2D risk Body
cg15873372 SCARB2 chr4 0.783760756 + T2D risk Body
cg17288126 ERC2 chr3 0.783886033 + T2D risk Body
cg22925803 SKAP1 chr17 0.783997434 - T2D risk Body
cg23626895 CEP126 chr11 0.78402719 - T2D risk Body
cg14438609 PRKD1 chr14 0.784069603 - T2D risk Body
cg13913742 BCAT1 chr12 0.784448638 + T2D risk 5'UTR
cg13913742 BCAT1 chr12 0.784448638 + T2D risk 1stExon
cg10418570 TMEM150C chr4 0.784503405 - T2D risk 5'UTR
cg19641557 CTR9 chr11 0.784728106 - T2D risk Body
cg15401013 MYO6 chr6 0.784836165 + T2D risk Body
cg15401013 MYO6 chr6 0.784836165 + T2D risk ExonBnd
cg06090569 UBE2K chr4 0.784996322 + T2D risk Body
cg08979633 WDR48 chr3 0.785119539 + T2D risk Body
cg02535735 TSC22D1 chr13 0.785197855 - T2D risk Body
cg18875435 NOTCH3 chr19 0.785298084 - T2D risk 3'UTR
cg10603140 RHBDD1 chr2 0.785330921 + T2D risk Body
cg25375656 DACH1 chr13 0.785370008 - T2D risk Body



cg20667782 ASXL2 chr2 0.785372694 + T2D risk TSS200
cg01829024 TMEM150C chr4 0.785423984 - T2D risk 5'UTR
cg17816847 ATXN1 chr6 0.785435955 + T2D risk 5'UTR
cg10941174 CNTNAP2 chr7 0.785566377 + T2D risk Body
cg13259415 SKAP1 chr17 0.785785483 - T2D risk Body
cg15986644 DIP2C chr10 0.785827114 + T2D risk Body
cg11521427 ANK2 chr4 0.786104381 - T2D risk TSS200
cg11521427 ANK2 chr4 0.786104381 - T2D risk Body
cg10472149 DNAH9 chr17 0.786247976 - T2D risk Body
cg09543140 CUX1 chr7 0.786304305 + T2D risk Body
cg13925527 TTC28 chr22 0.786361024 + T2D risk Body
cg16669228 ROBO2 chr3 0.78639859 - T2D risk Body
cg27366532 CREBBP chr16 0.78645734 - T2D risk Body
cg10925871 PCYT1A chr3 0.786508115 - T2D risk Body
cg23329769 RBM4 chr11 0.78665277 - T2D risk TSS200
cg00643662 CRYL1 chr13 0.786682662 + T2D risk Body
cg26901873 HMBOX1 chr8 0.787019283 + T2D risk 5'UTR
cg02923106 DIP2C chr10 0.787093947 + T2D risk Body
cg05186902 PDK1 chr2 0.787107842 - T2D risk TSS1500
cg05186902 PDK1 chr2 0.787107842 - T2D risk Body
cg21019326 KCNJ18 chr17 0.787385585 + T2D risk TSS1500
cg21019326 KCNJ12 chr17 0.787385585 + T2D risk 5'UTR
cg01607441 ATP4A chr19 0.787403108 + T2D risk TSS200
cg16151136 CUX1 chr7 0.787434525 - T2D risk Body
cg20917814 TANC2 chr17 0.787495079 + T2D risk 3'UTR
cg17900661 CADM1 chr11 0.787526059 - T2D risk Body
cg08099115 ERC2 chr3 0.787567244 + T2D risk 3'UTR
cg21022776 RAP1GAP2 chr17 0.787702037 + T2D risk Body
cg13584095 CDH22 chr20 0.787742038 - T2D risk Body
cg13442200 SCARB2 chr4 0.787743593 - T2D risk 3'UTR
cg22100409 PDLIM5 chr4 0.787873001 + T2D risk 5'UTR
cg22100409 PDLIM5 chr4 0.787873001 + T2D risk Body
cg19438261 IMPA1 chr8 0.787943709 - T2D risk TSS1500
cg04845995 TTC28 chr22 0.788045355 + T2D risk Body
cg13266323 CADM1 chr11 0.788318482 + T2D risk Body
cg03387066 KCNIP3 chr2 0.788322375 + T2D risk Body
cg03387066 KCNIP3 chr2 0.788322375 + T2D risk TSS1500
cg08721910 ASH1L chr1 0.788330549 - T2D risk Body
cg02773403 ANK3 chr10 0.788388959 - T2D risk Body
cg22844183 SEC31A chr4 0.788412563 + T2D risk Body
cg26997736 PDE5A chr4 0.788422743 - T2D risk Body
cg26997736 PDE5A chr4 0.788422743 - T2D risk TSS200
cg26997736 PDE5A chr4 0.788422743 - T2D risk TSS1500
cg27567953 WDR47 chr1 0.788593461 - T2D risk Body
cg13466456 PTPRU chr1 0.788595272 - T2D risk Body
cg18098433 CADM1 chr11 0.788659505 - T2D risk Body
cg06438577 PACS2 chr14 0.78874303 - T2D risk Body
cg16285635 PHF21A chr11 0.788800836 + T2D risk Body
cg19551485 ERC2 chr3 0.788806536 - T2D risk 3'UTR
cg18041893 SRPK2 chr7 0.788881394 + T2D risk Body
cg10677712 NGLY1 chr3 0.788952522 - T2D risk Body
cg25626273 CUX2 chr12 0.789046824 - T2D risk Body
cg18177533 KDR chr4 0.789109946 + T2D risk TSS200
cg22976533 PACS2 chr14 0.789132325 - T2D risk Body
cg11422351 PRKAG2 chr7 0.789211453 - T2D risk Body
cg16994041 PRKAG2 chr7 0.789339289 - T2D risk 5'UTR
cg16994041 PRKAG2 chr7 0.789339289 - T2D risk Body
cg03034180 PACRG chr6 0.789371422 + T2D risk Body
cg12047375 ATP6V1H chr8 0.789446165 + T2D risk TSS1500
cg00314860 FAM160A1 chr4 0.789462934 + T2D risk Body
cg25883405 SRPK2 chr7 0.789513187 + T2D risk Body
cg09632131 ZHX2 chr8 0.789592074 + T2D risk 5'UTR
cg20043627 DIP2C chr10 0.789720864 + T2D risk Body
cg27042667 NUF2 chr1 0.789744039 - T2D risk Body
cg08934600 APC chr5 0.78974981 + T2D risk TSS200
cg15096563 BCAT1 chr12 0.789766062 + T2D risk Body
cg15096563 BCAT1 chr12 0.789766062 + T2D risk TSS1500
cg20651218 DIP2C chr10 0.78980201 + T2D risk Body
cg27055657 NPAT chr11 0.789930145 - T2D risk Body
cg08477668 APC chr5 0.79000133 - T2D risk Body



cg08477668 APC chr5 0.79000133 - T2D risk 5'UTR
cg26915370 CALD1 chr7 0.790107275 + T2D risk Body
cg26915370 CALD1 chr7 0.790107275 + T2D risk TSS1500
cg17159629 ARHGAP32 chr11 0.790303034 + T2D risk Body
cg16727916 PRKAG2 chr7 0.790319054 - T2D risk 5'UTR
cg16727916 PRKAG2 chr7 0.790319054 - T2D risk 1stExon
cg11722581 DIP2C chr10 0.790330875 - T2D risk Body
cg21249921 SSBP2 chr5 0.790390253 - T2D risk TSS200
cg15110127 EFR3A chr8 0.790467191 - T2D risk TSS200
cg24689460 TOX3 chr16 0.790534429 + T2D risk TSS1500
cg07192717 ACSS2 chr20 0.790567358 - T2D risk TSS1500
cg07192717 ACSS2 chr20 0.790567358 - T2D risk 5'UTR
cg17057452 ITPKB chr1 0.790661535 + T2D risk TSS200
cg18869815 ATP8A2 chr13 0.790810636 - T2D risk Body
cg22112443 MEIS2 chr15 0.790933215 - T2D risk TSS1500
cg19217770 APBA1 chr9 0.791257473 + T2D risk Body
cg15307839 PLEKHG3 chr14 0.791395197 - T2D risk 5'UTR
cg04391547 UNC80 chr2 0.791481155 - T2D risk Body
cg04288388 ANK2 chr4 0.791489253 + T2D risk ExonBnd
cg04288388 ANK2 chr4 0.791489253 + T2D risk Body
cg08323260 TSHZ1 chr18 0.791888261 - T2D risk 5'UTR
cg08323260 TSHZ1 chr18 0.791888261 - T2D risk Body
cg12565580 ATP8A2 chr13 0.791896528 + T2D risk Body
cg11674773 TMEM59 chr1 0.79189725 - T2D risk Body
cg12167279 ZDHHC2 chr8 0.791924209 + T2D risk Body
cg14532140 GAD1 chr2 0.792061478 - T2D risk TSS200
cg10658277 NOL4 chr18 0.792218086 + T2D risk 5'UTR
cg10658277 NOL4 chr18 0.792218086 + T2D risk Body
cg09264632 KIAA1109 chr4 0.792234421 + T2D risk Body
cg10081084 ZHX2 chr8 0.792340362 - T2D risk 5'UTR
cg03583090 CLEC16A chr16 0.79244673 + T2D risk Body
cg26990380 PDLIM5 chr4 0.792446857 + T2D risk Body
cg22518769 SLC29A4 chr7 0.792527367 + T2D risk TSS1500
cg06748884 CLEC16A chr16 0.792610727 - T2D risk Body
cg08921926 ARIH1 chr15 0.792746986 + T2D risk TSS1500
cg10005894 ST6GAL1 chr3 0.792810577 - T2D risk 5'UTR
cg14024008 JPH2 chr20 0.792851873 + T2D risk Body
cg14024008 JPH2 chr20 0.792851873 + T2D risk 3'UTR
cg13550731 DYNC1I2 chr2 0.792872417 + T2D risk TSS200
cg13908833 SLIT3 chr5 0.792890951 + T2D risk Body
cg11589739 ST20 chr15 0.793065905 + T2D risk TSS1500
cg25424029 COL4A1 chr13 0.793137582 + T2D risk Body
cg17236519 PTPRU chr1 0.793172351 - T2D risk Body
cg16110711 APC chr5 0.79341289 - T2D risk TSS1500
cg18314695 ATP4A chr19 0.793458438 + T2D risk TSS200
cg05540662 ATXN1 chr6 0.793482856 - T2D risk 5'UTR
cg07767497 ATXN1 chr6 0.793557997 + T2D risk 5'UTR
cg09391705 CDK8 chr13 0.793678108 + T2D risk TSS200
cg06746365 PRKAG2 chr7 0.793797824 + T2D risk Body
cg20942198 PCYT1A chr3 0.793852483 - T2D risk TSS200
cg19589725 SLIT3 chr5 0.793867622 + T2D risk Body
cg13580827 APBA1 chr9 0.793877935 - T2D risk Body
cg01236137 SUB1 chr5 0.793960056 - T2D risk TSS200
cg07180603 SMG7 chr1 0.794026709 + T2D risk TSS1500
cg01471539 POLA1 chrX 0.794095016 - T2D risk Body
cg01661235 PRKCB chr16 0.794443911 + T2D risk Body
cg12943330 ADCY5 chr3 0.794510306 - T2D risk Body
cg11869193 RAP1GAP2 chr17 0.794523169 + T2D risk Body
cg20175766 LAMA4 chr6 0.794533477 + T2D risk Body
cg15348720 PDE3A chr12 0.794572744 - T2D risk Body
cg02399826 SPOCK1 chr5 0.79473928 + T2D risk Body
cg19778647 BCAT1 chr12 0.794750672 + T2D risk Body
cg10487201 KIAA1217 chr10 0.794792035 - T2D risk Body
cg19471678 WDR48 chr3 0.794873784 + T2D risk 3'UTR
cg25017402 FNIP2 chr4 0.794876401 + T2D risk Body
cg26002272 ANK2 chr4 0.794891509 - T2D risk Body
cg14141458 RHOQ chr2 0.794912704 + T2D risk Body
cg04014190 CUX2 chr12 0.794998387 + T2D risk Body
cg20963443 PRKCE chr2 0.795415337 + T2D risk Body
cg16913972 ZHX2 chr8 0.7955792 + T2D risk 5'UTR



cg12241620 CUX1 chr7 0.795650078 - T2D risk Body
cg12909060 TSGA10 chr2 0.79580765 + T2D risk TSS1500
cg13870500 PRKAG2 chr7 0.795954987 + T2D risk Body
cg15767067 TENM2 chr5 0.796057481 + T2D risk Body
cg19756611 DACH1 chr13 0.796155132 + T2D risk TSS1500
cg12917938 CHFR chr12 0.796156836 + T2D risk Body
cg11683889 PPP1R12A chr12 0.796356293 - T2D risk Body
cg17367439 BCAT1 chr12 0.796399355 + T2D risk Body
cg22521948 ITPKB chr1 0.796426171 + T2D risk 5'UTR
cg22521948 ITPKB chr1 0.796426171 + T2D risk 1stExon
cg11660418 UXS1 chr2 0.796444323 + T2D risk Body
cg06123346 ATP4A chr19 0.796477936 - T2D risk 1stExon
cg00794813 NGF chr1 0.796508462 + T2D risk Body
cg15584954 DIP2C chr10 0.796536714 - T2D risk Body
cg14009688 CALD1 chr7 0.796645261 - T2D risk 1stExon
cg14009688 CALD1 chr7 0.796645261 - T2D risk 5'UTR
cg23888240 ARIH1 chr15 0.796655032 + T2D risk TSS1500
cg03868865 DDC chr7 0.796695735 + T2D risk 5'UTR
cg06748848 SPAG9 chr17 0.79681465 - T2D risk 1stExon
cg22272668 CUL1 chr7 0.796987831 + T2D risk Body
cg11738976 JPH2 chr20 0.797002627 - T2D risk Body
cg08701227 DIP2C chr10 0.797050261 + T2D risk Body
cg04339553 MEIS2 chr15 0.797056325 + T2D risk Body
cg14037641 SEZ6L chr22 0.797118871 + T2D risk Body
cg12178385 NQO1 chr16 0.797149935 - T2D risk TSS1500
cg22553626 DNAH9 chr17 0.797183526 + T2D risk Body
cg17137015 ULK4 chr3 0.797425424 - T2D risk Body
cg18997901 MYO6 chr6 0.79745539 + T2D risk 5'UTR
cg15509764 TBC1D5 chr3 0.797528518 - T2D risk Body
cg01814364 NOTCH3 chr19 0.797608501 + T2D risk Body
cg17242222 POC1B chr12 0.797719574 + T2D risk TSS1500
cg25646679 MGRN1 chr16 0.797881294 + T2D risk Body
cg06268179 KREMEN1 chr22 0.797890343 - T2D risk 3'UTR
cg12773057 ASXL2 chr2 0.798164734 - T2D risk Body
cg02220008 PHACTR1 chr6 0.798238205 + T2D risk Body
cg09478243 SLIT3 chr5 0.798238356 + T2D risk Body
cg18362489 PHF21A chr11 0.798284848 + T2D risk TSS1500
cg08142943 MGRN1 chr16 0.798344396 + T2D risk Body
cg06913388 SSB chr2 0.798401019 + T2D risk 5'UTR
cg22927788 PDE3A chr12 0.798417478 - T2D risk TSS1500
cg27395391 ATXN1 chr6 0.798526237 + T2D risk 5'UTR
cg07229130 RHOQ chr2 0.798583361 + T2D risk Body
cg20443501 PLAGL1 chr6 0.798737577 - T2D risk TSS1500
cg20443501 PLAGL1 chr6 0.798737577 - T2D risk 5'UTR
cg24112692 ST8SIA1 chr12 0.798741757 + T2D risk Body
cg24711637 NOL4 chr18 0.798787644 - T2D risk TSS1500
cg24711637 NOL4 chr18 0.798787644 - T2D risk Body
cg17825298 PRKAG2 chr7 0.798975462 + T2D risk Body
cg16435373 SLC30A8 chr8 0.798992945 - T2D risk TSS200
cg16435373 SLC30A8 chr8 0.798992945 - T2D risk TSS1500
cg16821724 GLG1 chr16 0.799018605 + T2D risk 3'UTR
cg16821724 GLG1 chr16 0.799018605 + T2D risk Body
cg14750616 KIAA1217 chr10 0.799199563 - T2D risk Body
cg00118342 UXS1 chr2 0.799262737 - T2D risk Body
cg27259110 KIAA1217 chr10 0.799302681 - T2D risk Body
cg21012946 ERC2 chr3 0.799326515 - T2D risk Body
cg04538770 TENM2 chr5 0.799349872 - T2D risk Body
cg23989770 ATP8A1 chr4 0.799359117 + T2D risk Body
cg23343458 ITPKB chr1 0.79937618 - T2D risk TSS200
cg00291192 TBC1D5 chr3 0.799411595 + T2D risk 5'UTR
cg08860879 GALK2 chr15 0.799463382 + T2D risk Body
cg08860879 GALK2 chr15 0.799463382 + T2D risk TSS1500
cg18057497 ANK3 chr10 0.799499017 - T2D risk Body
cg07077459 PLAGL1 chr6 0.799505928 + T2D risk 5'UTR
cg17619145 WWP2 chr16 0.799624928 + T2D risk TSS1500
cg17619145 WWP2 chr16 0.799624928 + T2D risk Body
cg22521992 ARIH1 chr15 0.799701581 + T2D risk Body
cg16063021 ATP6V1H chr8 0.799907074 + T2D risk Body
cg03139691 ANK3 chr10 0.800034941 + T2D risk TSS1500
cg20560185 FBXO11 chr2 0.800207296 + T2D risk 3'UTR



cg20560185 FBXO11 chr2 0.800207296 + T2D risk Body
cg03810139 KREMEN1 chr22 0.800229336 - T2D risk Body
cg01597329 KDM4B chr19 0.800232751 + T2D risk 5'UTR
cg14376436 AMD1 chr6 0.800288904 + T2D risk 5'UTR
cg14376436 AMD1 chr6 0.800288904 + T2D risk Body
cg05231509 NPAT chr11 0.800351916 - T2D risk TSS1500
cg23495748 CPLX2 chr5 0.800362515 - T2D risk 5'UTR
cg23495748 CPLX2 chr5 0.800362515 - T2D risk 1stExon
cg09051775 TOX3 chr16 0.800402318 + T2D risk 5'UTR
cg09051775 TOX3 chr16 0.800402318 + T2D risk Body
cg17193175 SCARB2 chr4 0.800506436 - T2D risk Body
cg16186097 ATXN1 chr6 0.800511506 - T2D risk 5'UTR
cg27182923 ADCY5 chr3 0.800529716 + T2D risk Body
cg22606039 IFT74 chr9 0.800681313 - T2D risk 5'UTR
cg22606039 IFT74 chr9 0.800681313 - T2D risk TSS1500
cg26831712 MMS19 chr10 0.800699092 - T2D risk Body
cg08269119 WIZ chr19 0.800700262 - T2D risk 5'UTR
cg26964493 IFT74 chr9 0.80076633 + T2D risk 5'UTR
cg26964493 IFT74 chr9 0.80076633 + T2D risk TSS1500
cg08518510 TTC28 chr22 0.800820976 + T2D risk Body
cg23125970 COL4A1 chr13 0.801203224 + T2D risk Body
cg18721397 SUB1 chr5 0.801382424 - T2D risk TSS1500
cg14910790 NPEPPS chr17 0.801419881 + T2D risk TSS1500
cg14519777 CUX1 chr7 0.801453466 - T2D risk Body
cg15791559 ANKHD1 chr5 0.801453666 + T2D risk ExonBnd
cg15791559 ANKHD1 chr5 0.801453666 + T2D risk Body
cg14888493 CPLX2 chr5 0.801509824 + T2D risk 5'UTR
cg02874900 SLIT3 chr5 0.801568125 - T2D risk Body
cg24056669 SGSM2 chr17 0.801608884 + T2D risk Body
cg11323848 CUX2 chr12 0.801671655 + T2D risk Body
cg08275278 DYNC1I1 chr7 0.802157669 + T2D risk 5'UTR
cg07733471 CUX2 chr12 0.802319171 - T2D risk Body
cg24850711 FLT1 chr13 0.802335619 + T2D risk Body
cg08031829 TSHZ1 chr18 0.802461429 - T2D risk 5'UTR
cg08031829 TSHZ1 chr18 0.802461429 - T2D risk Body
cg11345330 KREMEN1 chr22 0.802463084 + T2D risk Body
cg11297016 TENM2 chr5 0.802496603 + T2D risk Body
cg00491428 PRKAG2 chr7 0.802501217 + T2D risk Body
cg21769155 SGSM2 chr17 0.802525997 - T2D risk Body
cg06243124 PTPRU chr1 0.802546258 + T2D risk Body
cg21868056 KREMEN1 chr22 0.802662345 - T2D risk Body
cg11213383 SH3GL2 chr9 0.802678724 + T2D risk Body
cg04706867 CNTNAP2 chr7 0.802838793 + T2D risk TSS1500
cg09922087 TENM2 chr5 0.802907582 - T2D risk Body
cg18124764 CUX1 chr7 0.802924085 - T2D risk Body
cg18041482 NUP98 chr11 0.802960646 + T2D risk TSS1500
cg24978636 ARHGAP32 chr11 0.803111207 + T2D risk Body
cg03151622 ULK4 chr3 0.803181706 + T2D risk Body
cg19160520 ITPKB chr1 0.803227585 - T2D risk TSS1500
cg05326984 PLAGL1 chr6 0.803267494 - T2D risk TSS1500
cg05326984 PLAGL1 chr6 0.803267494 - T2D risk 5'UTR
cg03274401 ZDHHC2 chr8 0.80336455 - T2D risk Body
cg05028306 LAP3 chr4 0.803373811 - T2D risk TSS1500
cg10530190 KDR chr4 0.803398891 - T2D risk Body
cg16188466 DNAH9 chr17 0.803457103 - T2D risk Body
cg15913875 RTN4 chr2 0.803469694 - T2D risk 3'UTR
cg01540916 ASB9 chrX 0.803541319 - T2D risk TSS200
cg01540916 ASB9 chrX 0.803541319 - T2D risk TSS1500
cg22702351 PACRG chr6 0.803641639 + T2D risk Body
cg14071650 LMX1B chr9 0.804033054 - T2D risk Body
cg14649720 SSBP2 chr5 0.804157162 - T2D risk Body
cg10456591 NCOA2 chr8 0.804218007 - T2D risk 5'UTR
cg18715189 USP29 chr19 0.804316557 + T2D risk TSS200
cg13353588 ANK3 chr10 0.804418413 - T2D risk Body
cg11484283 FNIP2 chr4 0.804438784 - T2D risk Body
cg05264454 PDE5A chr4 0.804462974 - T2D risk 1stExon
cg05264454 PDE5A chr4 0.804462974 - T2D risk TSS1500
cg05264454 PDE5A chr4 0.804462974 - T2D risk 5'UTR
cg22510091 RAP1B chr12 0.80447684 - T2D risk 5'UTR
cg23954423 RCAN2 chr6 0.804627805 + T2D risk Body



cg15341071 BCAT1 chr12 0.804638855 - T2D risk Body
cg10610949 DIP2C chr10 0.80466381 + T2D risk Body
cg04850212 ATP8A2 chr13 0.804688204 - T2D risk Body
cg14609854 PACRG chr6 0.804762049 + T2D risk Body
cg22930505 PPFIBP1 chr12 0.804787395 - T2D risk 5'UTR
cg25444386 KDR chr4 0.804929439 - T2D risk Body
cg14086205 NOL4 chr18 0.805125961 - T2D risk 5'UTR
cg14086205 NOL4 chr18 0.805125961 - T2D risk Body
cg19075506 SPOCK1 chr5 0.805228604 - T2D risk Body
cg05868799 NCOA2 chr8 0.805258593 + T2D risk TSS1500
cg02270591 CADM1 chr11 0.805292742 + T2D risk Body
cg26393261 ATXN1 chr6 0.805323889 + T2D risk 5'UTR
cg03550951 RGS7 chr1 0.805516702 + T2D risk Body
cg09419444 WWP2 chr16 0.805554637 - T2D risk TSS200
cg09419444 WWP2 chr16 0.805554637 - T2D risk Body
cg02772663 GRK5 chr10 0.80563543 + T2D risk Body
cg01884649 PPP1R12A chr12 0.805649083 + T2D risk TSS1500
cg08501301 RAP1GAP2 chr17 0.805706963 + T2D risk Body
cg09361409 NQO1 chr16 0.805780595 + T2D risk 5'UTR
cg09361409 NQO1 chr16 0.805780595 + T2D risk 1stExon
cg08020273 RAP1GAP2 chr17 0.805786168 + T2D risk Body
cg12719548 DYNC1I1 chr7 0.80586954 + T2D risk TSS200
cg09982118 NCOR1 chr17 0.805912983 + T2D risk Body
cg18994831 WDR48 chr3 0.806037311 - T2D risk Body
cg08021031 DIP2C chr10 0.806040043 + T2D risk Body
cg26884261 MMS19 chr10 0.806045578 - T2D risk TSS200
cg19801256 ITGA1 chr5 0.806273436 + T2D risk Body
cg01270273 TOP2A chr17 0.806345256 - T2D risk Body
cg06147887 ARID2 chr12 0.806367583 + T2D risk Body
cg04402875 RET chr10 0.806463594 + T2D risk Body
cg27427207 ATP8A1 chr4 0.806510944 + T2D risk Body
cg12089350 DIP2C chr10 0.806551874 - T2D risk Body
cg27651321 ITPKB chr1 0.806771544 - T2D risk Body
cg08561821 SGSM2 chr17 0.806872627 + T2D risk 1stExon
cg04867439 SPOCK1 chr5 0.807054535 - T2D risk Body
cg23902454 TJP1 chr15 0.807100403 + T2D risk Body
cg23017850 ATXN1 chr6 0.807255757 - T2D risk 5'UTR
cg27478060 ATP2B1 chr12 0.80725982 - T2D risk ExonBnd
cg27478060 ATP2B1 chr12 0.80725982 - T2D risk Body
cg13051302 MEIS2 chr15 0.807314984 + T2D risk Body
cg19674166 PDLIM5 chr4 0.807371286 - T2D risk Body
cg14072851 PACS1 chr11 0.807426863 + T2D risk Body
cg13888639 PRKAG2 chr7 0.807429447 - T2D risk Body
cg13777294 ACSS2 chr20 0.807480929 + T2D risk Body
cg13777294 ACSS2 chr20 0.807480929 + T2D risk TSS1500
cg03452993 DIP2C chr10 0.80751704 + T2D risk Body
cg06375042 ST6GAL1 chr3 0.807555727 + T2D risk 5'UTR
cg27510901 DNAJC1 chr10 0.807651017 - T2D risk TSS1500
cg23833009 PLEKHG3 chr14 0.807771361 + T2D risk 5'UTR
cg21156006 LMX1B chr9 0.807845953 - T2D risk Body
cg26400938 ANK3 chr10 0.807900532 - T2D risk TSS1500
cg26400938 ANK3 chr10 0.807900532 - T2D risk Body
cg08793328 PLEKHG3 chr14 0.807926243 + T2D risk 5'UTR
cg02648515 PRKCB chr16 0.807979287 + T2D risk Body
cg07959068 PRKCB chr16 0.807992137 + T2D risk Body
cg14078108 NOTCH3 chr19 0.808004868 + T2D risk Body
cg04841442 ACSS2 chr20 0.808280731 - T2D risk TSS1500
cg04841442 ACSS2 chr20 0.808280731 - T2D risk 5'UTR
cg11281641 GAD1 chr2 0.808296981 - T2D risk 5'UTR
cg09238506 RNF217 chr6 0.808374515 + T2D risk Body
cg17418368 CRYL1 chr13 0.808492989 - T2D risk Body
cg19026233 UNC80 chr2 0.808518706 + T2D risk Body
cg11903128 ATP6V1H chr8 0.808569242 + T2D risk Body
cg04536319 DIP2C chr10 0.808696003 + T2D risk Body
cg24603001 ULK4 chr3 0.808757787 - T2D risk Body
cg25816160 EVI5 chr1 0.808818853 + T2D risk Body
cg11554529 SLC29A4 chr7 0.808886554 - T2D risk Body
cg14635269 LMX1B chr9 0.808918973 + T2D risk Body
cg15897624 CUX2 chr12 0.808959283 - T2D risk Body
cg11860753 ST6GAL1 chr3 0.809102174 - T2D risk 5'UTR



cg04476019 AGPAT3 chr21 0.809110932 + T2D risk Body
cg18061035 KIAA0232 chr4 0.809290825 - T2D risk TSS1500
cg01157600 TAB2 chr6 0.809500727 + T2D risk Body
cg18503829 DIP2C chr10 0.809534179 + T2D risk Body
cg06108551 TSC22D1 chr13 0.809557748 + T2D risk Body
cg06108551 TSC22D1 chr13 0.809557748 + T2D risk 5'UTR
cg08036343 ERC2 chr3 0.809636172 + T2D risk Body
cg00328523 ATP6V1H chr8 0.809644239 - T2D risk Body
cg04849508 GNA12 chr7 0.809659779 + T2D risk Body
cg01023982 ANKHD1 chr5 0.809790478 + T2D risk Body
cg03625426 TJP1 chr15 0.809889554 - T2D risk Body
cg12938891 LMX1B chr9 0.810034535 - T2D risk Body
cg16467725 ATRNL1 chr10 0.810043543 - T2D risk Body
cg09822356 PRKCE chr2 0.81031958 - T2D risk Body
cg22753057 ADCY5 chr3 0.810325604 - T2D risk Body
cg07262540 TTC28 chr22 0.810345741 - T2D risk Body
cg02659117 KIAA0232 chr4 0.810379431 - T2D risk TSS1500
cg16656041 ZHX2 chr8 0.810399298 - T2D risk 5'UTR
cg16934360 PDLIM5 chr4 0.810408646 - T2D risk 5'UTR
cg16934360 PDLIM5 chr4 0.810408646 - T2D risk Body
cg22043381 ZHX2 chr8 0.810518419 + T2D risk 5'UTR
cg21951543 SRPK2 chr7 0.810835782 + T2D risk Body
cg12877169 MEIS2 chr15 0.811002076 - T2D risk 3'UTR
cg25592301 POC1B chr12 0.811317501 - T2D risk TSS200
cg25592301 POC1B chr12 0.811317501 - T2D risk TSS1500
cg07052063 MMS19 chr10 0.811403535 - T2D risk Body
cg15568213 ZHX2 chr8 0.811426436 - T2D risk 5'UTR
cg24135946 TSC22D1 chr13 0.811459136 + T2D risk Body
cg24135946 TSC22D1 chr13 0.811459136 + T2D risk 5'UTR
cg24135946 TSC22D1 chr13 0.811459136 + T2D risk 1stExon
cg26059202 SPOCK1 chr5 0.811515682 - T2D risk Body
cg06696564 ADCY5 chr3 0.811628455 - T2D risk Body
cg27565556 USP53 chr4 0.811652358 + T2D risk 5'UTR
cg24351167 PHACTR1 chr6 0.81167685 + T2D risk Body
cg18756426 PACRG chr6 0.811686972 + T2D risk Body
cg26099468 NCOR1 chr17 0.811758825 + T2D risk Body
cg23752086 PDE3A chr12 0.811818302 + T2D risk TSS200
cg05053955 CUX1 chr7 0.811846083 + T2D risk 3'UTR
cg05053955 CUX1 chr7 0.811846083 + T2D risk Body
cg19340837 PACRG chr6 0.811989421 - T2D risk Body
cg17195002 COL4A1 chr13 0.812024143 - T2D risk Body
cg09633353 RTN4 chr2 0.812136312 - T2D risk Body
cg09633353 RTN4 chr2 0.812136312 - T2D risk 5'UTR
cg10451310 UXS1 chr2 0.812147229 + T2D risk TSS1500
cg21764708 PRKAG2 chr7 0.812260566 + T2D risk 5'UTR
cg21764708 PRKAG2 chr7 0.812260566 + T2D risk Body
cg18685240 PLEKHG3 chr14 0.812280282 - T2D risk Body
cg18685240 PLEKHG3 chr14 0.812280282 - T2D risk ExonBnd
cg07709297 GLG1 chr16 0.812288385 - T2D risk Body
cg01173642 ATXN1 chr6 0.812353721 + T2D risk Body
cg17141500 RSF1 chr11 0.812473732 + T2D risk TSS1500
cg13534394 ATXN1 chr6 0.812535323 + T2D risk 5'UTR
cg00493362 KCNIP3 chr2 0.812566507 - T2D risk Body
cg04738774 CALD1 chr7 0.812785569 - T2D risk 5'UTR
cg05313009 KREMEN1 chr22 0.812898993 + T2D risk TSS200
cg10599735 ITGA1 chr5 0.81321702 - T2D risk Body
cg06059854 NCOA2 chr8 0.813221721 - T2D risk 5'UTR
cg17337477 MAN1A1 chr6 0.813284959 - T2D risk Body
cg17426905 DDC chr7 0.813403917 + T2D risk 5'UTR
cg25130433 KDR chr4 0.813683157 - T2D risk TSS1500
cg01970818 ACTN4 chr19 0.813736749 + T2D risk Body
cg15039415 NPEPPS chr17 0.81384164 + T2D risk Body
cg19278809 KIAA0232 chr4 0.813883796 - T2D risk 5'UTR
cg26598749 RRAGB chrX 0.813928303 + T2D risk Body
cg25687929 ATP8A2 chr13 0.813948621 - T2D risk Body
cg12055265 ANK2 chr4 0.814091601 - T2D risk Body
cg10819495 PI15 chr8 0.814181819 - T2D risk TSS1500
cg08194933 CLEC16A chr16 0.814204631 - T2D risk Body
cg00783080 ATP6V1H chr8 0.814261646 - T2D risk TSS1500
cg16509291 ATXN1 chr6 0.814299321 + T2D risk Body



cg20088478 STX6 chr1 0.814347646 - T2D risk 5'UTR
cg20088478 STX6 chr1 0.814347646 - T2D risk Body
cg11570656 TSC22D1 chr13 0.814389555 - T2D risk 1stExon
cg08763063 CNTNAP2 chr7 0.814705855 - T2D risk Body
cg20595750 DIP2C chr10 0.8147438 + T2D risk Body
cg05320384 TBC1D5 chr3 0.814850671 - T2D risk 5'UTR
cg18315896 APC chr5 0.814852718 + T2D risk TSS200
cg13212963 PACRG chr6 0.814908804 + T2D risk Body
cg09232203 SRPK2 chr7 0.814947952 + T2D risk Body
cg25431929 PACRG chr6 0.814957329 - T2D risk Body
cg03396594 DNAJC13 chr3 0.815044996 - T2D risk 5'UTR
cg04114386 ATP8A1 chr4 0.815223989 - T2D risk Body
cg18397450 PACS2 chr14 0.815241643 + T2D risk Body
cg22311879 NOTCH3 chr19 0.81528746 - T2D risk Body
cg09564290 KDM4B chr19 0.815366694 + T2D risk 5'UTR
cg12072803 KDM4B chr19 0.815404997 - T2D risk TSS1500
cg10364896 CREBBP chr16 0.815538714 - T2D risk Body
cg17055304 ACTN4 chr19 0.81555796 - T2D risk TSS1500
cg08331184 PRKCE chr2 0.815780326 + T2D risk Body
cg15860633 SKAP1 chr17 0.815802433 + T2D risk Body
cg14909179 CHID1 chr11 0.815836159 - T2D risk Body
cg21073930 MAST1 chr19 0.815891066 + T2D risk Body
cg17891423 INPP4A chr2 0.81596132 - T2D risk Body
cg15993383 ADCY5 chr3 0.816161949 + T2D risk TSS200
cg18004545 CUX1 chr7 0.816210345 - T2D risk Body
cg19107055 DDC chr7 0.816316564 - T2D risk Body
cg23513337 KIAA1217 chr10 0.816322566 - T2D risk ExonBnd
cg23513337 KIAA1217 chr10 0.816322566 - T2D risk Body
cg25165908 CUX2 chr12 0.816331269 - T2D risk Body
cg20553524 SLC7A2 chr8 0.816337912 + T2D risk Body
cg20553524 SLC7A2 chr8 0.816337912 + T2D risk 5'UTR
cg20449769 RAP1GAP2 chr17 0.816352544 - T2D risk Body
cg18440893 ATXN1 chr6 0.816380443 - T2D risk 5'UTR
cg17269169 DIP2C chr10 0.816432892 + T2D risk Body
cg18633926 FAM160A1 chr4 0.816594738 + T2D risk Body
cg16253235 AGPAT3 chr21 0.816791422 + T2D risk 5'UTR
cg16299038 NUP98 chr11 0.816829989 - T2D risk Body
cg21396949 KIAA1217 chr10 0.817012823 - T2D risk Body
cg06926026 SPAG9 chr17 0.817042343 - T2D risk TSS1500
cg25582924 PACS2 chr14 0.817076598 - T2D risk Body
cg12259742 DIP2C chr10 0.817372609 - T2D risk Body
cg27356296 CALD1 chr7 0.817404888 + T2D risk Body
cg05438837 CRYL1 chr13 0.817423427 - T2D risk Body
cg01246435 CLEC16A chr16 0.817474407 + T2D risk Body
cg20327444 COL4A1 chr13 0.817477287 + T2D risk TSS200
cg11033835 ROBO2 chr3 0.817540884 + T2D risk TSS1500
cg15834037 ITPKB chr1 0.817549305 - T2D risk Body
cg12817423 PPP1R12A chr12 0.81772669 + T2D risk TSS200
cg12817423 PPP1R12A chr12 0.81772669 + T2D risk TSS1500
cg25205758 PLAGL1 chr6 0.817732357 + T2D risk 5'UTR
cg25205758 PLAGL1 chr6 0.817732357 + T2D risk 1stExon
cg00814597 PLAGL1 chr6 0.817791004 + T2D risk TSS1500
cg19819206 NPAT chr11 0.817865415 + T2D risk Body
cg10324909 KANTR chrX 0.818022521 + T2D risk Body
cg22416376 SLC7A2 chr8 0.818095162 - T2D risk 5'UTR
cg22416376 SLC7A2 chr8 0.818095162 - T2D risk TSS1500
cg01158469 WWP2 chr16 0.818103369 - T2D risk Body
cg06084271 ERC2 chr3 0.818152672 - T2D risk Body
cg03311849 PPP1R12A chr12 0.818159916 - T2D risk Body
cg03957751 ANK2 chr4 0.818165173 + T2D risk Body
cg18831688 TSHZ1 chr18 0.818189985 - T2D risk 5'UTR
cg18831688 TSHZ1 chr18 0.818189985 - T2D risk Body
cg26874591 PACS1 chr11 0.818489275 - T2D risk 3'UTR
cg00937966 CUX2 chr12 0.818548819 + T2D risk Body
cg15125438 TPCN1 chr12 0.818747222 + T2D risk Body
cg02628286 GLG1 chr16 0.818792714 + T2D risk Body
cg09363017 CLIC5 chr6 0.818930731 - T2D risk Body
cg03738154 JPH2 chr20 0.819013253 - T2D risk Body
cg00950418 SRPK2 chr7 0.819065145 - T2D risk Body
cg04985661 PHACTR1 chr6 0.819085962 - T2D risk TSS1500



cg02514579 DIP2C chr10 0.819117648 + T2D risk Body
cg22879191 CUX1 chr7 0.819227054 - T2D risk Body
cg17866051 SGSM2 chr17 0.819247134 - T2D risk Body
cg11401257 ITPKB chr1 0.819289199 - T2D risk TSS200
cg02479744 ATXN1 chr6 0.819318048 + T2D risk 3'UTR
cg22237104 SPAG9 chr17 0.819609914 - T2D risk Body
cg00025328 RBM4 chr11 0.819753343 - T2D risk TSS1500
cg08314723 PACRG chr6 0.819832643 - T2D risk Body
cg00746006 TOP2A chr17 0.819863781 - T2D risk Body
cg22742992 INPP4A chr2 0.820032076 - T2D risk 5'UTR
cg27584280 PPFIBP1 chr12 0.820038131 - T2D risk 5'UTR
cg12571155 ITPKB chr1 0.820149845 + T2D risk Body
cg13786328 ANK3 chr10 0.820191547 + T2D risk Body
cg08409687 NDUFB3 chr2 0.820218264 + T2D risk TSS1500
cg12478381 SEZ6L chr22 0.820322464 + T2D risk TSS1500
cg18928811 CLOCK chr4 0.820496175 + T2D risk 5'UTR
cg22375518 RANBP17 chr5 0.820553743 + T2D risk TSS200
cg15889847 PLEKHG3 chr14 0.820695752 - T2D risk 5'UTR
cg06065608 PACRG chr6 0.820707845 - T2D risk TSS200
cg06065608 PACRG chr6 0.820707845 - T2D risk TSS1500
cg07086947 PACS2 chr14 0.820745832 - T2D risk Body
cg08929303 PFKFB2 chr1 0.82084046 - T2D risk 5'UTR
cg21629546 KIAA1217 chr10 0.820875324 - T2D risk 5'UTR
cg21629546 KIAA1217 chr10 0.820875324 - T2D risk Body
cg26817217 TOX3 chr16 0.82089437 - T2D risk 5'UTR
cg26817217 TOX3 chr16 0.82089437 - T2D risk TSS200
cg01442104 FNIP2 chr4 0.820929824 + T2D risk 1stExon
cg01442104 FNIP2 chr4 0.820929824 + T2D risk 5'UTR
cg09678315 NGF chr1 0.821002387 + T2D risk 5'UTR
cg22615330 PRKAG2 chr7 0.82120681 + T2D risk 5'UTR
cg22615330 PRKAG2 chr7 0.82120681 + T2D risk Body
cg13951700 GRK5 chr10 0.821295001 + T2D risk Body
cg02611466 CUX1 chr7 0.821398055 - T2D risk Body
cg02373908 CHID1 chr11 0.821880798 - T2D risk 5'UTR
cg16686816 RPGR chrX 0.821963281 + T2D risk Body
cg14977256 DIP2C chr10 0.822007781 - T2D risk Body
cg23649619 TMEM131 chr2 0.822051289 - T2D risk Body
cg16509445 CRYL1 chr13 0.82210486 + T2D risk Body
cg26783086 CNTNAP2 chr7 0.822114731 + T2D risk Body
cg15087178 ANK3 chr10 0.822267144 - T2D risk Body
cg00096806 TANC2 chr17 0.822271272 - T2D risk 1stExon
cg05049329 ITPKB chr1 0.82229948 + T2D risk Body
cg01778622 PDE5A chr4 0.822353946 + T2D risk 3'UTR
cg02413048 TENM2 chr5 0.822395483 - T2D risk Body
cg24402323 GGPS1 chr1 0.822657102 + T2D risk TSS1500
cg22963133 ARL15 chr5 0.822694949 + T2D risk Body
cg14575697 ADCY5 chr3 0.822773593 - T2D risk Body
cg04248461 DIP2C chr10 0.822774681 - T2D risk Body
cg22304838 NCOA2 chr8 0.822776265 - T2D risk 5'UTR
cg14803663 POC1B chr12 0.822798833 + T2D risk TSS1500
cg14765383 GLG1 chr16 0.822849585 + T2D risk 3'UTR
cg14765383 GLG1 chr16 0.822849585 + T2D risk Body
cg00859481 DYNC1I1 chr7 0.823009395 + T2D risk TSS1500
cg17294081 ATRN chr20 0.823160985 - T2D risk Body
cg13047822 PRKACB chr1 0.823373193 - T2D risk Body
cg24707189 SLC7A2 chr8 0.823439249 + T2D risk 5'UTR
cg12964647 SKAP1 chr17 0.823486952 - T2D risk Body
cg02867216 TSHZ1 chr18 0.823563757 - T2D risk 5'UTR
cg09031790 PRKCB chr16 0.82358082 - T2D risk Body
cg20494085 LAP3 chr4 0.823679744 - T2D risk ExonBnd
cg20494085 LAP3 chr4 0.823679744 - T2D risk Body
cg11786558 SGSM2 chr17 0.823723955 - T2D risk Body
cg15911651 FBXL2 chr3 0.823880642 - T2D risk 3'UTR
cg27526761 MEIS2 chr15 0.823893344 - T2D risk Body
cg07879785 CRYL1 chr13 0.823952617 + T2D risk Body
cg03582574 ARPP19 chr15 0.824030208 + T2D risk TSS1500
cg03582574 ARPP19 chr15 0.824030208 + T2D risk TSS200
cg17705631 GNA12 chr7 0.82411054 + T2D risk Body
cg15965422 ATP6V1H chr8 0.824232775 - T2D risk Body
cg06375706 ANK3 chr10 0.824234979 - T2D risk ExonBnd



cg06375706 ANK3 chr10 0.824234979 - T2D risk Body
cg24843474 RGS7 chr1 0.824306365 + T2D risk TSS200
cg17390821 TAB2 chr6 0.824314971 + T2D risk Body
cg21898465 TPCN1 chr12 0.824427379 - T2D risk Body
cg21526357 RAP1GAP2 chr17 0.824542431 - T2D risk TSS1500
cg14178352 ATP8A2 chr13 0.824579485 + T2D risk Body
cg09753973 TTC28 chr22 0.824701812 + T2D risk Body
cg27568860 HNRNPA2B1 chr7 0.824712497 + T2D risk TSS1500
cg12443256 FNIP2 chr4 0.824806449 - T2D risk Body
cg14745370 RAP1GAP2 chr17 0.824839916 - T2D risk Body
cg18361081 SKAP1 chr17 0.824860074 + T2D risk Body
cg23357250 DNAH9 chr17 0.824989187 - T2D risk TSS1500
cg13485454 CPLX2 chr5 0.825028653 - T2D risk 5'UTR
cg10178523 FNIP2 chr4 0.825039095 - T2D risk ExonBnd
cg10178523 FNIP2 chr4 0.825039095 - T2D risk Body
cg23233631 MGRN1 chr16 0.825052316 + T2D risk Body
cg18000216 ERC2 chr3 0.825115175 + T2D risk 3'UTR
cg16844053 CUL1 chr7 0.825124196 + T2D risk 5'UTR
cg22992099 NF1 chr17 0.825268591 + T2D risk Body
cg23861625 ZRANB1 chr10 0.825271905 + T2D risk Body
cg05677391 RNF217 chr6 0.82540815 + T2D risk Body
cg17150794 SKAP1 chr17 0.825409943 - T2D risk Body
cg02242239 PRKCE chr2 0.825427164 + T2D risk Body
cg01814095 CADM1 chr11 0.825528876 - T2D risk Body
cg14168939 CHFR chr12 0.825660883 - T2D risk 3'UTR
cg20046875 ARIH1 chr15 0.825814675 - T2D risk TSS200
cg07433228 TTC28 chr22 0.825850483 + T2D risk Body
cg00443596 NOL4 chr18 0.825931402 - T2D risk Body
cg00443596 NOL4 chr18 0.825931402 - T2D risk TSS200
cg17886162 SMG7 chr1 0.825984934 + T2D risk TSS1500
cg11823214 NUF2 chr1 0.825987769 + T2D risk TSS1500
cg25339433 ULK4 chr3 0.825992896 - T2D risk Body
cg17171920 MEIS2 chr15 0.826044692 - T2D risk Body
cg26059790 PRKD1 chr14 0.8260542 + T2D risk Body
cg10879507 PRKD1 chr14 0.82616251 + T2D risk Body
cg18169186 ARPP19 chr15 0.82655905 + T2D risk TSS1500
cg18169186 ARPP19 chr15 0.82655905 + T2D risk 5'UTR
cg18169186 ARPP19 chr15 0.82655905 + T2D risk 1stExon
cg18169186 ARPP19 chr15 0.82655905 + T2D risk TSS200
cg12167688 RAP1GAP2 chr17 0.826630099 + T2D risk Body
cg00200803 CDH22 chr20 0.826668285 - T2D risk Body
cg12703853 ATXN1 chr6 0.826740353 - T2D risk 5'UTR
cg17132972 TANC2 chr17 0.826812605 + T2D risk Body
cg02489228 TMEM131 chr2 0.826827953 + T2D risk Body
cg13948104 PDE3A chr12 0.826904561 + T2D risk Body
cg25683358 KIAA1217 chr10 0.826939216 + T2D risk Body
cg20571284 APC chr5 0.826973153 - T2D risk Body
cg03561491 PACS2 chr14 0.82705511 + T2D risk ExonBnd
cg03561491 PACS2 chr14 0.82705511 + T2D risk Body
cg10283188 PHF21A chr11 0.827250841 + T2D risk Body
cg01694939 CHID1 chr11 0.827389299 - T2D risk Body
cg20269607 PRKAG2 chr7 0.827422793 - T2D risk 5'UTR
cg20269607 PRKAG2 chr7 0.827422793 - T2D risk Body
cg21340782 KREMEN1 chr22 0.827445636 - T2D risk Body
cg08261634 PRKCB chr16 0.827448268 - T2D risk Body
cg08365466 PTP4A2 chr1 0.827468654 - T2D risk 5'UTR
cg08365466 PTP4A2 chr1 0.827468654 - T2D risk TSS200
cg03295998 PRKCE chr2 0.827486356 + T2D risk Body
cg14884696 NPEPPS chr17 0.827495685 - T2D risk Body
cg05949569 FAM160A1 chr4 0.827767233 - T2D risk Body
cg25553638 CUX2 chr12 0.827883737 - T2D risk Body
cg22993535 TMEM150C chr4 0.827981946 - T2D risk TSS1500
cg07266412 CUX1 chr7 0.827984414 - T2D risk Body
cg18197263 JPH2 chr20 0.828309644 - T2D risk Body
cg18128115 PRKCB chr16 0.828318324 + T2D risk Body
cg14518607 SLIT3 chr5 0.828327828 + T2D risk Body
cg18194343 TSC22D1 chr13 0.828421238 - T2D risk TSS1500
cg18194343 TSC22D1 chr13 0.828421238 - T2D risk Body
cg20428768 SPOCK1 chr5 0.828699956 - T2D risk Body
cg18398753 STX6 chr1 0.828735377 + T2D risk Body



cg24776142 ATXN1 chr6 0.828787381 + T2D risk 5'UTR
cg26570476 KIAA0355 chr19 0.828837931 - T2D risk Body
cg14196195 CHFR chr12 0.829004347 + T2D risk Body
cg13736004 BCAT1 chr12 0.829233244 - T2D risk Body
cg13661109 LMX1B chr9 0.829245536 + T2D risk Body
cg17493489 CNTNAP2 chr7 0.829384419 - T2D risk Body
cg15673616 CUX1 chr7 0.829522269 + T2D risk Body
cg11732257 GGPS1 chr1 0.82955906 - T2D risk 5'UTR
cg11732257 GGPS1 chr1 0.82955906 - T2D risk 1stExon
cg04029168 PRKCB chr16 0.829601585 + T2D risk Body
cg23517600 ERC2 chr3 0.829658793 + T2D risk Body
cg22913584 SSBP2 chr5 0.829714542 - T2D risk Body
cg04865026 NDUFB3 chr2 0.82976526 + T2D risk 5'UTR
cg04865026 NDUFB3 chr2 0.82976526 + T2D risk 1stExon
cg12030351 ITPKB chr1 0.829807734 + T2D risk Body
cg24702106 PRKAG2 chr7 0.829925218 + T2D risk Body
cg21656748 SCARB2 chr4 0.829931477 - T2D risk TSS1500
cg00376464 PACRG chr6 0.829980845 - T2D risk Body
cg05915447 KIAA1109 chr4 0.829990095 - T2D risk Body
cg09340842 ATXN1 chr6 0.829998042 - T2D risk 5'UTR
cg09340842 ATXN1 chr6 0.829998042 - T2D risk ExonBnd
cg22075956 PPP1R12A chr12 0.830004437 - T2D risk Body
cg11911122 NCOA2 chr8 0.830085835 + T2D risk TSS1500
cg24853765 WDR47 chr1 0.83013999 - T2D risk TSS200
cg09643539 ARL15 chr5 0.830201233 - T2D risk Body
cg05360064 JPH2 chr20 0.830371467 - T2D risk Body
cg17208484 CADM1 chr11 0.830445537 + T2D risk Body
cg07261828 KCNIP3 chr2 0.830496374 + T2D risk Body
cg15084269 STX6 chr1 0.83049933 - T2D risk TSS1500
cg02466617 GRK5 chr10 0.830511505 + T2D risk Body
cg01253289 PTPRU chr1 0.830545424 - T2D risk Body
cg18423456 FNIP2 chr4 0.830726977 - T2D risk Body
cg11797949 DNAH9 chr17 0.830927618 + T2D risk TSS200
cg17963799 ATP8A2 chr13 0.830968347 + T2D risk Body
cg07119224 FBXL2 chr3 0.831000213 + T2D risk Body
cg14548590 ST6GAL1 chr3 0.831188279 + T2D risk TSS1500
cg04474876 NCOA7 chr6 0.831391453 + T2D risk 5'UTR
cg04474876 NCOA7 chr6 0.831391453 + T2D risk Body
cg00190738 APC chr5 0.831403872 - T2D risk TSS1500
cg14733103 CUX2 chr12 0.831422421 + T2D risk Body
cg09304624 PI15 chr8 0.831476902 + T2D risk TSS1500
cg13353646 GNA12 chr7 0.831477963 - T2D risk Body
cg13353646 GNA12 chr7 0.831477963 - T2D risk TSS1500
cg00308222 GLG1 chr16 0.831561512 + T2D risk Body
cg25436766 UXS1 chr2 0.831632256 + T2D risk Body
cg21508482 AGPAT3 chr21 0.831660368 + T2D risk 5'UTR
cg14436056 ATP6V1H chr8 0.831772844 - T2D risk Body
cg11481461 RGS7 chr1 0.831939503 + T2D risk Body
cg20581632 PCYT1A chr3 0.831977396 + T2D risk TSS200
cg10689740 ZHX2 chr8 0.832097013 - T2D risk 5'UTR
cg18718410 NOTCH3 chr19 0.832125448 - T2D risk Body
cg27059302 TANC2 chr17 0.832253572 + T2D risk Body
cg14311225 IFT74 chr9 0.83226848 - T2D risk 5'UTR
cg04020747 INPP4A chr2 0.832306354 + T2D risk Body
cg24385954 NCOA7 chr6 0.83231494 - T2D risk 5'UTR
cg24385954 NCOA7 chr6 0.83231494 - T2D risk Body
cg03898321 PRKCB chr16 0.832347618 + T2D risk Body
cg12993838 PACRG chr6 0.832400966 - T2D risk Body
cg21143127 KIAA1217 chr10 0.832416544 - T2D risk Body
cg20654074 DLL4 chr15 0.832468789 + T2D risk Body
cg14350146 CLIC5 chr6 0.832482335 + T2D risk Body
cg00279406 ITPKB chr1 0.832789874 - T2D risk Body
cg20859896 ATXN1 chr6 0.83284541 - T2D risk 5'UTR
cg23497707 APC chr5 0.832997424 - T2D risk 5'UTR
cg19495351 UNC80 chr2 0.833053951 + T2D risk Body
cg12669865 ANK3 chr10 0.833096872 - T2D risk TSS200
cg12669865 ANK3 chr10 0.833096872 - T2D risk Body
cg09658930 MYO6 chr6 0.833214925 - T2D risk TSS1500
cg24661126 PRKCE chr2 0.833261593 - T2D risk Body
cg08570034 CPLX2 chr5 0.83330198 + T2D risk 5'UTR



cg14865585 AGPAT3 chr21 0.833385888 - T2D risk 5'UTR
cg16818372 SKAP1 chr17 0.83387955 + T2D risk Body
cg01737581 ARID2 chr12 0.833940951 - T2D risk TSS200
cg13676849 PRKD1 chr14 0.833974316 - T2D risk Body
cg22289810 NF1 chr17 0.833983613 - T2D risk TSS1500
cg17613101 RAP1GAP2 chr17 0.834027714 + T2D risk Body
cg03445435 GALK2 chr15 0.83404808 - T2D risk Body
cg07219766 PHF21A chr11 0.834057583 + T2D risk Body
cg20028891 ANK2 chr4 0.834119009 - T2D risk 5'UTR
cg11413133 KCNJ12 chr17 0.834169219 - T2D risk 5'UTR
cg00210612 SLC30A8 chr8 0.834225221 + T2D risk 5'UTR
cg18712514 PTP4A2 chr1 0.834248561 + T2D risk 5'UTR
cg03624140 APBA1 chr9 0.834346522 + T2D risk Body
cg00242233 ARHGEF9 chrX 0.834376556 + T2D risk Body
cg10344245 ANK2 chr4 0.834461924 + T2D risk Body
cg05944877 PRKCB chr16 0.834475989 - T2D risk Body
cg19136717 ARIH1 chr15 0.834613232 + T2D risk 5'UTR
cg19136717 ARIH1 chr15 0.834613232 + T2D risk 1stExon
cg15701440 WDR47 chr1 0.834650747 + T2D risk 5'UTR
cg15701440 WDR47 chr1 0.834650747 + T2D risk 1stExon
cg21504240 KCNJ12 chr17 0.834756123 + T2D risk TSS1500
cg05165989 ASXL2 chr2 0.834774113 - T2D risk 5'UTR
cg05165989 ASXL2 chr2 0.834774113 - T2D risk 1stExon
cg23329241 ATXN1 chr6 0.834869363 - T2D risk 5'UTR
cg08547200 PLAGL1 chr6 0.834873547 + T2D risk 5'UTR
cg03008851 PRKD1 chr14 0.834900175 - T2D risk Body
cg02573152 ANK3 chr10 0.834930199 - T2D risk Body
cg25318189 GNA12 chr7 0.834953078 + T2D risk Body
cg20166548 NF1 chr17 0.834984463 - T2D risk Body
cg05166871 SKAP1 chr17 0.835038538 + T2D risk Body
cg01791232 KREMEN1 chr22 0.835060742 - T2D risk Body
cg11552773 KIAA0355 chr19 0.835108328 + T2D risk 3'UTR
cg05729743 PACRG chr6 0.83521933 - T2D risk Body
cg17142149 RCAN2 chr6 0.835221254 + T2D risk Body
cg02372271 CHID1 chr11 0.835450299 - T2D risk Body
cg18272307 RNF157 chr17 0.835507396 + T2D risk Body
cg18698096 PLEKHG3 chr14 0.835655724 - T2D risk 5'UTR
cg22904179 ERC2 chr3 0.835720601 - T2D risk 3'UTR
cg13808500 NF1 chr17 0.835727184 + T2D risk Body
cg26376835 PACS2 chr14 0.835925514 + T2D risk Body
cg22589844 ARID2 chr12 0.836072764 + T2D risk Body
cg02580528 SMG7 chr1 0.836113561 + T2D risk TSS1500
cg15778350 NUF2 chr1 0.836131015 + T2D risk 5'UTR
cg15778350 NUF2 chr1 0.836131015 + T2D risk 1stExon
cg14710896 KIAA1217 chr10 0.836200717 + T2D risk Body
cg08694050 ATP6V1A chr3 0.836371128 + T2D risk 5'UTR
cg12937636 TBC1D5 chr3 0.836456924 + T2D risk Body
cg07995924 CTR9 chr11 0.836528102 - T2D risk TSS1500
cg04141008 CREBBP chr16 0.836626201 + T2D risk Body
cg13323828 DIP2C chr10 0.836645165 + T2D risk Body
cg23141689 KIAA0355 chr19 0.836750104 + T2D risk 5'UTR
cg22902550 SPOCK1 chr5 0.836753958 + T2D risk Body
cg04680247 ASXL2 chr2 0.83717473 + T2D risk Body
cg27477079 KCNJ18 chr17 0.837182075 + T2D risk TSS1500
cg27477079 KCNJ12 chr17 0.837182075 + T2D risk 5'UTR
cg15562444 PDE3A chr12 0.837188235 + T2D risk Body
cg05655742 COX6A1 chr12 0.837198344 - T2D risk TSS200
cg10345930 HMBOX1 chr8 0.837485932 - T2D risk Body
cg18115406 LMX1B chr9 0.837531452 + T2D risk TSS200
cg14343446 NCOA7 chr6 0.837553725 + T2D risk Body
cg05274128 ASH1L chr1 0.837618732 - T2D risk Body
cg06768138 ARPP19 chr15 0.837818656 - T2D risk Body
cg01996082 DIP2C chr10 0.837908055 + T2D risk Body
cg13412433 TJP1 chr15 0.838007491 + T2D risk TSS1500
cg13412433 TJP1 chr15 0.838007491 + T2D risk Body
cg26708220 MEIS2 chr15 0.838010029 - T2D risk Body
cg03264728 RHBDD1 chr2 0.838043884 - T2D risk Body
cg25033325 TMEM131 chr2 0.83806497 + T2D risk TSS1500
cg00437794 TAB2 chr6 0.838095255 + T2D risk 5'UTR
cg00437794 TAB2 chr6 0.838095255 + T2D risk Body



cg05786241 CNTROB chr17 0.838223751 - T2D risk Body
cg13939640 RNF217 chr6 0.838335087 - T2D risk TSS1500
cg13939640 RNF217 chr6 0.838335087 - T2D risk Body
cg07427926 WWP2 chr16 0.838335357 - T2D risk Body
cg17296165 SPPL2A chr15 0.838358823 + T2D risk Body
cg09015385 NCOA7 chr6 0.838371037 + T2D risk TSS200
cg09015385 NCOA7 chr6 0.838371037 + T2D risk Body
cg05941998 KIAA1217 chr10 0.838433147 + T2D risk 5'UTR
cg07409227 RHOA chr3 0.838546677 + T2D risk 5'UTR
cg04701243 CDK8 chr13 0.83859748 + T2D risk TSS1500
cg18016034 ANK3 chr10 0.838623799 - T2D risk 1stExon
cg18016034 ANK3 chr10 0.838623799 - T2D risk 5'UTR
cg18016034 ANK3 chr10 0.838623799 - T2D risk Body
cg06638568 PACRG chr6 0.83869407 + T2D risk Body
cg12110710 GALK2 chr15 0.83899833 + T2D risk Body
cg06700061 NCOA7 chr6 0.839002875 - T2D risk 5'UTR
cg26911562 EIF4EBP3 chr5 0.839096032 - T2D risk TSS200
cg16322388 TSHZ1 chr18 0.839265166 - T2D risk 5'UTR
cg16322388 TSHZ1 chr18 0.839265166 - T2D risk Body
cg24836396 ASH1L chr1 0.839329803 + T2D risk Body
cg13662195 TAB2 chr6 0.839428865 - T2D risk TSS1500
cg13662195 TAB2 chr6 0.839428865 - T2D risk Body
cg13566648 PHACTR1 chr6 0.83944371 + T2D risk Body
cg02437464 SRPK2 chr7 0.839492422 + T2D risk Body
cg22960449 ARL15 chr5 0.83990723 + T2D risk Body
cg23071947 NCOA7 chr6 0.839978222 - T2D risk 5'UTR
cg23071947 NCOA7 chr6 0.839978222 - T2D risk Body
cg15934141 PACS2 chr14 0.840104997 - T2D risk 5'UTR
cg15934141 PACS2 chr14 0.840104997 - T2D risk Body
cg26983360 ASH1L chr1 0.840136642 - T2D risk Body
cg20024816 PRKCE chr2 0.840181442 + T2D risk Body
cg13424617 MYO6 chr6 0.840187588 + T2D risk 5'UTR
cg00915206 GAD1 chr2 0.840349249 + T2D risk 1stExon
cg00915206 GAD1 chr2 0.840349249 + T2D risk 5'UTR
cg10585510 CLIC5 chr6 0.840369879 - T2D risk Body
cg06734250 NOL4 chr18 0.840471615 - T2D risk Body
cg13566979 TBC1D5 chr3 0.840509877 - T2D risk 5'UTR
cg04887675 COL4A1 chr13 0.840938995 + T2D risk Body
cg26570448 SLIT3 chr5 0.841048511 - T2D risk TSS1500
cg09392443 GAD1 chr2 0.841058201 + T2D risk TSS1500
cg14006005 PICALM chr11 0.841089444 - T2D risk TSS1500
cg14141459 SRPK2 chr7 0.841363515 + T2D risk TSS1500
cg14850477 DACH1 chr13 0.84140581 + T2D risk Body
cg22922637 ATXN1 chr6 0.841471921 + T2D risk 5'UTR
cg26098762 PDE7A chr8 0.841709343 + T2D risk Body
cg06225037 PACRG chr6 0.842020608 - T2D risk Body
cg13845149 NGF chr1 0.842146691 - T2D risk 5'UTR
cg18942298 JPH2 chr20 0.842190453 - T2D risk Body
cg15903658 RGS7 chr1 0.842285097 + T2D risk Body
cg08746290 SRPK2 chr7 0.842395027 + T2D risk Body
cg08944961 CUX2 chr12 0.842515727 - T2D risk Body
cg12177222 ANKHD1 chr5 0.842655674 - T2D risk Body
cg13851956 RET chr10 0.842707644 - T2D risk TSS200
cg06846733 SCGN chr6 0.842843309 + T2D risk Body
cg13332359 SCGN chr6 0.842883202 + T2D risk Body
cg08587444 PRKCE chr2 0.842895364 - T2D risk Body
cg03340365 DIP2C chr10 0.842923347 + T2D risk Body
cg08271180 EFR3A chr8 0.843057127 + T2D risk Body
cg06559874 SPAG9 chr17 0.843089357 + T2D risk TSS200
cg15727759 DIP2C chr10 0.843176153 - T2D risk Body
cg08161001 ITGB1 chr10 0.843323654 + T2D risk TSS1500
cg08161001 ITGB1 chr10 0.843323654 + T2D risk 5'UTR
cg02420943 INPP4A chr2 0.843440424 - T2D risk 5'UTR
cg07901839 WIZ chr19 0.843560521 - T2D risk Body
cg20098875 KDM4B chr19 0.843605953 + T2D risk Body
cg18404559 PRKAG2 chr7 0.843633698 - T2D risk Body
cg02904779 ATP2B1 chr12 0.843656729 - T2D risk TSS1500
cg12041213 POC1B chr12 0.843677826 - T2D risk Body
cg05257483 AGPAT3 chr21 0.843689614 - T2D risk 5'UTR
cg17651625 ACTN4 chr19 0.843858757 + T2D risk Body



cg08732418 DLL4 chr15 0.844013912 - T2D risk Body
cg12106634 NPAT chr11 0.844019438 - T2D risk Body
cg07700603 AMD1 chr6 0.844089745 - T2D risk 5'UTR
cg09362918 CNTNAP2 chr7 0.844108031 - T2D risk Body
cg00950947 DIP2C chr10 0.844131669 + T2D risk Body
cg26201109 ERC2 chr3 0.844563803 - T2D risk Body
cg02006099 PLAGL1 chr6 0.844610609 - T2D risk 5'UTR
cg06835752 KIAA1217 chr10 0.844657766 + T2D risk Body
cg00769520 ST8SIA1 chr12 0.844699182 + T2D risk TSS1500
cg21288249 WWP2 chr16 0.844700845 + T2D risk 5'UTR
cg21288249 WWP2 chr16 0.844700845 + T2D risk Body
cg19597230 FARSB chr2 0.844725395 + T2D risk Body
cg12977317 SCAF8 chr6 0.844751837 + T2D risk Body
cg09719580 COL4A1 chr13 0.844752001 - T2D risk Body
cg26034624 MEIS2 chr15 0.844808676 + T2D risk Body
cg00455216 TOX3 chr16 0.844910869 - T2D risk 5'UTR
cg00455216 TOX3 chr16 0.844910869 - T2D risk Body
cg00313642 PCYT1A chr3 0.845133483 + T2D risk TSS200
cg00776381 EVI5 chr1 0.845245705 + T2D risk Body
cg26781797 DYNC1I2 chr2 0.845253306 - T2D risk Body
cg26529376 KCNIP3 chr2 0.845293 + T2D risk Body
cg26529376 KCNIP3 chr2 0.845293 + T2D risk TSS1500
cg13541882 RNF157 chr17 0.845311949 + T2D risk Body
cg19012384 PPP1R12A chr12 0.845407023 - T2D risk Body
cg18264803 ACSS2 chr20 0.845484853 + T2D risk Body
cg18264803 ACSS2 chr20 0.845484853 + T2D risk 5'UTR
cg18264803 ACSS2 chr20 0.845484853 + T2D risk 1stExon
cg20123403 COL4A1 chr13 0.845486567 - T2D risk Body
cg03787245 CUX1 chr7 0.845625838 + T2D risk Body
cg04595004 CRYL1 chr13 0.845643195 + T2D risk Body
cg12552823 NCOA2 chr8 0.845768237 - T2D risk 5'UTR
cg21911584 ACTN4 chr19 0.845841143 + T2D risk Body
cg26982181 PACRG chr6 0.845949865 - T2D risk Body
cg20360704 ANK2 chr4 0.845964212 - T2D risk TSS200
cg08354567 SPOCK1 chr5 0.845987585 - T2D risk Body
cg03973705 PRKCB chr16 0.84602776 - T2D risk Body
cg04392320 LMX1B chr9 0.846086782 + T2D risk TSS1500
cg26924465 ITGA1 chr5 0.846116234 - T2D risk Body
cg06272611 FLT1 chr13 0.846137945 + T2D risk Body
cg22755301 SCAF11 chr12 0.846304405 - T2D risk Body
cg11978881 ULK4 chr3 0.846658985 + T2D risk Body
cg01560122 TSC22D1 chr13 0.846675503 - T2D risk 1stExon
cg01560122 TSC22D1 chr13 0.846675503 - T2D risk 5'UTR
cg01560122 TSC22D1 chr13 0.846675503 - T2D risk Body
cg06493166 PLAGL1 chr6 0.846690794 - T2D risk TSS1500
cg00015791 NOL4 chr18 0.84680898 + T2D risk 5'UTR
cg00015791 NOL4 chr18 0.84680898 + T2D risk Body
cg00015791 NOL4 chr18 0.84680898 + T2D risk 1stExon
cg04112969 INPP4A chr2 0.846889457 - T2D risk Body
cg15050139 ITPKB chr1 0.846971809 - T2D risk Body
cg06857898 CUX2 chr12 0.847101218 + T2D risk Body
cg10470524 GALK2 chr15 0.847160601 + T2D risk Body
cg10470524 GALK2 chr15 0.847160601 + T2D risk TSS200
cg17019616 SKAP1 chr17 0.847238386 + T2D risk Body
cg13935270 HMBOX1 chr8 0.847495489 + T2D risk 5'UTR
cg14654822 WDR47 chr1 0.847566428 + T2D risk TSS200
cg11328270 RTN4 chr2 0.847734326 + T2D risk Body
cg13456960 KDM4B chr19 0.847750563 - T2D risk Body
cg04998423 ATXN1 chr6 0.84783155 - T2D risk 5'UTR
cg23525657 ANKHD1 chr5 0.847832247 - T2D risk Body
cg11650874 CHID1 chr11 0.847991304 + T2D risk 5'UTR
cg12789951 GRK5 chr10 0.847997096 + T2D risk TSS1500
cg03740132 CNTNAP2 chr7 0.848249748 + T2D risk Body
cg26510027 MMS19 chr10 0.848363705 - T2D risk TSS1500
cg15215077 MAN1A1 chr6 0.848565621 + T2D risk Body
cg04737350 PPP1R12A chr12 0.848643401 + T2D risk Body
cg08416875 MAN1A1 chr6 0.848908376 - T2D risk Body
cg24076515 ATXN1 chr6 0.848934053 - T2D risk 5'UTR
cg08823305 ATRN chr20 0.84899613 - T2D risk TSS1500
cg02054390 ERC2 chr3 0.849549526 + T2D risk Body



cg16906456 SLC7A2 chr8 0.849666113 + T2D risk 5'UTR
cg16906456 SLC7A2 chr8 0.849666113 + T2D risk TSS1500
cg18472392 KCNIP3 chr2 0.84974746 - T2D risk Body
cg09762515 CUX1 chr7 0.849930773 - T2D risk Body
cg19137098 CHFR chr12 0.850097027 - T2D risk 5'UTR
cg03840678 WWP2 chr16 0.850225835 + T2D risk 3'UTR
cg26341283 PRKAG2 chr7 0.850379836 - T2D risk 5'UTR
cg26341283 PRKAG2 chr7 0.850379836 - T2D risk Body
cg07869135 ZHX2 chr8 0.850382362 - T2D risk 5'UTR
cg07665134 DIP2C chr10 0.850411122 - T2D risk Body
cg14164032 MET chr7 0.850466728 + T2D risk 3'UTR
cg12376289 MTHFS chr15 0.850525456 - T2D risk Body
cg12376289 MTHFS chr15 0.850525456 - T2D risk 3'UTR
cg02130040 LMCD1 chr3 0.850627754 - T2D risk 5'UTR
cg02130040 LMCD1 chr3 0.850627754 - T2D risk 1stExon
cg22601415 ANK3 chr10 0.850660895 + T2D risk TSS200
cg22601415 ANK3 chr10 0.850660895 + T2D risk Body
cg16931969 ANK2 chr4 0.850783036 - T2D risk Body
cg10735623 ZHX2 chr8 0.850793994 + T2D risk 5'UTR
cg25600766 ST8SIA1 chr12 0.850920369 + T2D risk Body
cg06069278 SLC7A2 chr8 0.850927093 + T2D risk 5'UTR
cg20135031 ANK3 chr10 0.851139866 - T2D risk TSS1500
cg25554716 UBE2K chr4 0.851170503 + T2D risk Body
cg27125203 PDE7A chr8 0.851282962 + T2D risk TSS1500
cg18863912 AGPAT3 chr21 0.851370485 - T2D risk 5'UTR
cg07729875 CUX2 chr12 0.85138133 - T2D risk Body
cg14341467 GRK5 chr10 0.851387547 + T2D risk Body
cg02924237 ATRNL1 chr10 0.851412212 - T2D risk ExonBnd
cg02924237 ATRNL1 chr10 0.851412212 - T2D risk Body
cg03151747 LAMA4 chr6 0.851427931 - T2D risk Body
cg04221159 RGS7 chr1 0.85156522 + T2D risk 5'UTR
cg21249366 LMX1B chr9 0.851574212 + T2D risk Body
cg22563672 PACS2 chr14 0.851938493 + T2D risk Body
cg00380376 SH3GL2 chr9 0.851983894 - T2D risk Body
cg00153934 LCA5 chr6 0.852039797 + T2D risk TSS200
cg16942135 DIP2C chr10 0.852059022 + T2D risk Body
cg21119678 SLIT3 chr5 0.852147252 + T2D risk Body
cg05480683 RANBP17 chr5 0.852194621 - T2D risk Body
cg09708506 TAB2 chr6 0.852277613 - T2D risk Body
cg12848864 NPAT chr11 0.85238094 + T2D risk Body
cg10777666 DIP2C chr10 0.852381016 - T2D risk Body
cg13181164 MEIS2 chr15 0.852460569 - T2D risk Body
cg24333406 ATP6V1H chr8 0.852540227 + T2D risk TSS1500
cg12903638 UNC80 chr2 0.85254229 - T2D risk TSS1500
cg02522952 MAN1A1 chr6 0.852587363 + T2D risk TSS1500
cg08723742 PACRG chr6 0.852629185 + T2D risk Body
cg01246398 ADCY5 chr3 0.852643041 - T2D risk Body
cg19010490 MEIS2 chr15 0.852661084 - T2D risk Body
cg06081482 NPAT chr11 0.852716036 + T2D risk Body
cg03126177 MAST1 chr19 0.852904833 + T2D risk Body
cg19577074 FAM160A1 chr4 0.852978464 + T2D risk 5'UTR
cg24150244 TTC28 chr22 0.853221605 - T2D risk Body
cg12707024 LYVE1 chr11 0.853274892 + T2D risk TSS1500
cg14806724 DDC chr7 0.853327188 - T2D risk Body
cg07132585 PRKAG2 chr7 0.853419397 - T2D risk Body
cg00961446 BCAT1 chr12 0.853432191 + T2D risk Body
cg10787364 ATRNL1 chr10 0.853592525 - T2D risk Body
cg05278788 RRAGB chrX 0.853648986 + T2D risk Body
cg10268249 PRKAG2 chr7 0.853765426 - T2D risk 5'UTR
cg10268249 PRKAG2 chr7 0.853765426 - T2D risk Body
cg00954578 HMBOX1 chr8 0.853766424 + T2D risk Body
cg24418346 CDH22 chr20 0.85377671 + T2D risk 5'UTR
cg21356460 SPAG9 chr17 0.853894498 + T2D risk Body
cg21356460 SPAG9 chr17 0.853894498 + T2D risk ExonBnd
cg16334244 PLAGL1 chr6 0.853945078 + T2D risk TSS1500
cg14431799 ZHX2 chr8 0.853948164 - T2D risk 5'UTR
cg00169586 TANC2 chr17 0.853955499 + T2D risk Body
cg09863630 MEIS2 chr15 0.854059159 - T2D risk Body
cg01049293 GNA12 chr7 0.854188473 - T2D risk Body
cg23023263 ULK4 chr3 0.854431436 + T2D risk TSS1500



cg26177181 GRK5 chr10 0.854493675 + T2D risk Body
cg04039434 DNAH9 chr17 0.854607572 - T2D risk Body
cg07224637 MGRN1 chr16 0.854649867 - T2D risk Body
cg26517831 GNA12 chr7 0.854682457 - T2D risk 3'UTR
cg07258524 SSBP2 chr5 0.854768984 + T2D risk Body
cg17001408 RGS7 chr1 0.854922026 + T2D risk Body
cg03865668 GAD1 chr2 0.854976419 + T2D risk 3'UTR
cg18244621 SKAP1 chr17 0.85499518 + T2D risk Body
cg00415939 PICALM chr11 0.855000781 + T2D risk Body
cg23937224 CUX2 chr12 0.855008898 + T2D risk Body
cg16979981 FBXO11 chr2 0.855169949 - T2D risk 3'UTR
cg01798352 PACRG chr6 0.85522947 + T2D risk Body
cg17175871 DNAJC1 chr10 0.855237384 - T2D risk Body
cg02092248 DNAJC1 chr10 0.855399452 - T2D risk Body
cg23706721 ACTN4 chr19 0.855459175 - T2D risk Body
cg16007381 TANC2 chr17 0.855660416 + T2D risk Body
cg15075267 NOTCH3 chr19 0.855835094 + T2D risk Body
cg15797971 TOP2A chr17 0.855856107 + T2D risk TSS200
cg13455310 PRKCE chr2 0.856172708 + T2D risk Body
cg17223645 DIP2C chr10 0.856192888 - T2D risk Body
cg12425861 PACS2 chr14 0.856263048 - T2D risk Body
cg01448923 ZHX2 chr8 0.856635416 - T2D risk TSS200
cg14059145 PRKAG2 chr7 0.856651198 - T2D risk Body
cg04175248 HMBOX1 chr8 0.856684209 - T2D risk 5'UTR
cg14542850 SMG7 chr1 0.856830999 - T2D risk TSS1500
cg04595854 TENM2 chr5 0.856893645 + T2D risk Body
cg21143428 SPOCK1 chr5 0.856917586 + T2D risk Body
cg25265205 RANBP17 chr5 0.857198172 - T2D risk Body
cg02125219 KCNJ12 chr17 0.857222208 - T2D risk 5'UTR
cg06591801 ATP6V1A chr3 0.857267373 + T2D risk 5'UTR
cg20658081 CPLX2 chr5 0.857372106 - T2D risk 5'UTR
cg08402498 CREBBP chr16 0.857446722 + T2D risk Body
cg15976636 PACRG chr6 0.857512262 - T2D risk TSS1500
cg11436027 CALD1 chr7 0.857647344 + T2D risk 5'UTR
cg04444211 ROBO2 chr3 0.857673131 - T2D risk Body
cg22849677 ITPKB chr1 0.857691424 + T2D risk Body
cg06489653 INPP4A chr2 0.8578336 - T2D risk 5'UTR
cg13247778 ULK4 chr3 0.857836965 - T2D risk Body
cg23554922 POC1B chr12 0.858014046 + T2D risk Body
cg23554922 POC1B chr12 0.858014046 + T2D risk 5'UTR
cg00552888 NCOR1 chr17 0.858100137 - T2D risk Body
cg23255694 PACS1 chr11 0.858209043 - T2D risk TSS1500
cg13433272 CDK8 chr13 0.858293853 - T2D risk TSS1500
cg08772927 CLOCK chr4 0.858315047 + T2D risk 5'UTR
cg06925530 ATXN1 chr6 0.858556823 - T2D risk 5'UTR
cg03408115 ZHX2 chr8 0.859185842 - T2D risk 5'UTR
cg04082532 NGF chr1 0.859249785 - T2D risk 5'UTR
cg26636917 CNTNAP2 chr7 0.859257455 + T2D risk Body
cg16251794 WWP2 chr16 0.859343583 - T2D risk TSS1500
cg16251794 WWP2 chr16 0.859343583 - T2D risk Body
cg13289553 SUB1 chr5 0.859424553 + T2D risk TSS200
cg05309081 NCOR1 chr17 0.859580518 - T2D risk Body
cg24214903 KDM4B chr19 0.859581613 + T2D risk Body
cg19241168 FBXL2 chr3 0.859582144 - T2D risk TSS1500
cg07191911 ERC2 chr3 0.859711065 - T2D risk 3'UTR
cg10020569 TPCN1 chr12 0.859841215 + T2D risk Body
cg16960797 GRK5 chr10 0.859841959 + T2D risk Body
cg09136052 DYNC1I1 chr7 0.859891082 + T2D risk Body
cg07330908 ARL8B chr3 0.859901445 - T2D risk TSS200
cg01000489 PLEKHG3 chr14 0.859902584 - T2D risk 5'UTR
cg21386089 TMEM131 chr2 0.860077257 + T2D risk Body
cg02896872 ITPKB chr1 0.860305602 - T2D risk Body
cg12538670 ARL8B chr3 0.860347089 + T2D risk Body
cg00896622 SEC31A chr4 0.86044042 + T2D risk Body
cg09803351 TPCN1 chr12 0.860848005 - T2D risk 5'UTR
cg12519998 DIP2C chr10 0.860980322 - T2D risk Body
cg08964948 CREBBP chr16 0.861077025 + T2D risk Body
cg22440734 ANK3 chr10 0.861115537 + T2D risk 3'UTR
cg02713901 GLG1 chr16 0.861171205 + T2D risk Body
cg02713901 GLG1 chr16 0.861171205 + T2D risk 1stExon



cg09903262 UXS1 chr2 0.861229732 - T2D risk Body
cg04386751 CDH22 chr20 0.861520569 - T2D risk Body
cg12708799 DIP2C chr10 0.861558952 - T2D risk Body
cg25002480 PRKCB chr16 0.861627637 - T2D risk Body
cg04154276 KIAA1217 chr10 0.861635671 - T2D risk 1stExon
cg04154276 KIAA1217 chr10 0.861635671 - T2D risk 5'UTR
cg20238079 MGRN1 chr16 0.861660115 + T2D risk Body
cg06559368 RET chr10 0.861735587 - T2D risk Body
cg27598794 INPP4A chr2 0.861817059 - T2D risk Body
cg10671987 KDM4B chr19 0.862001173 + T2D risk 5'UTR
cg25118631 USP53 chr4 0.862023666 - T2D risk Body
cg00247803 EVI5 chr1 0.862120023 + T2D risk Body
cg13898582 SLIT3 chr5 0.862189439 - T2D risk Body
cg21634331 MAST1 chr19 0.862218396 - T2D risk Body
cg23424146 BCAT1 chr12 0.862219119 + T2D risk Body
cg23424146 BCAT1 chr12 0.862219119 + T2D risk TSS200
cg23424146 BCAT1 chr12 0.862219119 + T2D risk TSS1500
cg27427487 KIAA1217 chr10 0.862230172 - T2D risk Body
cg27366994 KDM4B chr19 0.862318316 + T2D risk Body
cg16171428 DIP2C chr10 0.862387377 - T2D risk Body
cg12983997 PHACTR1 chr6 0.862512522 + T2D risk ExonBnd
cg12983997 PHACTR1 chr6 0.862512522 + T2D risk Body
cg00341042 ATRNL1 chr10 0.862578585 + T2D risk Body
cg13368786 ACSS2 chr20 0.862748155 - T2D risk Body
cg13368786 ACSS2 chr20 0.862748155 - T2D risk TSS1500
cg15468600 CUX1 chr7 0.862838394 + T2D risk Body
cg20984125 CMTR1 chr6 0.862892934 - T2D risk Body
cg07856163 CPLX2 chr5 0.862923127 + T2D risk TSS1500
cg04893119 PI15 chr8 0.862926886 + T2D risk TSS1500
cg17599620 CLASP2 chr3 0.862995428 - T2D risk Body
cg20305576 FLT1 chr13 0.86304365 + T2D risk Body
cg10129944 PHACTR1 chr6 0.863132613 + T2D risk 5'UTR
cg04107847 TTC28 chr22 0.86335239 + T2D risk Body
cg11410436 TOX3 chr16 0.863452576 - T2D risk 5'UTR
cg11410436 TOX3 chr16 0.863452576 - T2D risk TSS1500
cg23538782 APBA1 chr9 0.863546482 + T2D risk 5'UTR
cg12791877 DIP2C chr10 0.863583647 + T2D risk Body
cg03639240 PACS1 chr11 0.863592306 + T2D risk Body
cg11619524 CLASP2 chr3 0.863826556 + T2D risk Body
cg22753668 FLT1 chr13 0.863853503 + T2D risk Body
cg17954373 EIF4EBP3 chr5 0.863957085 - T2D risk TSS1500
cg15147545 ITGB1 chr10 0.864393538 - T2D risk TSS1500
cg18609236 LMCD1 chr3 0.864450011 - T2D risk 5'UTR
cg18609236 LMCD1 chr3 0.864450011 - T2D risk Body
cg23773983 ATXN1 chr6 0.864569331 + T2D risk TSS200
cg24263309 ATP6V1H chr8 0.864604843 - T2D risk Body
cg18451156 CHFR chr12 0.864672922 - T2D risk Body
cg27115788 WDR48 chr3 0.864829857 - T2D risk Body
cg04883859 PRKCE chr2 0.864833472 + T2D risk Body
cg11295183 DIP2C chr10 0.864865655 - T2D risk Body
cg11552951 WWP2 chr16 0.865087146 + T2D risk Body
cg03640293 SLIT3 chr5 0.865088496 - T2D risk Body
cg00027637 ITPKB chr1 0.865093559 - T2D risk Body
cg01748375 CHID1 chr11 0.865106696 - T2D risk 5'UTR
cg09719124 LMCD1 chr3 0.865120378 + T2D risk Body
cg07496016 NQO1 chr16 0.86515815 - T2D risk Body
cg01924894 SLC30A8 chr8 0.865220696 + T2D risk 5'UTR
cg01924894 SLC30A8 chr8 0.865220696 + T2D risk Body
cg03085666 NOTCH3 chr19 0.865332877 + T2D risk Body
cg20766940 RBM4 chr11 0.86537929 - T2D risk Body
cg10093067 NUP98 chr11 0.865533421 - T2D risk Body
cg10093067 NUP98 chr11 0.865533421 - T2D risk 3'UTR
cg05914060 PRMT3 chr11 0.865606184 - T2D risk Body
cg05145898 KIAA0232 chr4 0.86570962 - T2D risk 3'UTR
cg22589568 FARSB chr2 0.865784901 + T2D risk Body
cg25974996 KCNIP3 chr2 0.865837077 + T2D risk Body
cg05151055 CREBBP chr16 0.865854298 + T2D risk Body
cg09548990 UBE2K chr4 0.865866665 + T2D risk Body
cg17611936 PRKAG2 chr7 0.866207362 + T2D risk Body
cg07462863 NF1 chr17 0.866371599 - T2D risk Body



cg26619570 PPP1R12A chr12 0.866461494 + T2D risk Body
cg26619570 PPP1R12A chr12 0.866461494 + T2D risk TSS1500
cg00395277 ATP8A1 chr4 0.866565887 - T2D risk Body
cg09025113 ITGA1 chr5 0.866686397 + T2D risk Body
cg08388155 RRAGB chrX 0.86687907 + T2D risk TSS1500
cg10550387 ANK3 chr10 0.86696605 + T2D risk Body
cg03339592 TENM2 chr5 0.866990701 - T2D risk Body
cg20488972 CLEC16A chr16 0.867187428 - T2D risk TSS1500
cg10685947 ANK2 chr4 0.867443612 + T2D risk Body
cg02185843 AGPAT3 chr21 0.867448488 + T2D risk 5'UTR
cg07410783 CLEC16A chr16 0.867576076 + T2D risk Body
cg07174335 KCNIP3 chr2 0.867643615 + T2D risk Body
cg19697530 CADM1 chr11 0.867693541 + T2D risk 1stExon
cg02717506 ERC2 chr3 0.867773578 - T2D risk Body
cg04409081 ATRNL1 chr10 0.867839598 - T2D risk 3'UTR
cg09731946 AGPAT3 chr21 0.867905088 - T2D risk 5'UTR
cg00105060 CNTNAP2 chr7 0.867922116 - T2D risk Body
cg11764735 KIAA1109 chr4 0.867940097 - T2D risk Body
cg03400397 SMG7 chr1 0.868199094 - T2D risk ExonBnd
cg03400397 SMG7 chr1 0.868199094 - T2D risk Body
cg11434762 ROBO2 chr3 0.868301938 + T2D risk Body
cg21422623 ITPKB chr1 0.86830403 + T2D risk Body
cg07741192 MGRN1 chr16 0.86831943 + T2D risk Body
cg05997357 NCOA2 chr8 0.86835671 + T2D risk Body
cg27024214 RGS7 chr1 0.868418864 + T2D risk Body
cg16431095 HMBOX1 chr8 0.868422125 - T2D risk TSS200
cg16431095 HMBOX1 chr8 0.868422125 - T2D risk TSS1500
cg22796115 KIAA1217 chr10 0.868426204 - T2D risk Body
cg07870074 DIP2C chr10 0.868427319 + T2D risk Body
cg24351897 GRK5 chr10 0.868535391 + T2D risk Body
cg03611826 KIAA1217 chr10 0.868662408 + T2D risk 1stExon
cg03611826 KIAA1217 chr10 0.868662408 + T2D risk 5'UTR
cg03611826 KIAA1217 chr10 0.868662408 + T2D risk Body
cg10494981 DIP2C chr10 0.868671959 + T2D risk Body
cg11194708 PACRG chr6 0.86871557 - T2D risk Body
cg02204363 TENM2 chr5 0.868885203 - T2D risk Body
cg25212578 ANK3 chr10 0.868996359 - T2D risk Body
cg07814876 GGPS1 chr1 0.869085649 + T2D risk 5'UTR
cg00054948 EVI5 chr1 0.869127859 + T2D risk Body
cg24420947 SLC30A8 chr8 0.869150126 - T2D risk 5'UTR
cg17636008 GRK5 chr10 0.869279989 - T2D risk Body
cg10366245 MAN1A1 chr6 0.869462954 + T2D risk Body
cg14858993 GNA12 chr7 0.869465689 - T2D risk Body
cg18784506 ARL15 chr5 0.869484247 - T2D risk TSS1500

ch.7.3089487R CNTNAP2 chr7 0.869640784 - T2D risk Body
cg13103606 FAM160A1 chr4 0.869654831 - T2D risk 5'UTR
cg15793563 CHID1 chr11 0.869662417 + T2D risk 5'UTR
cg15793563 CHID1 chr11 0.869662417 + T2D risk TSS200
cg00049102 DACH1 chr13 0.869704008 + T2D risk Body
cg10530950 CLEC16A chr16 0.869746867 - T2D risk Body
cg04920776 POC1B chr12 0.870015344 - T2D risk Body
cg08653328 DIP2C chr10 0.870025345 + T2D risk Body
cg15068227 CNTROB chr17 0.870049538 - T2D risk ExonBnd
cg15068227 CNTROB chr17 0.870049538 - T2D risk Body
cg12195205 CLEC16A chr16 0.870121531 + T2D risk Body
cg03302008 KCNIP3 chr2 0.870175262 + T2D risk TSS200
cg03302008 KCNIP3 chr2 0.870175262 + T2D risk Body
cg14918958 ANK2 chr4 0.870286919 - T2D risk Body
cg04195892 CUX2 chr12 0.870375876 + T2D risk Body
cg26314815 TMEM150C chr4 0.87047343 - T2D risk TSS1500
cg03207915 MAN1A1 chr6 0.870497014 - T2D risk Body
cg12349350 CUX1 chr7 0.870506122 + T2D risk Body
cg02224047 CUX1 chr7 0.870597116 - T2D risk Body
cg23926526 MDM1 chr12 0.870795399 + T2D risk TSS1500
cg26368813 SUB1 chr5 0.870868974 - T2D risk TSS200
cg19231811 PHACTR1 chr6 0.870906189 + T2D risk Body
cg08248849 PLEKHG3 chr14 0.870955653 + T2D risk 5'UTR
cg26479230 MAST1 chr19 0.871095688 - T2D risk TSS1500
cg15832436 PACRG chr6 0.871121762 - T2D risk 1stExon
cg15832436 PACRG chr6 0.871121762 - T2D risk TSS1500



cg15832436 PACRG chr6 0.871121762 - T2D risk 5'UTR
cg27319188 PACS1 chr11 0.871206329 + T2D risk Body
cg19332302 RRAGB chrX 0.871238393 - T2D risk Body
cg19332302 RRAGB chrX 0.871238393 - T2D risk ExonBnd
cg19886272 WWP2 chr16 0.871292683 + T2D risk TSS1500
cg19886272 WWP2 chr16 0.871292683 + T2D risk Body
cg14838600 PRKAG2 chr7 0.87129898 + T2D risk Body
cg24770019 NCOA7 chr6 0.871401175 - T2D risk 5'UTR
cg24770019 NCOA7 chr6 0.871401175 - T2D risk Body
cg03336832 MGRN1 chr16 0.871486875 + T2D risk Body
cg06779248 DYNC1I1 chr7 0.871544501 + T2D risk Body
cg08841318 RNF217 chr6 0.871695965 + T2D risk 1stExon
cg04012266 PDE3A chr12 0.871728156 + T2D risk 1stExon
cg06046147 ARID2 chr12 0.871753742 + T2D risk Body
cg26680350 KIAA1217 chr10 0.871799693 + T2D risk Body
cg22508930 RAP1B chr12 0.871892931 - T2D risk 5'UTR
cg15170139 RAP1GAP2 chr17 0.872271285 + T2D risk Body
cg12999769 WWP2 chr16 0.872438791 + T2D risk Body
cg02461985 FARSB chr2 0.872469125 + T2D risk Body
cg07912922 PHACTR1 chr6 0.872816405 - T2D risk Body
cg22586405 CDH22 chr20 0.872905403 + T2D risk Body
cg06393874 SRPK2 chr7 0.872907363 + T2D risk TSS200
cg06393874 SRPK2 chr7 0.872907363 + T2D risk Body
cg09605880 PTP4A2 chr1 0.87299918 + T2D risk 5'UTR
cg25631092 TBC1D5 chr3 0.873126657 + T2D risk TSS1500
cg01438802 PICALM chr11 0.873133288 - T2D risk Body
cg05635369 ATRNL1 chr10 0.873197043 + T2D risk Body
cg14054343 RTN4 chr2 0.87339752 + T2D risk TSS200
cg14054343 RTN4 chr2 0.87339752 + T2D risk Body
cg03427191 MGRN1 chr16 0.873404688 + T2D risk Body
cg01526547 COL4A1 chr13 0.873454246 + T2D risk Body
cg19109955 ACTN4 chr19 0.873544881 + T2D risk TSS200
cg06497954 ARL8B chr3 0.873580745 + T2D risk Body
cg14872036 ADCY5 chr3 0.873597429 + T2D risk Body
cg23222061 PRKAG2 chr7 0.873644762 - T2D risk TSS200
cg23222061 PRKAG2 chr7 0.873644762 - T2D risk Body
cg24636057 COL4A1 chr13 0.873657969 + T2D risk Body
cg05391398 GALK2 chr15 0.873734613 - T2D risk Body
cg06143663 CLEC16A chr16 0.873864876 + T2D risk Body
cg26368942 ENAH chr1 0.873874562 - T2D risk TSS1500
cg26278487 DNAJC1 chr10 0.873975066 + T2D risk Body
cg19095981 ARL15 chr5 0.873975925 - T2D risk Body
cg13772849 NF1 chr17 0.874004 - T2D risk Body
cg15845673 BCAT1 chr12 0.874110909 - T2D risk Body
cg24688343 TANC2 chr17 0.874198749 - T2D risk Body
cg18593303 ATXN1 chr6 0.874289441 + T2D risk 5'UTR
cg10262188 DIP2C chr10 0.874345892 + T2D risk Body
cg11502597 KIAA1217 chr10 0.874354531 - T2D risk TSS200
cg11502597 KIAA1217 chr10 0.874354531 - T2D risk 5'UTR
cg05721077 PACS2 chr14 0.874369679 + T2D risk Body
cg14891553 ACTN4 chr19 0.874513647 - T2D risk Body
cg09158218 ENAH chr1 0.874561942 + T2D risk Body
cg10061492 PACS2 chr14 0.874630583 + T2D risk Body
cg13176785 PRKCE chr2 0.87479736 + T2D risk Body
cg16963426 MAST1 chr19 0.874804375 - T2D risk Body
cg23328493 CUX1 chr7 0.875049964 + T2D risk Body
cg23861889 PRKCE chr2 0.875146379 + T2D risk TSS1500
cg13139972 DKK2 chr4 0.875233688 - T2D risk 1stExon
cg13139972 DKK2 chr4 0.875233688 - T2D risk 5'UTR
cg10457878 EFR3A chr8 0.87528931 - T2D risk Body
cg04004513 SKAP1 chr17 0.875293998 - T2D risk Body
cg02362381 ITGA1 chr5 0.875315799 - T2D risk TSS1500
cg21694531 SLC30A8 chr8 0.875639079 - T2D risk Body
cg00518941 PRKCE chr2 0.875659713 + T2D risk Body
cg01220564 DDC chr7 0.875793404 + T2D risk 1stExon
cg01220564 DDC chr7 0.875793404 + T2D risk 5'UTR
cg03349134 SCGN chr6 0.875850489 - T2D risk Body
cg17304276 CUX2 chr12 0.875970021 - T2D risk Body
cg04550430 PRKCB chr16 0.876018326 + T2D risk Body
cg24105638 TAZ chrX 0.876193336 - T2D risk Body



cg27622633 USP53 chr4 0.876197778 + T2D risk TSS200
cg02505121 SLIT3 chr5 0.876314769 + T2D risk Body
cg22180298 PACRG chr6 0.876350177 + T2D risk Body
cg06682454 TMEM131 chr2 0.876361325 - T2D risk Body
cg14269576 CPLX2 chr5 0.876432822 + T2D risk 5'UTR
cg17739932 NCOA2 chr8 0.876494141 + T2D risk Body
cg01333028 TMEM131 chr2 0.876696837 + T2D risk Body
cg23469046 ULK4 chr3 0.876714843 - T2D risk TSS1500
cg14725719 RET chr10 0.876775883 + T2D risk Body
cg05064673 PTPRU chr1 0.877031028 + T2D risk TSS1500
cg09076339 ITPKB chr1 0.877048704 + T2D risk Body
cg10769157 AMD1 chr6 0.877106417 + T2D risk 5'UTR
cg10769157 AMD1 chr6 0.877106417 + T2D risk Body
cg05397216 TJP1 chr15 0.877129019 + T2D risk Body
cg27367992 ST6GAL1 chr3 0.877143287 - T2D risk 5'UTR
cg27367992 ST6GAL1 chr3 0.877143287 - T2D risk TSS1500
cg21924617 ROBO2 chr3 0.877238288 - T2D risk 5'UTR
cg21924617 ROBO2 chr3 0.877238288 - T2D risk TSS1500
cg21924617 ROBO2 chr3 0.877238288 - T2D risk Body
cg02388371 ATP6V1H chr8 0.877292411 - T2D risk Body
cg07478825 CDH22 chr20 0.877511823 + T2D risk Body
cg17783697 SEC31A chr4 0.87756225 - T2D risk Body
cg07575501 CUX2 chr12 0.877682779 - T2D risk Body
cg17339794 KDM4B chr19 0.877748082 + T2D risk Body
cg04011247 BCAT1 chr12 0.87776614 + T2D risk 5'UTR
cg04011247 BCAT1 chr12 0.87776614 + T2D risk 1stExon
cg03425093 GNA12 chr7 0.877808925 - T2D risk Body
cg00089101 TMEM131 chr2 0.877818076 + T2D risk TSS200
cg12099191 KDM4B chr19 0.877988009 - T2D risk Body
cg04863427 PRKAG2 chr7 0.878045664 + T2D risk Body
cg06339423 ATP6V1H chr8 0.878161575 - T2D risk Body
cg01082843 UNC80 chr2 0.878205793 + T2D risk 1stExon
cg03764976 NOTCH3 chr19 0.878244246 - T2D risk Body
cg06064015 CADM1 chr11 0.878340384 - T2D risk Body
cg12989088 TTC28 chr22 0.878428934 + T2D risk Body
cg03680680 DIP2C chr10 0.878429535 - T2D risk Body
cg03552522 NUP98 chr11 0.878453411 + T2D risk 3'UTR
cg06002567 ATXN1 chr6 0.878533058 + T2D risk 5'UTR
cg06138257 CHFR chr12 0.8785493 + T2D risk 3'UTR
cg04901821 GGPS1 chr1 0.87870666 - T2D risk 3'UTR
cg01937628 PDK1 chr2 0.878887254 - T2D risk TSS200
cg01937628 PDK1 chr2 0.878887254 - T2D risk TSS1500
cg26562691 PRKCB chr16 0.878889831 - T2D risk Body
cg18965179 CUX1 chr7 0.878956853 + T2D risk Body
cg14803394 STX6 chr1 0.879385427 - T2D risk TSS1500
cg23168264 MEIS2 chr15 0.879533861 - T2D risk 5'UTR
cg23168264 MEIS2 chr15 0.879533861 - T2D risk 1stExon
cg23168264 MEIS2 chr15 0.879533861 - T2D risk TSS1500
cg01971671 SKAP1 chr17 0.879591107 - T2D risk Body
cg03368634 CREBBP chr16 0.879785519 + T2D risk Body
cg13495046 NUP98 chr11 0.879919663 - T2D risk Body
cg10258107 DYNC1I1 chr7 0.879998894 - T2D risk Body
cg17710868 MAST1 chr19 0.880024247 - T2D risk TSS1500
cg15308917 SMG7 chr1 0.8802067 + T2D risk Body
cg03257293 ITPKB chr1 0.880255262 - T2D risk TSS1500
cg15481353 NCOR1 chr17 0.88026347 - T2D risk Body
cg27167982 EVI5 chr1 0.880310803 - T2D risk Body
cg03263637 ZHX2 chr8 0.88039599 - T2D risk 5'UTR
cg04616529 CLEC16A chr16 0.88043381 - T2D risk Body
cg24709257 CADM1 chr11 0.880497249 - T2D risk Body
cg09438147 UNC80 chr2 0.88081595 + T2D risk TSS200
cg18170689 CUX1 chr7 0.880927873 - T2D risk Body
cg15035324 PRKCE chr2 0.881114651 + T2D risk Body
cg23982527 CHID1 chr11 0.881154804 - T2D risk Body
cg14931071 PHACTR1 chr6 0.881301252 - T2D risk TSS200
cg19384997 CRYL1 chr13 0.881356173 - T2D risk Body
cg18407878 DIP2C chr10 0.881429268 + T2D risk Body
cg04356401 CADM1 chr11 0.881540665 - T2D risk Body
cg07896099 DIP2C chr10 0.881634708 + T2D risk Body
cg21092551 TJP1 chr15 0.881864271 + T2D risk 3'UTR



cg09885664 PDLIM5 chr4 0.88186631 - T2D risk Body
cg02118424 KREMEN1 chr22 0.882078903 + T2D risk Body
cg22795471 PTPRU chr1 0.882139647 - T2D risk Body
cg00345656 BIRC5 chr17 0.882192206 - T2D risk TSS1500
cg12760508 AMD1 chr6 0.882434658 - T2D risk 5'UTR
cg12760508 AMD1 chr6 0.882434658 - T2D risk Body
cg08855484 APBA1 chr9 0.882458973 + T2D risk Body
cg12028789 WWP2 chr16 0.882800915 - T2D risk 5'UTR
cg05861420 KIAA1217 chr10 0.883049817 - T2D risk Body
cg19579652 DIP2C chr10 0.883106067 + T2D risk Body
cg08407670 CLOCK chr4 0.883322897 + T2D risk Body
cg08494793 PRKAG2 chr7 0.883370152 + T2D risk Body
cg20910875 KCNJ12 chr17 0.883376357 - T2D risk 5'UTR
cg10667166 FLT1 chr13 0.883466475 + T2D risk Body
cg02632809 SLC29A4 chr7 0.883516533 + T2D risk Body
cg19078123 RAP1GAP2 chr17 0.883540563 - T2D risk Body
cg23837895 LMX1B chr9 0.883583907 + T2D risk Body
cg09122989 PACS1 chr11 0.883695652 - T2D risk Body
cg03555227 RANBP17 chr5 0.883794008 - T2D risk Body
cg01707275 PHACTR1 chr6 0.883843816 - T2D risk Body
cg20787648 SSB chr2 0.883889362 + T2D risk TSS200
cg27608981 CUX1 chr7 0.884197224 - T2D risk Body
cg27647825 FNIP2 chr4 0.884231716 + T2D risk Body
cg21834420 CLOCK chr4 0.884336291 - T2D risk TSS200
cg21834420 CLOCK chr4 0.884336291 - T2D risk 5'UTR
cg19118937 NGLY1 chr3 0.884379977 + T2D risk Body
cg02328929 ENAH chr1 0.884412562 + T2D risk Body
cg06228645 KIAA1217 chr10 0.884920003 - T2D risk Body
cg25548221 CHID1 chr11 0.885030104 + T2D risk Body
cg19538089 GAD1 chr2 0.885107309 - T2D risk 1stExon
cg19538089 GAD1 chr2 0.885107309 - T2D risk 5'UTR
cg02594677 DIP2C chr10 0.885134257 + T2D risk Body
cg14072126 FBXO11 chr2 0.885201153 - T2D risk 5'UTR
cg00780540 DIP2C chr10 0.885245898 + T2D risk Body
cg12696066 DDC chr7 0.885262998 - T2D risk Body
cg21505551 PACS1 chr11 0.88526823 + T2D risk Body
cg13982318 APBA1 chr9 0.885277531 + T2D risk Body
cg23976221 PDLIM5 chr4 0.885380766 - T2D risk Body
cg03311836 ACTN4 chr19 0.885460851 + T2D risk Body
cg02105641 ENAH chr1 0.885557785 - T2D risk Body
cg14350986 TPCN1 chr12 0.88560829 - T2D risk 5'UTR
cg14350986 TPCN1 chr12 0.88560829 - T2D risk Body
cg03874268 SEZ6L chr22 0.885641829 - T2D risk Body
cg11386711 ST6GAL1 chr3 0.885754736 + T2D risk 5'UTR
cg22902223 SLIT3 chr5 0.885758221 - T2D risk Body
cg25943763 ITPKB chr1 0.885847663 - T2D risk Body
cg02458318 DIP2C chr10 0.885860645 - T2D risk Body
cg05109049 NF1 chr17 0.886019559 - T2D risk Body
cg04868583 ATP8A1 chr4 0.886034234 - T2D risk Body
cg04639515 KDM4B chr19 0.886073542 - T2D risk 5'UTR
cg05106502 SKAP1 chr17 0.886098808 - T2D risk Body
cg20688157 NOTCH3 chr19 0.886109491 + T2D risk Body
cg25618198 ATP8A2 chr13 0.886229102 + T2D risk Body
cg17831934 CNTNAP2 chr7 0.886401966 + T2D risk Body
cg04125246 ULK4 chr3 0.886624499 + T2D risk 1stExon
cg04125246 ULK4 chr3 0.886624499 + T2D risk 5'UTR
cg17472072 CLASP2 chr3 0.886664817 - T2D risk 1stExon
cg14281612 DNAH9 chr17 0.886756038 + T2D risk TSS200
cg14281612 DNAH9 chr17 0.886756038 + T2D risk Body
cg22027930 CNTNAP2 chr7 0.886823392 - T2D risk Body
cg09005651 MGRN1 chr16 0.887034617 + T2D risk 3'UTR
cg19223119 DIP2C chr10 0.88703481 - T2D risk Body
cg22129585 POC1B chr12 0.887113059 - T2D risk TSS200
cg22129585 POC1B chr12 0.887113059 - T2D risk TSS1500
cg27627210 SLIT3 chr5 0.887264866 - T2D risk Body
cg07984358 KIAA1217 chr10 0.887308458 - T2D risk Body
cg17372101 CNTNAP2 chr7 0.88748475 + T2D risk Body
cg22897215 CHID1 chr11 0.887538996 - T2D risk TSS1500
cg06879394 PHACTR1 chr6 0.887546574 - T2D risk Body
cg24171152 ATP2B1 chr12 0.887556632 + T2D risk TSS1500



cg03776181 ANK2 chr4 0.887639261 - T2D risk Body
cg07388903 TOP2A chr17 0.887676426 - T2D risk TSS200
cg09950128 TMEM219 chr16 0.887804991 - T2D risk TSS1500
cg03231326 SEC31A chr4 0.887828904 - T2D risk Body
cg00338702 CHFR chr12 0.887847279 + T2D risk Body
cg01988539 SSBP2 chr5 0.887891744 - T2D risk 5'UTR
cg01988539 SSBP2 chr5 0.887891744 - T2D risk 1stExon
cg17250680 RHBDD1 chr2 0.887945145 - T2D risk Body
cg14721415 CLASP2 chr3 0.88798233 - T2D risk Body
cg26222293 FLT1 chr13 0.888061267 - T2D risk Body
cg25764217 GNA12 chr7 0.888085084 + T2D risk Body
cg22669822 KDM4B chr19 0.88831817 - T2D risk 5'UTR
cg18028711 TSC22D1 chr13 0.888350068 + T2D risk 1stExon
cg07064231 MDM1 chr12 0.888550725 - T2D risk Body
cg18695665 ATP8A1 chr4 0.888708496 - T2D risk Body
cg03134111 GALK2 chr15 0.88886826 - T2D risk Body
cg13984756 DIP2C chr10 0.889083447 - T2D risk Body
cg03736774 ATP8A2 chr13 0.889101695 - T2D risk Body
cg13548265 CHKA chr11 0.88916463 + T2D risk TSS1500
cg17963042 CRYL1 chr13 0.889181494 + T2D risk Body
cg02430368 SCGN chr6 0.889326083 - T2D risk TSS1500
cg27090024 CHKA chr11 0.889439467 + T2D risk TSS1500
cg22471176 RBBP6 chr16 0.889450432 - T2D risk Body
cg04180668 PACRG chr6 0.889507076 - T2D risk TSS200
cg04180668 PACRG chr6 0.889507076 - T2D risk 5'UTR
cg25788006 ATRNL1 chr10 0.889544595 + T2D risk Body
cg12372912 TAB2 chr6 0.889567797 - T2D risk Body
cg05384053 TANC2 chr17 0.889607711 + T2D risk Body
cg01264399 PRKCE chr2 0.889667081 - T2D risk Body
cg24873377 SCARB2 chr4 0.889711289 - T2D risk Body
cg22342922 SLC30A8 chr8 0.889864063 + T2D risk Body
cg00392760 CLASP2 chr3 0.890115847 - T2D risk TSS1500
cg25299676 MET chr7 0.89012668 - T2D risk 5'UTR
cg10279167 CREBBP chr16 0.890132287 + T2D risk Body
cg01101373 KIAA0355 chr19 0.890169965 - T2D risk 5'UTR
cg20043683 RBM4 chr11 0.890265918 - T2D risk Body
cg06715160 WWP2 chr16 0.890303322 - T2D risk TSS200
cg06505229 UXS1 chr2 0.890304331 - T2D risk Body
cg06254768 ANK2 chr4 0.890333185 - T2D risk Body
cg21117653 SRPK2 chr7 0.890417822 + T2D risk Body
cg21117653 SRPK2 chr7 0.890417822 + T2D risk 5'UTR
cg21117653 SRPK2 chr7 0.890417822 + T2D risk TSS1500
cg04761648 CDK8 chr13 0.890419547 - T2D risk Body
cg20000539 DDHD2 chr8 0.890447279 - T2D risk 3'UTR
cg24095931 ZHX2 chr8 0.89045445 - T2D risk 5'UTR
cg05954826 CUX1 chr7 0.890498715 + T2D risk TSS1500
cg05954826 CUX1 chr7 0.890498715 + T2D risk Body
cg06717633 PRKD1 chr14 0.890549033 - T2D risk Body
cg01162610 DIP2C chr10 0.890622003 + T2D risk Body
cg14471569 DIP2C chr10 0.890720451 + T2D risk Body
cg08490816 RCAN2 chr6 0.890977792 + T2D risk Body
cg22274117 ATXN1 chr6 0.891071229 - T2D risk 5'UTR
cg20452252 DIP2C chr10 0.891092559 - T2D risk Body
cg09136067 PHACTR1 chr6 0.891171808 - T2D risk Body
cg25081985 ATP6V1H chr8 0.89127797 - T2D risk TSS200
cg25081985 ATP6V1H chr8 0.89127797 - T2D risk TSS1500
cg06709107 CUX1 chr7 0.891281653 - T2D risk Body
cg07465602 CDH22 chr20 0.891329493 + T2D risk Body
cg24732878 PACS2 chr14 0.891354184 - T2D risk Body
cg05450193 ERC2 chr3 0.891456421 - T2D risk Body
cg01186212 ANK3 chr10 0.891592454 + T2D risk Body
cg03107235 ATP8A2 chr13 0.891600458 + T2D risk Body
cg25291396 LMX1B chr9 0.891733579 + T2D risk 5'UTR
cg25291396 LMX1B chr9 0.891733579 + T2D risk 1stExon
cg02374388 JPH2 chr20 0.891880789 - T2D risk Body
cg14452248 CLEC16A chr16 0.89200122 - T2D risk Body
cg04377139 FNIP2 chr4 0.892036607 - T2D risk Body
cg20974602 ST6GAL1 chr3 0.892039686 - T2D risk Body
cg20974602 ST6GAL1 chr3 0.892039686 - T2D risk 5'UTR
cg20145562 CLIC5 chr6 0.892106667 - T2D risk Body



cg05341670 TMEM59 chr1 0.892234278 + T2D risk Body
cg00092821 CLIC5 chr6 0.892364045 - T2D risk 1stExon
cg11709874 APC chr5 0.89240856 - T2D risk Body
cg13216442 COL4A1 chr13 0.892604124 + T2D risk Body
cg10205895 DACH1 chr13 0.892705105 + T2D risk TSS1500
cg02472348 ST8SIA1 chr12 0.892707844 + T2D risk TSS200
cg05528280 DIP2C chr10 0.892904948 - T2D risk Body
cg12921396 ERC2 chr3 0.892947864 - T2D risk Body
cg08463581 CHID1 chr11 0.892988385 + T2D risk Body
cg07521829 NUF2 chr1 0.893019111 + T2D risk 5'UTR
cg00748492 DNAJC1 chr10 0.893059793 - T2D risk Body
cg19453113 ERC2 chr3 0.893074794 + T2D risk Body
cg17920108 PTP4A2 chr1 0.89339679 - T2D risk Body
cg01526331 KIAA1217 chr10 0.893489477 + T2D risk Body
cg06010326 TMEM150C chr4 0.893498726 - T2D risk 5'UTR
cg09833641 TSGA10 chr2 0.893600981 - T2D risk Body
cg24322968 SKAP1 chr17 0.893624599 + T2D risk TSS1500
cg11964762 USP53 chr4 0.893652793 + T2D risk Body
cg06294954 CUX1 chr7 0.893737886 + T2D risk Body
cg05688906 PDLIM5 chr4 0.893752637 - T2D risk 5'UTR
cg05688906 PDLIM5 chr4 0.893752637 - T2D risk Body
cg10022505 DIP2C chr10 0.893988244 - T2D risk Body
cg08810107 ATP8A2 chr13 0.894053599 + T2D risk Body
cg19113920 DNAH9 chr17 0.8941167 + T2D risk Body
cg17288896 LAP3 chr4 0.894163485 + T2D risk TSS1500
cg24999192 SKAP1 chr17 0.894272493 - T2D risk Body
cg04742029 POC1B chr12 0.894585057 + T2D risk TSS1500
cg06958882 ASH1L chr1 0.8949213 - T2D risk Body
cg07050412 LAMA4 chr6 0.894960486 + T2D risk Body
cg24194093 NCOR1 chr17 0.89499733 + T2D risk Body
cg24691024 MYO6 chr6 0.895032701 + T2D risk 5'UTR
cg02623524 IFT74 chr9 0.895037663 + T2D risk 5'UTR
cg12070337 PRKD1 chr14 0.895141318 + T2D risk Body
cg20694865 TMEM131 chr2 0.89524014 + T2D risk TSS200
cg23101138 DACH1 chr13 0.895267705 - T2D risk Body
cg15798462 FLT1 chr13 0.895404622 + T2D risk Body
cg07329149 NDUFB3 chr2 0.895506633 - T2D risk TSS200
cg12914459 GAD1 chr2 0.895520584 + T2D risk Body
cg27577993 PRKAG2 chr7 0.89561042 + T2D risk Body
cg19581409 AGPAT3 chr21 0.895720336 + T2D risk 5'UTR
cg20998753 DDC chr7 0.895742623 - T2D risk 5'UTR
cg25704289 ARPP19 chr15 0.895815643 + T2D risk Body
cg06775669 CUX1 chr7 0.895822858 + T2D risk Body
cg26982364 CPLX2 chr5 0.895870182 + T2D risk 5'UTR
cg02749733 DYNC1I1 chr7 0.895902225 + T2D risk Body
cg11848113 DIP2C chr10 0.895904577 - T2D risk Body
cg09413946 CLEC16A chr16 0.895981574 - T2D risk Body
cg07959956 ERC2 chr3 0.89600822 + T2D risk 5'UTR
cg13789529 GRK5 chr10 0.896013423 + T2D risk Body
cg15297178 WIZ chr19 0.896211893 + T2D risk Body
cg15775060 TBC1D5 chr3 0.896488848 - T2D risk Body
cg12626882 DNAH9 chr17 0.896638715 + T2D risk 5'UTR
cg12626882 DNAH9 chr17 0.896638715 + T2D risk 1stExon
cg12626882 DNAH9 chr17 0.896638715 + T2D risk Body
cg03223126 CUX2 chr12 0.896733211 + T2D risk TSS1500
cg18865419 KDM4B chr19 0.896772668 + T2D risk Body
cg05820243 SKAP1 chr17 0.897044967 + T2D risk Body
cg00454650 ERC2 chr3 0.897292806 + T2D risk Body
cg06618138 PACS1 chr11 0.897303958 + T2D risk Body
cg09337852 CALD1 chr7 0.897376499 - T2D risk 1stExon
cg09337852 CALD1 chr7 0.897376499 - T2D risk 5'UTR
cg10831479 TANC2 chr17 0.897426334 - T2D risk 3'UTR
cg20389132 ADCY5 chr3 0.897460474 - T2D risk Body
cg08964693 DIP2C chr10 0.897485784 - T2D risk Body
cg02660480 KIAA1217 chr10 0.897643096 - T2D risk Body
cg15064868 PHACTR1 chr6 0.897732547 + T2D risk Body
cg02578058 UNC80 chr2 0.89776831 - T2D risk Body
cg10535597 CUX2 chr12 0.897831602 - T2D risk Body
cg04959423 SLIT3 chr5 0.897960328 + T2D risk Body
cg05973498 NCOA2 chr8 0.898004105 - T2D risk 5'UTR



cg03712278 TENM2 chr5 0.898062049 + T2D risk Body
cg18753337 ST20 chr15 0.898130644 - T2D risk 1stExon
cg18753337 ST20 chr15 0.898130644 - T2D risk 5'UTR
cg22863620 GRK5 chr10 0.898153146 + T2D risk Body
cg09278832 MTHFS chr15 0.898188547 - T2D risk Body
cg19239230 RGS7 chr1 0.898272834 - T2D risk 3'UTR
cg26794346 ATXN1 chr6 0.898315291 - T2D risk 5'UTR
cg00944888 CUX1 chr7 0.898395424 - T2D risk TSS1500
cg00944888 CUX1 chr7 0.898395424 - T2D risk Body
cg05260865 GRK5 chr10 0.898656077 - T2D risk Body
cg25373595 RAP1GAP2 chr17 0.898661086 + T2D risk TSS200
cg00808511 TOX3 chr16 0.898702453 - T2D risk Body
cg01694234 SLIT3 chr5 0.898767683 + T2D risk Body
cg16765053 SCAF11 chr12 0.898990314 - T2D risk 5'UTR
cg22424581 ARL15 chr5 0.899125262 - T2D risk Body
cg06697867 MMS19 chr10 0.899239837 - T2D risk TSS200
cg06697867 MMS19 chr10 0.899239837 - T2D risk TSS1500
cg03065383 KCNIP3 chr2 0.8992519 + T2D risk Body
cg03065383 KCNIP3 chr2 0.8992519 + T2D risk TSS1500
cg01882566 RPGR chrX 0.899413157 + T2D risk TSS1500
cg07713291 ATXN1 chr6 0.899467407 + T2D risk 5'UTR
cg11989895 PACS1 chr11 0.899506577 - T2D risk Body
cg17878037 ARL15 chr5 0.899522792 - T2D risk TSS200
cg26986958 DIP2C chr10 0.899771587 - T2D risk Body
cg11337367 ANK2 chr4 0.899807563 + T2D risk Body
cg04884244 ASH1L chr1 0.899834949 + T2D risk Body
cg03738915 DIP2C chr10 0.899842146 - T2D risk Body
cg12246996 ASXL2 chr2 0.899870636 + T2D risk Body
cg06979729 TBC1D5 chr3 0.899889787 - T2D risk Body
cg24671666 PLEKHG3 chr14 0.899903558 + T2D risk Body
cg05970496 RAP1GAP2 chr17 0.900087519 + T2D risk Body
cg20136009 PPFIBP1 chr12 0.900114273 + T2D risk 5'UTR
cg06042849 DIP2C chr10 0.90016774 - T2D risk Body
cg06609193 PACS1 chr11 0.900210746 - T2D risk Body
cg02163039 PHF21A chr11 0.900216276 - T2D risk TSS1500
cg03922340 RHOA chr3 0.900221665 + T2D risk 3'UTR
cg10664162 DIP2C chr10 0.900502632 - T2D risk Body
cg00361696 ANKHD1 chr5 0.90089099 - T2D risk TSS1500
cg08235266 CUX1 chr7 0.900987202 - T2D risk 3'UTR
cg12798657 RAP1GAP2 chr17 0.901146141 + T2D risk Body
cg07386952 PACS2 chr14 0.901220036 - T2D risk Body
cg10778104 KIAA1217 chr10 0.901322151 + T2D risk 5'UTR
cg04086328 ITPKB chr1 0.901345255 + T2D risk Body
cg05932518 SRPK2 chr7 0.901346388 + T2D risk Body
cg11494616 TMEM131 chr2 0.90160872 + T2D risk Body
cg13936214 SEZ6L chr22 0.901798257 - T2D risk TSS200
cg25530246 COL4A1 chr13 0.901863841 + T2D risk TSS1500
cg19152196 SEZ6L chr22 0.901921911 + T2D risk TSS1500
cg12442056 TTC28 chr22 0.901926811 + T2D risk Body
cg17957954 ARL15 chr5 0.901944279 - T2D risk Body
cg01242456 ARL15 chr5 0.901965979 + T2D risk Body
cg11616283 ASXL2 chr2 0.902003202 - T2D risk TSS200
cg08576694 DENND4C chr9 0.902028504 - T2D risk Body
cg08471540 TANC2 chr17 0.902316708 - T2D risk Body
cg13320597 TMEM219 chr16 0.902412242 + T2D risk Body
cg17541528 COL4A1 chr13 0.902414766 - T2D risk TSS200
cg21008208 PRKAG2 chr7 0.902513321 - T2D risk Body
cg21517458 PDE7A chr8 0.90252524 + T2D risk Body
cg15969263 AGPAT3 chr21 0.902542987 + T2D risk 5'UTR
cg06747558 PHACTR1 chr6 0.902555101 + T2D risk Body
cg17255756 DDHD2 chr8 0.902571726 - T2D risk Body
cg06721601 CUX1 chr7 0.90258107 + T2D risk Body
cg18457964 NCOA7 chr6 0.902646944 + T2D risk Body
cg18457964 NCOA7 chr6 0.902646944 + T2D risk TSS1500
cg27582333 MGRN1 chr16 0.902817834 + T2D risk Body
cg01185093 SLC29A4 chr7 0.90285591 + T2D risk 3'UTR
cg03595540 NCOR1 chr17 0.902913167 - T2D risk 5'UTR
cg03595540 NCOR1 chr17 0.902913167 - T2D risk TSS1500
cg24328884 PRKACB chr1 0.902921218 - T2D risk Body
cg24328884 PRKACB chr1 0.902921218 - T2D risk TSS1500



cg04275404 KIAA1217 chr10 0.902930462 - T2D risk 5'UTR
cg14977389 ZHX2 chr8 0.902930719 + T2D risk 5'UTR
cg19081759 YWHAQ chr2 0.90297227 - T2D risk 5'UTR
cg19081759 YWHAQ chr2 0.90297227 - T2D risk 1stExon
cg12680124 ROBO2 chr3 0.90303986 + T2D risk 5'UTR
cg12680124 ROBO2 chr3 0.90303986 + T2D risk Body
cg20397481 POLA1 chrX 0.903102777 + T2D risk Body
cg01951170 GNA12 chr7 0.90318468 - T2D risk Body
cg06497893 FAM160A1 chr4 0.903249465 - T2D risk 5'UTR
cg20089598 ADCY5 chr3 0.9033531 - T2D risk Body
cg01999537 AMD1 chr6 0.903365834 + T2D risk 5'UTR
cg16244786 SLIT3 chr5 0.903399244 - T2D risk Body
cg21756828 CLIC5 chr6 0.90347079 - T2D risk TSS1500
cg21756828 CLIC5 chr6 0.90347079 - T2D risk Body
cg26372949 ARHGAP32 chr11 0.903593328 - T2D risk Body
cg25073919 KCNIP3 chr2 0.90363351 - T2D risk Body
cg25073919 KCNIP3 chr2 0.90363351 - T2D risk 1stExon
cg08390622 GALK2 chr15 0.903640191 - T2D risk Body
cg08390622 GALK2 chr15 0.903640191 - T2D risk TSS200
cg17041755 NF1 chr17 0.90367095 + T2D risk Body
cg03912060 SH3GL2 chr9 0.903757568 + T2D risk Body
cg13058486 NF1 chr17 0.903853464 + T2D risk Body
cg21605122 TENM2 chr5 0.903894319 + T2D risk Body
cg00419139 CADM1 chr11 0.904002655 - T2D risk Body
cg13169575 CDH22 chr20 0.904261818 + T2D risk Body
cg13573626 PACS2 chr14 0.90426572 + T2D risk Body
cg08680130 PRKCE chr2 0.904378717 + T2D risk Body
cg26679231 LCA5 chr6 0.904382642 + T2D risk 1stExon
cg26679231 LCA5 chr6 0.904382642 + T2D risk 5'UTR
cg22345270 NCOR1 chr17 0.904559962 + T2D risk Body
cg00565561 ULK4 chr3 0.904677758 - T2D risk Body
cg09149499 PHF21A chr11 0.904695498 - T2D risk Body
cg24736886 DACH1 chr13 0.90491015 + T2D risk Body
cg14209522 AGPAT3 chr21 0.904967442 + T2D risk Body
cg01030321 ACTN4 chr19 0.905380413 + T2D risk Body
cg04973680 MET chr7 0.90545934 + T2D risk Body
cg03265111 TJP1 chr15 0.905662579 + T2D risk Body
cg20070597 PICALM chr11 0.905700276 + T2D risk 1stExon
cg20070597 PICALM chr11 0.905700276 + T2D risk 5'UTR
cg12820609 PLAGL1 chr6 0.905719853 - T2D risk TSS200
cg12820609 PLAGL1 chr6 0.905719853 - T2D risk TSS1500
cg12820609 PLAGL1 chr6 0.905719853 - T2D risk 5'UTR
cg25630123 NPAT chr11 0.905850359 - T2D risk 3'UTR
cg14466759 CUX1 chr7 0.906047989 - T2D risk Body
cg18518909 ATP6V1H chr8 0.906139036 + T2D risk 5'UTR
cg18518909 ATP6V1H chr8 0.906139036 + T2D risk TSS200
cg16811558 DDC chr7 0.906408729 - T2D risk TSS1500
cg26759179 GRK5 chr10 0.906494912 - T2D risk Body
cg09093137 SRPK2 chr7 0.90657355 + T2D risk Body
cg18711246 DACH1 chr13 0.906593374 + T2D risk Body
cg02740507 TMEM59 chr1 0.90661043 - T2D risk 5'UTR
cg02740507 TMEM59 chr1 0.90661043 - T2D risk Body
cg15184495 CDH22 chr20 0.906658195 - T2D risk TSS200
cg12136950 ITPKB chr1 0.906707876 + T2D risk Body
cg02869767 RNF157 chr17 0.906728209 + T2D risk Body
cg09046966 SEC31A chr4 0.90692729 - T2D risk 5'UTR
cg09046966 SEC31A chr4 0.90692729 - T2D risk Body
cg03255735 ACTN4 chr19 0.907021062 - T2D risk Body
cg23764381 ATRNL1 chr10 0.907078993 - T2D risk TSS1500
cg07489488 DIP2C chr10 0.907099566 - T2D risk Body
cg09817217 PRKAG2 chr7 0.907252241 + T2D risk Body
cg09999250 CCNB1 chr5 0.907281234 + T2D risk TSS200
cg08500084 TPCN1 chr12 0.907302832 - T2D risk TSS1500
cg26345259 KDM4B chr19 0.90730453 + T2D risk 5'UTR
cg20809153 ENAH chr1 0.907337505 - T2D risk Body
cg08162404 CPLX2 chr5 0.907368571 - T2D risk 5'UTR
cg02586348 PDLIM5 chr4 0.907449987 + T2D risk 5'UTR
cg02586348 PDLIM5 chr4 0.907449987 + T2D risk Body
cg13089810 KREMEN1 chr22 0.907546573 - T2D risk 3'UTR
cg20923498 INPP4A chr2 0.907560615 + T2D risk 5'UTR



cg19647865 FLT1 chr13 0.90756438 + T2D risk Body
cg24655009 KCNJ12 chr17 0.907582332 - T2D risk 5'UTR
cg09071007 IFT74 chr9 0.907584389 - T2D risk 5'UTR
cg26605865 DIP2C chr10 0.907675808 + T2D risk Body
cg08649501 ULK4 chr3 0.907713082 - T2D risk 5'UTR
cg09870606 GLG1 chr16 0.907797601 + T2D risk TSS1500
cg26884027 PTPRU chr1 0.907815957 - T2D risk Body
cg03673558 KDM4B chr19 0.907835993 + T2D risk 5'UTR
cg15443519 HMBOX1 chr8 0.907898668 - T2D risk Body
cg04725433 MAN1A2 chr1 0.908089012 - T2D risk Body
cg04294888 TTC28 chr22 0.908146403 - T2D risk Body
cg23155066 PDLIM5 chr4 0.908631553 + T2D risk Body
cg06023252 GLG1 chr16 0.908638255 + T2D risk Body
cg06023252 GLG1 chr16 0.908638255 + T2D risk ExonBnd
cg22433284 ITPKB chr1 0.908658011 - T2D risk Body
cg11049750 ASB9 chrX 0.908681067 + T2D risk TSS1500
cg10599951 RHOA chr3 0.908728008 + T2D risk Body
cg26745520 GRK5 chr10 0.908765203 + T2D risk Body
cg17067190 PDE3A chr12 0.908918422 - T2D risk TSS1500
cg16531348 AGPAT3 chr21 0.908972246 + T2D risk 5'UTR
cg27329507 FAM155B chrX 0.90915773 - T2D risk Body
cg11672447 TSHZ1 chr18 0.909251548 + T2D risk TSS1500
cg10668614 CHID1 chr11 0.909348107 + T2D risk TSS200
cg00801068 COL4A1 chr13 0.909372205 - T2D risk Body
cg07581120 GRK5 chr10 0.909397643 + T2D risk Body
cg01123250 UNC80 chr2 0.909454789 + T2D risk Body
cg18387478 ERC2 chr3 0.909619245 + T2D risk Body
cg03558225 ATP8A2 chr13 0.909644552 + T2D risk Body
cg12892243 NPAT chr11 0.90966756 - T2D risk Body
cg23336210 DNAJC1 chr10 0.909766663 + T2D risk Body
cg00324733 NUCB2 chr11 0.909774042 - T2D risk 5'UTR
cg00324733 NUCB2 chr11 0.909774042 - T2D risk 1stExon
cg18954339 PACS2 chr14 0.909789077 + T2D risk TSS1500
cg23320300 SKAP1 chr17 0.909871747 - T2D risk Body
cg10654390 SGSM2 chr17 0.909941883 + T2D risk Body
cg21332304 NPEPPS chr17 0.909989432 - T2D risk Body
cg22233994 TMEM131 chr2 0.909993451 - T2D risk Body
cg23794377 RTN4 chr2 0.910143795 - T2D risk Body
cg21279627 FBXL2 chr3 0.91022762 - T2D risk Body
cg12589140 CUX2 chr12 0.910252155 + T2D risk Body
cg02334092 ST6GAL1 chr3 0.910328972 - T2D risk 5'UTR
cg24133297 TBC1D5 chr3 0.910338622 - T2D risk 3'UTR
cg17516945 DDHD2 chr8 0.910575591 + T2D risk TSS1500
cg07908055 ULK4 chr3 0.910636362 + T2D risk Body
cg18949641 NF1 chr17 0.910726699 + T2D risk 5'UTR
cg18949641 NF1 chr17 0.910726699 + T2D risk 1stExon
cg25545336 FARSB chr2 0.910758689 - T2D risk TSS200
cg26420413 EVI5 chr1 0.910813633 - T2D risk Body
cg01669085 ATP8A2 chr13 0.911013253 - T2D risk Body
cg09962086 RTN4 chr2 0.911193913 + T2D risk Body
cg09962086 RTN4 chr2 0.911193913 + T2D risk 5'UTR
cg03012452 PHACTR1 chr6 0.91120639 + T2D risk Body
cg13137809 GNA12 chr7 0.911256304 + T2D risk 3'UTR
cg10735091 CUX1 chr7 0.911291894 + T2D risk Body
cg22802974 CHID1 chr11 0.911385984 + T2D risk TSS1500
cg24234984 ITGB1 chr10 0.911701666 + T2D risk Body
cg09507526 PRKCB chr16 0.91179851 + T2D risk Body
cg23070153 CUX2 chr12 0.911869699 - T2D risk Body
cg19518046 ULK4 chr3 0.911984915 - T2D risk 5'UTR
cg14446942 ITGB1 chr10 0.912025774 + T2D risk TSS1500
cg26713008 BCAT1 chr12 0.912145032 + T2D risk Body
cg10592667 PHF21A chr11 0.912157769 - T2D risk Body
cg26475921 SNX4 chr3 0.912170507 + T2D risk TSS1500
cg02073763 PRKCE chr2 0.912271744 + T2D risk Body
cg19333507 ATRNL1 chr10 0.912469229 - T2D risk TSS1500
cg26499561 POLA1 chrX 0.912595013 + T2D risk Body
cg03086379 TTC28 chr22 0.912725082 - T2D risk Body
cg10660498 CUX1 chr7 0.913014962 - T2D risk Body
cg00100375 TENM2 chr5 0.91315544 + T2D risk Body
cg06879705 TSGA10 chr2 0.913162948 - T2D risk TSS1500



cg04880195 ENAH chr1 0.913412243 - T2D risk TSS1500
cg02703404 EFCAB14 chr1 0.913444021 - T2D risk Body
cg13063900 PDE3A chr12 0.913581226 - T2D risk Body
cg26203879 GRK5 chr10 0.913643595 + T2D risk Body
cg16140493 KREMEN1 chr22 0.913792804 + T2D risk Body
cg21631220 ATP8A2 chr13 0.91380235 + T2D risk Body
cg03718885 MET chr7 0.913886619 - T2D risk Body
cg06741329 GRK5 chr10 0.913890738 + T2D risk Body
cg23444468 ERC2 chr3 0.91407541 - T2D risk 5'UTR
cg25940769 PRKCE chr2 0.914090771 - T2D risk Body
cg16174717 ATXN1 chr6 0.91413505 + T2D risk 5'UTR
cg10659748 ROBO2 chr3 0.914166228 - T2D risk Body
cg22395369 ATP4A chr19 0.914258816 - T2D risk TSS1500
cg09476325 ITGB1 chr10 0.914330253 + T2D risk 3'UTR
cg16528638 PRKACB chr1 0.914330935 + T2D risk 5'UTR
cg16528638 PRKACB chr1 0.914330935 + T2D risk 1stExon
cg16528638 PRKACB chr1 0.914330935 + T2D risk Body
cg27292555 HMBOX1 chr8 0.91438958 + T2D risk 5'UTR
cg08757017 PTP4A2 chr1 0.914446169 - T2D risk 5'UTR
cg08757017 PTP4A2 chr1 0.914446169 - T2D risk TSS1500
cg07633256 TENM2 chr5 0.914465515 + T2D risk Body
cg21543674 ANK3 chr10 0.914508744 + T2D risk Body
cg06245825 PDLIM5 chr4 0.914664963 - T2D risk 5'UTR
cg06245825 PDLIM5 chr4 0.914664963 - T2D risk Body
cg15321195 AGPAT3 chr21 0.914868377 - T2D risk 5'UTR
cg21338479 CUX1 chr7 0.914873129 - T2D risk 1stExon
cg18737941 PACRG chr6 0.914946842 + T2D risk Body
cg23858094 NOL4 chr18 0.914971739 - T2D risk 5'UTR
cg23858094 NOL4 chr18 0.914971739 - T2D risk Body
cg08670383 CPLX2 chr5 0.914994754 - T2D risk 5'UTR
cg23009014 SCAF11 chr12 0.915051311 + T2D risk Body
cg09690405 RAP1GAP2 chr17 0.91505296 - T2D risk 3'UTR
cg14521391 PACRG chr6 0.915286392 - T2D risk Body
cg23300586 TSGA10 chr2 0.915303372 + T2D risk 5'UTR
cg18127395 DYNC1I1 chr7 0.91534638 - T2D risk 5'UTR
cg10242494 SCAF8 chr6 0.91562137 + T2D risk Body
cg05506008 RAP1GAP2 chr17 0.915655362 + T2D risk Body
cg05137945 ADCY5 chr3 0.915657667 + T2D risk Body
cg02419211 RAP1GAP2 chr17 0.915908676 - T2D risk Body
cg15868652 PTPRU chr1 0.915927455 - T2D risk Body
cg08081059 SKAP1 chr17 0.915996746 + T2D risk Body
cg18009021 PDLIM5 chr4 0.916020533 + T2D risk Body
cg18379850 ARPP19 chr15 0.916032472 + T2D risk Body
cg13364372 PI15 chr8 0.916062743 - T2D risk TSS1500
cg04617596 SLIT3 chr5 0.916084882 + T2D risk Body
cg23800778 PACRG chr6 0.916130028 - T2D risk Body
cg23654019 CUX2 chr12 0.916173283 - T2D risk Body
cg11515843 SGSM2 chr17 0.916213643 - T2D risk Body
cg02294651 RRAGB chrX 0.916243428 - T2D risk Body
cg07582661 TMEM59 chr1 0.91627291 + T2D risk Body
cg26363598 DIP2C chr10 0.916332314 - T2D risk Body
cg18539169 CLOCK chr4 0.916547246 - T2D risk 5'UTR
cg23460430 PLAGL1 chr6 0.916596877 + T2D risk TSS1500
cg23460430 PLAGL1 chr6 0.916596877 + T2D risk 5'UTR
cg23822407 ZHX2 chr8 0.916720594 + T2D risk 3'UTR
cg05567408 ATXN1 chr6 0.916831489 - T2D risk 3'UTR
cg02551396 JPH2 chr20 0.916833499 + T2D risk 1stExon
cg02551396 JPH2 chr20 0.916833499 + T2D risk 5'UTR
cg03184001 ARL15 chr5 0.916990555 - T2D risk Body
cg02631587 TMEM131 chr2 0.917277007 - T2D risk Body
cg01577980 MET chr7 0.917326439 + T2D risk Body
cg23909237 ANK3 chr10 0.917449209 + T2D risk Body
cg06615743 KDM4B chr19 0.917547957 + T2D risk Body
cg27053969 FNIP2 chr4 0.917741259 - T2D risk Body
cg17556527 CHKA chr11 0.917922453 + T2D risk Body
cg24064073 RHBDD1 chr2 0.918002216 - T2D risk Body
cg19450817 TENM2 chr5 0.918200633 + T2D risk Body
cg25971823 ACSS2 chr20 0.918336865 - T2D risk Body
cg25971823 ACSS2 chr20 0.918336865 - T2D risk 3'UTR
cg19412964 PRKAG2 chr7 0.918342272 + T2D risk Body



cg26561148 FBXL2 chr3 0.91839403 + T2D risk TSS200
cg09938978 ZDHHC2 chr8 0.918440886 - T2D risk Body
cg27261412 WIZ chr19 0.918507071 - T2D risk Body
cg03902160 PTPRU chr1 0.918548412 - T2D risk Body
cg13861399 RBM4 chr11 0.918594817 + T2D risk 3'UTR
cg21016956 NOL4 chr18 0.918691004 + T2D risk Body
cg23195522 PICALM chr11 0.918691448 - T2D risk 5'UTR
cg23195522 PICALM chr11 0.918691448 - T2D risk Body
cg22146252 KCNJ12 chr17 0.918752747 - T2D risk 5'UTR
cg12399393 DIP2C chr10 0.918888231 - T2D risk Body
cg12486630 PDLIM5 chr4 0.918969504 - T2D risk 5'UTR
cg12486630 PDLIM5 chr4 0.918969504 - T2D risk Body
cg17043823 RSF1 chr11 0.918992805 + T2D risk Body
cg09331735 DIP2C chr10 0.919101924 - T2D risk Body
cg23966705 SPAG9 chr17 0.919130742 - T2D risk TSS1500
cg13343638 CLEC16A chr16 0.9191986 + T2D risk Body
cg13343638 CLEC16A chr16 0.9191986 + T2D risk ExonBnd
cg00341980 PRKACB chr1 0.919221132 + T2D risk Body
cg13775636 DIP2C chr10 0.919272305 + T2D risk Body
cg25839267 ROBO2 chr3 0.919362923 - T2D risk Body
cg26681889 TPCN1 chr12 0.919530935 + T2D risk Body
cg17318058 DIP2C chr10 0.919548534 + T2D risk Body
cg09845387 PDE8A chr15 0.919762076 + T2D risk 5'UTR
cg09845387 PDE8A chr15 0.919762076 + T2D risk Body
cg05308498 ANK3 chr10 0.919825776 + T2D risk Body
cg13833994 CDK8 chr13 0.919857593 - T2D risk TSS1500
cg01782371 ATP8A2 chr13 0.919927338 + T2D risk 1stExon
cg01782371 ATP8A2 chr13 0.919927338 + T2D risk 5'UTR
cg13199842 RGS7 chr1 0.91993144 - T2D risk Body
cg27241559 GNA12 chr7 0.919951717 + T2D risk TSS200
cg02255236 SLIT3 chr5 0.919954363 + T2D risk Body
cg10165864 PDK1 chr2 0.920003691 + T2D risk TSS1500
cg27313325 SLC29A4 chr7 0.920016368 - T2D risk 5'UTR
cg26609691 CHFR chr12 0.920202481 - T2D risk Body
cg06286127 ZHX2 chr8 0.920478283 + T2D risk 3'UTR
cg26153922 ANK2 chr4 0.920481486 + T2D risk Body
cg05620814 GLG1 chr16 0.92050971 + T2D risk Body
cg05620814 GLG1 chr16 0.92050971 + T2D risk 1stExon
cg17953577 DNAH9 chr17 0.920651514 + T2D risk TSS1500
cg04338714 RSF1 chr11 0.920740286 - T2D risk Body
cg16256373 SLC30A8 chr8 0.92105485 - T2D risk 5'UTR
cg16256373 SLC30A8 chr8 0.92105485 - T2D risk 1stExon
cg18829521 KIAA1217 chr10 0.921147249 + T2D risk TSS1500
cg18829521 KIAA1217 chr10 0.921147249 + T2D risk 5'UTR
cg13318256 CHKA chr11 0.921379162 + T2D risk Body
cg25564485 DIP2C chr10 0.921428772 + T2D risk Body
cg07356130 CTR9 chr11 0.921554639 - T2D risk TSS1500
cg10140240 BIRC5 chr17 0.921591937 + T2D risk 3'UTR
cg27456203 WWP2 chr16 0.92166666 - T2D risk Body
cg19194454 NQO1 chr16 0.921710728 + T2D risk TSS1500
cg25956450 UXS1 chr2 0.921851341 - T2D risk TSS200
cg06688790 ATP4A chr19 0.921881392 - T2D risk TSS1500
cg09354309 ST8SIA1 chr12 0.921887614 - T2D risk 1stExon
cg09354309 ST8SIA1 chr12 0.921887614 - T2D risk 5'UTR
cg22583953 WWP2 chr16 0.921920431 - T2D risk TSS1500
cg22583953 WWP2 chr16 0.921920431 - T2D risk Body
cg00562504 DIP2C chr10 0.922013825 + T2D risk Body
cg16671421 ANKHD1 chr5 0.922129683 + T2D risk Body
cg01643250 NOTCH3 chr19 0.922147386 - T2D risk Body
cg10774361 TMEM150C chr4 0.922183066 + T2D risk TSS1500
cg04226363 APC chr5 0.922235492 - T2D risk 5'UTR
cg10712934 DIP2C chr10 0.922290283 - T2D risk Body
cg03305034 CDH22 chr20 0.922293252 - T2D risk Body
cg15784646 FNIP2 chr4 0.922314933 - T2D risk Body
cg03614189 IMPA1 chr8 0.922340094 - T2D risk 5'UTR
cg24781079 RHOQ chr2 0.922493659 + T2D risk TSS1500
cg16421726 ZRANB1 chr10 0.922605199 - T2D risk TSS1500
cg04027549 STX6 chr1 0.922670658 - T2D risk 5'UTR
cg04027549 STX6 chr1 0.922670658 - T2D risk 1stExon
cg24636003 PTPRU chr1 0.922711417 + T2D risk Body



cg24568245 NPAT chr11 0.922760322 + T2D risk Body
cg08605347 DIP2C chr10 0.922806495 + T2D risk Body
cg20816363 DIP2C chr10 0.922907479 + T2D risk Body
cg23390282 ATRNL1 chr10 0.922923342 - T2D risk Body
cg07631341 PDE8A chr15 0.92308623 - T2D risk 5'UTR
cg07631341 PDE8A chr15 0.92308623 - T2D risk TSS1500
cg24434952 RHBDD1 chr2 0.923183684 - T2D risk Body
cg22778135 SKAP1 chr17 0.923232835 + T2D risk Body
cg04160181 LMX1B chr9 0.92323869 - T2D risk Body
cg07756635 USP29 chr19 0.923246847 + T2D risk TSS200
cg12570013 USP29 chr19 0.923289005 + T2D risk TSS1500
cg15327349 INPP4A chr2 0.923314931 - T2D risk 5'UTR
cg24958408 ACTN4 chr19 0.923443949 + T2D risk Body
cg02795976 GRK5 chr10 0.923490607 - T2D risk Body
cg08951699 KCNIP3 chr2 0.923703419 - T2D risk Body
cg03229242 DIP2C chr10 0.923737421 - T2D risk Body
cg21752670 RNF157 chr17 0.923741564 + T2D risk Body
cg25161425 TENM2 chr5 0.924018354 - T2D risk Body
cg00942285 NUF2 chr1 0.924089715 - T2D risk Body
cg17206054 DIP2C chr10 0.924133144 + T2D risk Body
cg05386697 RSF1 chr11 0.924139427 + T2D risk Body
cg03336861 RET chr10 0.924142481 + T2D risk TSS1500
cg06615609 TSHZ1 chr18 0.924149708 - T2D risk 5'UTR
cg06615609 TSHZ1 chr18 0.924149708 - T2D risk Body
cg10184881 PTP4A2 chr1 0.924153614 + T2D risk TSS1500
cg25761809 KDM4B chr19 0.924232449 + T2D risk TSS1500
cg04748213 PRKAG2 chr7 0.924493391 - T2D risk Body
cg22557641 DNAJC1 chr10 0.924731905 - T2D risk Body
cg19926144 DIP2C chr10 0.924777561 - T2D risk Body
cg25304968 ATP6V1A chr3 0.925179608 - T2D risk Body
cg09930648 SLIT3 chr5 0.925218086 - T2D risk Body
cg15544877 HNRNPA2B1 chr7 0.925369992 + T2D risk TSS1500
cg22359642 TTC28 chr22 0.925374757 - T2D risk Body
cg16809873 ARHGAP32 chr11 0.925787564 + T2D risk Body
cg19643442 DYNC1I1 chr7 0.925924577 + T2D risk Body
cg02202612 TANC2 chr17 0.926111203 - T2D risk Body
cg26949467 FBXO11 chr2 0.926246245 + T2D risk 1stExon
cg23338381 HMBOX1 chr8 0.926312683 - T2D risk 3'UTR
cg14129775 DKK2 chr4 0.926350872 - T2D risk TSS1500
cg10670187 DACH1 chr13 0.926459219 - T2D risk Body
cg01580934 SRPK2 chr7 0.926476646 - T2D risk Body
cg01580934 SRPK2 chr7 0.926476646 - T2D risk TSS1500
cg26796245 ANK2 chr4 0.926569261 - T2D risk 1stExon
cg26796245 ANK2 chr4 0.926569261 - T2D risk 5'UTR
cg26796245 ANK2 chr4 0.926569261 - T2D risk Body
cg18101414 CUX2 chr12 0.926577392 + T2D risk Body
cg04865553 ADCY5 chr3 0.926668773 + T2D risk Body
cg25496129 ZHX2 chr8 0.926669075 - T2D risk 5'UTR
cg25205423 RBM4 chr11 0.926669743 - T2D risk Body
cg20293906 POC1B chr12 0.926771638 - T2D risk 5'UTR
cg20293906 POC1B chr12 0.926771638 - T2D risk Body
cg13663976 NQO1 chr16 0.926957462 + T2D risk 3'UTR
cg14381568 FLT1 chr13 0.926961094 - T2D risk Body
cg23324939 AGPAT3 chr21 0.926992483 - T2D risk 5'UTR
cg07974987 MTHFS chr15 0.927046041 + T2D risk Body
cg16970851 ST8SIA1 chr12 0.927135106 - T2D risk TSS200
cg08854451 ANK3 chr10 0.927190964 + T2D risk TSS1500
cg08854451 ANK3 chr10 0.927190964 + T2D risk Body
cg22369318 CALD1 chr7 0.927257965 + T2D risk Body
cg12002997 DNAH9 chr17 0.927344562 + T2D risk Body
cg17568885 PACS1 chr11 0.927350219 + T2D risk Body
cg10834214 RBBP6 chr16 0.927451098 - T2D risk 5'UTR
cg10834214 RBBP6 chr16 0.927451098 - T2D risk 1stExon
cg13433796 BCAT1 chr12 0.927472785 + T2D risk Body
cg04381309 PPP1R12A chr12 0.927547356 + T2D risk Body
cg04381309 PPP1R12A chr12 0.927547356 + T2D risk ExonBnd
cg17198320 DIP2C chr10 0.927707895 - T2D risk Body
cg01648226 STX6 chr1 0.927813785 + T2D risk TSS200
cg00013759 PRKAG2 chr7 0.927898372 + T2D risk 5'UTR
cg00013759 PRKAG2 chr7 0.927898372 + T2D risk Body



cg10016332 SH3GL2 chr9 0.928237084 + T2D risk TSS200
cg02633884 PICALM chr11 0.928310999 + T2D risk Body
cg11207515 CNTNAP2 chr7 0.92839555 + T2D risk Body
cg10005464 ZHX2 chr8 0.928562722 + T2D risk Body
cg03359183 DACH1 chr13 0.928585243 - T2D risk Body
cg17756094 PDE7A chr8 0.928588688 + T2D risk Body
cg23740067 FBXO11 chr2 0.928836602 - T2D risk ExonBnd
cg23740067 FBXO11 chr2 0.928836602 - T2D risk Body
cg24278087 PACS1 chr11 0.928884196 + T2D risk Body
cg15433843 SSB chr2 0.929125105 - T2D risk TSS200
cg15433843 SSB chr2 0.929125105 - T2D risk TSS1500
cg21838933 CUL1 chr7 0.929290939 + T2D risk Body
cg01765641 TBC1D5 chr3 0.929348443 + T2D risk 5'UTR
cg01765641 TBC1D5 chr3 0.929348443 + T2D risk 1stExon
cg10941858 ARID2 chr12 0.929418229 + T2D risk Body
cg14883106 PACS2 chr14 0.929595064 - T2D risk Body
cg24036689 ATRN chr20 0.929687756 - T2D risk Body
cg00738815 PRKCE chr2 0.929707166 + T2D risk Body
cg08062011 TMEM150C chr4 0.929763908 - T2D risk TSS200
cg12691503 APC chr5 0.9297664 + T2D risk Body
cg23194408 AGPAT3 chr21 0.929860331 - T2D risk 5'UTR
cg19936497 RSF1 chr11 0.929884009 + T2D risk Body
cg27329780 CNTNAP2 chr7 0.929936599 + T2D risk Body
cg02913089 PDE8A chr15 0.929938657 - T2D risk Body
cg25530661 CLOCK chr4 0.92995716 - T2D risk 3'UTR
cg11989683 PACS2 chr14 0.930033916 - T2D risk 5'UTR
cg11989683 PACS2 chr14 0.930033916 - T2D risk TSS200
cg01421943 DKK2 chr4 0.930095049 + T2D risk 3'UTR
cg02577253 GRK5 chr10 0.930288095 - T2D risk Body
cg01520325 NF1 chr17 0.930301026 - T2D risk Body
cg22813699 NCOA2 chr8 0.930481429 + T2D risk 5'UTR
cg23962841 DIP2C chr10 0.93086011 + T2D risk Body
cg09984349 CUL1 chr7 0.930997086 + T2D risk Body
cg16326335 DIP2C chr10 0.931059303 - T2D risk Body
cg23952952 CTR9 chr11 0.931061092 + T2D risk TSS1500
cg24473518 FNIP2 chr4 0.931146836 - T2D risk Body
cg11479256 CDH22 chr20 0.931168719 - T2D risk Body
cg03621156 FBXO11 chr2 0.931348225 + T2D risk TSS1500
cg03621156 FBXO11 chr2 0.931348225 + T2D risk Body
cg20421672 ATP6V1H chr8 0.931402484 + T2D risk Body
cg01320648 KIAA1109 chr4 0.931415911 - T2D risk TSS1500
cg07958098 CUX1 chr7 0.931514621 + T2D risk Body
cg10162572 GALK2 chr15 0.931526515 + T2D risk Body
cg27093958 PRKAG2 chr7 0.931538754 + T2D risk Body
cg19423907 UBE2K chr4 0.931875375 - T2D risk 1stExon
cg19423907 UBE2K chr4 0.931875375 - T2D risk 5'UTR
cg00477776 DIP2C chr10 0.93193357 - T2D risk Body
cg10600828 ZHX2 chr8 0.932049062 - T2D risk 5'UTR
cg09280022 DIP2C chr10 0.932135526 + T2D risk Body
cg12736613 PRKAG2 chr7 0.932262334 - T2D risk 5'UTR
cg12736613 PRKAG2 chr7 0.932262334 - T2D risk Body
cg10009287 RCAN2 chr6 0.932305045 + T2D risk Body
cg21712036 ATP2B1 chr12 0.932508159 + T2D risk 1stExon
cg00522048 GRK5 chr10 0.932948022 - T2D risk Body
cg24443925 NCOR1 chr17 0.932954621 - T2D risk 5'UTR
cg24443925 NCOR1 chr17 0.932954621 - T2D risk 1stExon
cg11937346 NDUFB3 chr2 0.933030956 + T2D risk TSS200
cg24465721 PFKFB2 chr1 0.933056315 + T2D risk 5'UTR
cg04711042 FLT1 chr13 0.933090999 - T2D risk Body
cg02167097 KIAA0355 chr19 0.933200698 + T2D risk Body
cg15126544 GAD1 chr2 0.93342029 - T2D risk Body
cg25353069 APBA1 chr9 0.933701593 - T2D risk 5'UTR
cg07993642 NCOA7 chr6 0.933749821 - T2D risk TSS1500
cg00954391 DIP2C chr10 0.933791835 + T2D risk Body
cg06633147 PICALM chr11 0.933804844 + T2D risk TSS1500
cg11028291 PACS2 chr14 0.933835525 - T2D risk Body
cg18332471 RSF1 chr11 0.933896352 - T2D risk Body
cg14141619 ANK3 chr10 0.933910565 + T2D risk Body
cg15972984 TSGA10 chr2 0.933979813 + T2D risk 5'UTR
cg22712920 UXS1 chr2 0.933983072 + T2D risk Body



cg19205482 BCAT1 chr12 0.934021742 - T2D risk Body
cg09305491 PRKCB chr16 0.934417968 + T2D risk Body
cg06185440 PHACTR1 chr6 0.934446869 - T2D risk Body
cg23053513 DNAJC1 chr10 0.934626312 + T2D risk TSS1500
cg23374955 PRKCE chr2 0.934641546 + T2D risk Body
cg19571504 CUX2 chr12 0.934859952 + T2D risk Body
cg12851031 RAP2A chr13 0.934896995 - T2D risk 3'UTR
cg12917258 MMS19 chr10 0.934948139 + T2D risk Body
cg02712546 WWP2 chr16 0.93495228 - T2D risk Body
cg05211561 PPP1R12A chr12 0.934963723 + T2D risk Body
cg05211561 PPP1R12A chr12 0.934963723 + T2D risk ExonBnd
cg00957886 PDE7A chr8 0.935063914 - T2D risk Body
cg08833024 PRKAG2 chr7 0.935320589 - T2D risk Body
cg19389056 SLIT3 chr5 0.935356033 + T2D risk Body
cg03057023 DIP2C chr10 0.935671958 - T2D risk Body
cg14394677 NUP98 chr11 0.935705133 + T2D risk Body
cg09556170 ZHX2 chr8 0.935898052 + T2D risk 5'UTR
cg20605626 SCGN chr6 0.935905575 + T2D risk Body
cg01121978 SLC29A4 chr7 0.935969276 - T2D risk Body
cg03940392 ULK4 chr3 0.9360037 - T2D risk Body
cg03718514 RBM4 chr11 0.936259246 + T2D risk 3'UTR
cg23589035 ASH1L chr1 0.936323387 - T2D risk Body
cg04115631 KDM4B chr19 0.936374956 + T2D risk Body
cg27524403 SGSM2 chr17 0.936391 + T2D risk Body
cg04211238 TENM2 chr5 0.93640116 - T2D risk Body
cg26474925 ZHX2 chr8 0.936575277 - T2D risk TSS1500
cg05958740 CPLX2 chr5 0.936580131 + T2D risk 5'UTR
cg13108341 DNAH9 chr17 0.936636919 + T2D risk Body
cg09347495 CLIC5 chr6 0.93666644 + T2D risk TSS1500
cg13107083 PDE3A chr12 0.936822649 - T2D risk Body
cg13461192 RHOQ chr2 0.936918448 - T2D risk Body
cg20411181 PRKCE chr2 0.937159479 + T2D risk Body
cg06727598 TAB2 chr6 0.937187135 + T2D risk 5'UTR
cg06727598 TAB2 chr6 0.937187135 + T2D risk Body
cg22729960 PTPRU chr1 0.937188157 - T2D risk Body
cg09597759 CNTNAP2 chr7 0.93719798 - T2D risk Body
cg11572845 SCAF8 chr6 0.937312426 + T2D risk Body
cg03464847 DNAH9 chr17 0.937425938 + T2D risk TSS200
cg08941570 CEP126 chr11 0.937495217 - T2D risk ExonBnd
cg08941570 CEP126 chr11 0.937495217 - T2D risk Body
cg02373104 CNTNAP2 chr7 0.937549326 + T2D risk Body
cg26103788 KIAA1217 chr10 0.937671125 - T2D risk Body
cg06196954 CALD1 chr7 0.937857324 + T2D risk 5'UTR
cg06927625 SRPK2 chr7 0.938033711 - T2D risk Body
cg06927625 SRPK2 chr7 0.938033711 - T2D risk 5'UTR
cg06927625 SRPK2 chr7 0.938033711 - T2D risk TSS1500
cg09862303 SLIT3 chr5 0.938075388 + T2D risk Body
cg03498913 GAD1 chr2 0.938132698 - T2D risk 1stExon
cg03498913 GAD1 chr2 0.938132698 - T2D risk 5'UTR
cg18009045 GRK5 chr10 0.938195501 + T2D risk Body
cg25109009 NQO1 chr16 0.938253397 + T2D risk Body
cg14365083 DNAJC13 chr3 0.938308628 - T2D risk Body
cg14365083 DNAJC13 chr3 0.938308628 - T2D risk ExonBnd
cg14550506 ROBO2 chr3 0.93837802 + T2D risk 5'UTR
cg14550506 ROBO2 chr3 0.93837802 + T2D risk Body
cg06724394 CHKA chr11 0.938684515 + T2D risk Body
cg03495744 SKAP1 chr17 0.938774584 - T2D risk Body
cg00356435 CUL1 chr7 0.938964918 + T2D risk TSS1500
cg07260605 ZRANB1 chr10 0.939035432 - T2D risk TSS200
cg11760356 TSGA10 chr2 0.939617628 - T2D risk 5'UTR
cg05843010 ENAH chr1 0.939674505 - T2D risk Body
cg16525897 ASXL2 chr2 0.939687966 + T2D risk Body
cg04490037 DDC chr7 0.939886553 - T2D risk TSS1500
cg03075561 NDUFB3 chr2 0.940034309 + T2D risk 5'UTR
cg03075561 NDUFB3 chr2 0.940034309 + T2D risk 1stExon
cg25881459 NF1 chr17 0.94008114 - T2D risk Body
cg11109510 SSB chr2 0.940189372 + T2D risk TSS200
cg03693714 MGRN1 chr16 0.940362149 - T2D risk Body
cg20145176 RSF1 chr11 0.940377982 - T2D risk Body
cg26932364 DDC chr7 0.940403534 - T2D risk Body



cg05240442 CUX1 chr7 0.940448347 + T2D risk Body
cg06251764 KIAA1217 chr10 0.940466159 - T2D risk TSS1500
cg19682001 RHBDD1 chr2 0.94054074 + T2D risk 5'UTR
cg22210294 KCNJ12 chr17 0.940670526 + T2D risk 5'UTR
cg19716299 TSC22D1 chr13 0.940894449 + T2D risk Body
cg14776616 KIAA1217 chr10 0.940914837 - T2D risk 5'UTR
cg14776616 KIAA1217 chr10 0.940914837 - T2D risk Body
cg13400720 ATXN1 chr6 0.941009792 + T2D risk 5'UTR
cg16800724 GLG1 chr16 0.941038452 - T2D risk 3'UTR
cg16800724 GLG1 chr16 0.941038452 - T2D risk Body
cg06660278 APC chr5 0.941060879 - T2D risk Body
cg06660278 APC chr5 0.941060879 - T2D risk 5'UTR
cg05968596 EFR3A chr8 0.94124572 + T2D risk Body
cg25430350 PRKCE chr2 0.941470019 - T2D risk Body
cg03037416 DNAJC1 chr10 0.941514769 + T2D risk Body
cg13263904 TSGA10 chr2 0.941583719 + T2D risk TSS1500
cg13263904 TSGA10 chr2 0.941583719 + T2D risk 5'UTR
cg16997488 ITGA1 chr5 0.941664619 - T2D risk TSS200
cg27024992 FBXO11 chr2 0.941678781 + T2D risk 5'UTR
cg18227352 POC1B chr12 0.941728955 - T2D risk Body
cg02841199 LCA5 chr6 0.94179076 + T2D risk TSS1500
cg24990327 CNTNAP2 chr7 0.94185263 + T2D risk Body
cg14263244 PPP1R12A chr12 0.941886315 - T2D risk TSS1500
cg06856863 GLG1 chr16 0.941943272 + T2D risk Body
cg02673938 KDM4B chr19 0.942057148 - T2D risk 5'UTR
cg18759429 APC chr5 0.942095652 - T2D risk Body
cg27485287 RRAGB chrX 0.942487135 + T2D risk Body
cg18812366 PHACTR1 chr6 0.942557851 + T2D risk Body
cg02553170 PRKACB chr1 0.942568066 + T2D risk Body
cg07374698 INPP4A chr2 0.942580958 + T2D risk Body
cg03640051 ATP8A1 chr4 0.942581251 - T2D risk Body
cg22070062 ANK3 chr10 0.9427721 - T2D risk TSS1500
cg22070062 ANK3 chr10 0.9427721 - T2D risk Body
cg15853478 AMD1 chr6 0.942818662 + T2D risk TSS1500
cg04240200 ATRN chr20 0.942890055 - T2D risk TSS1500
cg22831256 DIP2C chr10 0.942925893 + T2D risk Body
cg17398595 SH3GL2 chr9 0.942998475 - T2D risk TSS1500
cg02477365 ROBO2 chr3 0.943087715 + T2D risk Body
cg02358647 SCGN chr6 0.943186685 - T2D risk Body
cg05848345 ARHGAP32 chr11 0.943213898 - T2D risk Body
cg11043888 ZRANB1 chr10 0.94358023 - T2D risk Body
cg25638443 ST8SIA1 chr12 0.943624125 - T2D risk Body
cg00294550 ANK3 chr10 0.943643159 + T2D risk Body
cg23849410 UNC80 chr2 0.943649364 + T2D risk Body
cg24627299 MET chr7 0.9436663 + T2D risk TSS1500
cg01377061 KCNJ12 chr17 0.943682093 + T2D risk 5'UTR
cg26604214 RAP1GAP2 chr17 0.943700351 - T2D risk Body
cg09808176 NPAT chr11 0.943767282 - T2D risk Body
cg00501467 PHACTR1 chr6 0.943785777 + T2D risk Body
cg05358946 INPP4A chr2 0.94381202 - T2D risk 5'UTR
cg20089535 KCNIP3 chr2 0.943893556 - T2D risk Body
cg01438658 NCOA7 chr6 0.943903167 - T2D risk 5'UTR
cg23352695 NF1 chr17 0.943944842 + T2D risk Body
cg23092782 ITGA1 chr5 0.943988761 + T2D risk Body
cg03436967 CNTNAP2 chr7 0.944088731 + T2D risk Body
cg03763240 ACTN4 chr19 0.944141632 - T2D risk Body
cg11874016 RAP2A chr13 0.944242029 + T2D risk Body
cg17243816 NPAT chr11 0.944326939 + T2D risk Body
cg05463900 PACS1 chr11 0.944351719 + T2D risk Body
cg00661512 ATP8A1 chr4 0.944388345 - T2D risk Body
cg10996349 CPLX2 chr5 0.944405674 + T2D risk 5'UTR
cg00453583 GPC4 chrX 0.944450883 - T2D risk Body
cg15700587 CNTNAP2 chr7 0.944564257 - T2D risk Body
cg07923717 MMS19 chr10 0.944687547 + T2D risk TSS1500
cg12903174 RGS7 chr1 0.944810215 - T2D risk Body
cg13168437 EVI5 chr1 0.944879808 + T2D risk Body
cg16282982 YWHAQ chr2 0.944969122 - T2D risk 5'UTR
cg21272913 KIAA1217 chr10 0.945004662 - T2D risk 1stExon
cg21272913 KIAA1217 chr10 0.945004662 - T2D risk 5'UTR
cg24025567 CUX1 chr7 0.945075876 + T2D risk Body



cg02316239 ANKHD1 chr5 0.945102585 + T2D risk Body
cg06058319 PPFIBP1 chr12 0.945105319 - T2D risk 5'UTR
cg06058319 PPFIBP1 chr12 0.945105319 - T2D risk 1stExon
cg04524109 TPCN1 chr12 0.945119284 - T2D risk Body
cg15205568 NOTCH3 chr19 0.945197478 - T2D risk Body
cg19889583 TBC1D5 chr3 0.945212113 - T2D risk Body
cg01087456 ARIH1 chr15 0.945213893 + T2D risk Body
cg17669573 WWP2 chr16 0.945232416 + T2D risk Body
cg03240609 UXS1 chr2 0.945273952 - T2D risk 5'UTR
cg03240609 UXS1 chr2 0.945273952 - T2D risk Body
cg16377888 RAP1GAP2 chr17 0.945277753 + T2D risk TSS1500
cg15096147 FLT1 chr13 0.945458022 - T2D risk Body
cg23741982 MDM1 chr12 0.945613964 - T2D risk TSS200
cg25945562 ZHX2 chr8 0.945918275 - T2D risk 5'UTR
cg07644482 HMBOX1 chr8 0.945943761 + T2D risk Body
cg06376186 CNTNAP2 chr7 0.9459449 + T2D risk Body
cg19624299 ERC2 chr3 0.945946407 + T2D risk 3'UTR
cg06927522 CNTNAP2 chr7 0.946023665 - T2D risk Body
cg21322235 RET chr10 0.946179116 - T2D risk Body
cg07083884 POLA1 chrX 0.946267115 - T2D risk Body
cg02348597 ARHGAP32 chr11 0.94640022 - T2D risk TSS200
cg02348597 ARHGAP32 chr11 0.94640022 - T2D risk Body
cg14034092 CHFR chr12 0.946468373 + T2D risk Body
cg11839258 PDK1 chr2 0.94646911 + T2D risk Body
cg24456033 ARL15 chr5 0.946488091 - T2D risk Body
cg01883578 TOX3 chr16 0.946536471 + T2D risk 5'UTR
cg01883578 TOX3 chr16 0.946536471 + T2D risk Body
cg06382294 MAST1 chr19 0.946559334 + T2D risk Body
cg06156195 DIP2C chr10 0.946563606 + T2D risk Body
cg25091365 WWP2 chr16 0.946573368 - T2D risk 5'UTR
cg06438559 SPOCK1 chr5 0.946722005 + T2D risk Body
cg06298680 GRK5 chr10 0.946744366 - T2D risk Body
cg04434701 CLEC16A chr16 0.946791769 + T2D risk Body
cg26421633 ENAH chr1 0.94682847 + T2D risk Body
cg06841713 DIP2C chr10 0.946835579 + T2D risk Body
cg12893431 CLOCK chr4 0.946947137 - T2D risk Body
cg26187219 ITGA1 chr5 0.947136983 + T2D risk Body
cg26555733 PRKCB chr16 0.947142458 + T2D risk TSS1500
cg21353232 SEZ6L chr22 0.947231224 + T2D risk TSS1500
cg27185131 TANC2 chr17 0.947233113 - T2D risk Body
cg18006794 AGPAT3 chr21 0.947266613 - T2D risk 5'UTR
cg12170804 CUX1 chr7 0.947307165 - T2D risk Body
cg27054166 HMBOX1 chr8 0.94734775 + T2D risk Body
cg17121400 ATP8A2 chr13 0.947394375 - T2D risk Body
cg00995797 ACSS2 chr20 0.947556198 - T2D risk TSS1500
cg00995797 ACSS2 chr20 0.947556198 - T2D risk 5'UTR
cg19032567 PACS1 chr11 0.947566561 - T2D risk Body
cg24462468 SKAP1 chr17 0.947659973 - T2D risk Body
cg19942138 ANK2 chr4 0.947680526 - T2D risk Body
cg26844733 TMEM219 chr16 0.947786426 - T2D risk 5'UTR
cg25961246 ATRNL1 chr10 0.947858541 - T2D risk Body
cg06323332 MGRN1 chr16 0.947911406 - T2D risk Body
cg02737746 SH3GL2 chr9 0.947943673 - T2D risk TSS1500
cg14008500 ANK2 chr4 0.948031895 - T2D risk 1stExon
cg14008500 ANK2 chr4 0.948031895 - T2D risk 5'UTR
cg15619703 PRKCB chr16 0.948103076 + T2D risk Body
cg10024508 CHID1 chr11 0.948126414 - T2D risk Body
cg23480855 CUX1 chr7 0.948185381 + T2D risk Body
cg07538364 SLC7A2 chr8 0.948346215 + T2D risk Body
cg07066326 CHID1 chr11 0.948529801 - T2D risk 5'UTR
cg01812826 ZHX2 chr8 0.94861144 + T2D risk TSS200
cg09128430 AGPAT3 chr21 0.948814979 + T2D risk 5'UTR
cg03361665 WIZ chr19 0.948876421 + T2D risk 5'UTR
cg03361665 WIZ chr19 0.948876421 + T2D risk 1stExon
cg27020749 HMBOX1 chr8 0.948881744 + T2D risk 5'UTR
cg01667702 CNTROB chr17 0.948940197 + T2D risk 1stExon
cg10761987 ANK3 chr10 0.948969833 + T2D risk Body
cg02196730 MTHFS chr15 0.949018455 + T2D risk Body
cg08258245 DYNC1I2 chr2 0.94914699 - T2D risk Body
cg13424422 COL4A1 chr13 0.949184666 + T2D risk Body



cg03178972 POLA1 chrX 0.949307105 - T2D risk Body
cg09430206 NQO1 chr16 0.949308574 + T2D risk 5'UTR
cg09430206 NQO1 chr16 0.949308574 + T2D risk 1stExon
cg03211481 DNAJC1 chr10 0.949455857 + T2D risk Body
cg10291857 SNX4 chr3 0.9495811 - T2D risk Body
cg06629748 ANK2 chr4 0.949695849 - T2D risk Body
cg25530795 SRPK2 chr7 0.949835493 + T2D risk Body
cg25530795 SRPK2 chr7 0.949835493 + T2D risk 5'UTR
cg25530795 SRPK2 chr7 0.949835493 + T2D risk TSS1500

ch.12.561130F BCAT1 chr12 0.949848352 - T2D risk Body
cg25434272 ATRNL1 chr10 0.949875085 + T2D risk Body
cg15713739 RNF157 chr17 0.950085697 - T2D risk Body
cg24197567 MET chr7 0.950157424 - T2D risk Body
cg16913600 SSBP2 chr5 0.950269497 - T2D risk Body
cg08598988 ADCY5 chr3 0.950388299 - T2D risk 1stExon
cg27396978 PRKCB chr16 0.950426753 + T2D risk Body
cg18732042 ANK3 chr10 0.950578552 + T2D risk Body
cg19563049 ATXN1 chr6 0.950585656 + T2D risk 5'UTR
cg21347224 PPFIBP1 chr12 0.950613738 + T2D risk 5'UTR
cg22233595 COL4A1 chr13 0.950620867 - T2D risk Body
cg26766678 NGLY1 chr3 0.950629759 + T2D risk Body
cg26766678 NGLY1 chr3 0.950629759 + T2D risk TSS200
cg02820104 ZHX2 chr8 0.950653461 - T2D risk 5'UTR
cg10103520 PRKD1 chr14 0.950729984 - T2D risk Body
cg04500377 DDHD2 chr8 0.950733025 + T2D risk 5'UTR
cg19930065 IFT74 chr9 0.950734775 - T2D risk Body
cg26813796 ENAH chr1 0.950771162 - T2D risk Body
cg05827943 HNRNPA2B1 chr7 0.950775273 + T2D risk TSS1500
cg02349914 SGSM2 chr17 0.950777429 + T2D risk Body
cg22926560 PFKFB2 chr1 0.950798124 - T2D risk 5'UTR
cg18976571 SRPK2 chr7 0.950814452 + T2D risk Body
cg08849661 GRK5 chr10 0.950857126 - T2D risk Body
cg22997601 KDM4B chr19 0.950935057 - T2D risk Body
cg11180624 DYNC1I1 chr7 0.950946932 + T2D risk Body
cg22268025 STX6 chr1 0.951037937 + T2D risk TSS1500
cg16998122 ASH1L chr1 0.951101115 - T2D risk Body
cg04478673 WDR48 chr3 0.951119029 + T2D risk ExonBnd
cg04478673 WDR48 chr3 0.951119029 + T2D risk Body
cg02700106 DIP2C chr10 0.951133286 + T2D risk Body
cg07062938 RHBDD1 chr2 0.95127126 - T2D risk Body
cg11073447 CUX2 chr12 0.951325263 + T2D risk Body
cg13068174 ERC2 chr3 0.95134649 - T2D risk 3'UTR
cg00460944 CHFR chr12 0.95158899 - T2D risk Body
cg20115827 PCYT1A chr3 0.951630849 + T2D risk 5'UTR
cg00902463 RAP1GAP2 chr17 0.951644636 - T2D risk 3'UTR
cg04260737 RTN4 chr2 0.95167384 - T2D risk TSS1500
cg04260737 RTN4 chr2 0.95167384 - T2D risk Body
cg04430599 RPGR chrX 0.951772521 - T2D risk Body
cg21538684 PHACTR1 chr6 0.951825837 + T2D risk Body
cg02058469 TBC1D5 chr3 0.95187638 + T2D risk Body
cg18694685 DYNC1I1 chr7 0.951967282 + T2D risk Body
cg18694685 DYNC1I1 chr7 0.951967282 + T2D risk ExonBnd
cg23692214 ZRANB1 chr10 0.951982158 + T2D risk 1stExon
cg10409832 TMEM131 chr2 0.952072442 - T2D risk ExonBnd
cg10409832 TMEM131 chr2 0.952072442 - T2D risk Body
cg21499137 TOP2A chr17 0.95213199 - T2D risk TSS200
cg00039463 CREBBP chr16 0.952159577 + T2D risk TSS1500
cg08567670 TPCN1 chr12 0.952601172 - T2D risk Body
cg08567670 TPCN1 chr12 0.952601172 - T2D risk TSS1500
cg11989968 PDK1 chr2 0.952817546 - T2D risk Body
cg23338380 CUX1 chr7 0.95284923 + T2D risk Body
cg22999327 PDE3A chr12 0.952975459 - T2D risk Body
cg18307442 PDE7A chr8 0.95298965 - T2D risk TSS1500
cg18307442 PDE7A chr8 0.95298965 - T2D risk Body
cg23861617 TMEM150C chr4 0.953003574 + T2D risk Body
cg07694386 TMEM219 chr16 0.95301725 - T2D risk TSS1500
cg27584713 PHACTR1 chr6 0.953167438 + T2D risk TSS1500
cg20716668 GRK5 chr10 0.953189072 + T2D risk Body
cg10872057 DIP2C chr10 0.953328633 - T2D risk Body
cg01142219 KIAA0232 chr4 0.953379159 + T2D risk TSS1500



cg16362603 SEMA3G chr3 0.953469208 - T2D risk 1stExon
cg17910586 SEMA3G chr3 0.953557555 + T2D risk TSS200
cg08951513 APC chr5 0.953744497 - T2D risk Body
cg12726835 NCOA2 chr8 0.953757122 + T2D risk 5'UTR
cg22938535 FNIP2 chr4 0.953775972 - T2D risk Body
cg20433382 RNF217 chr6 0.953828732 - T2D risk Body
cg25078427 AGPAT3 chr21 0.954021363 + T2D risk 5'UTR
cg25078427 AGPAT3 chr21 0.954021363 + T2D risk TSS1500
cg03726739 SLIT3 chr5 0.954040943 - T2D risk Body
cg23371106 CNTNAP2 chr7 0.95410458 + T2D risk Body
cg14680686 CRYL1 chr13 0.954202985 + T2D risk Body
cg08237117 CHFR chr12 0.954327957 + T2D risk Body
cg25661142 WIZ chr19 0.95457383 - T2D risk Body
cg07962641 HMBOX1 chr8 0.954610892 - T2D risk 5'UTR
cg21235025 DACH1 chr13 0.954775097 - T2D risk Body
cg25889115 SVIP chr11 0.954836043 + T2D risk Body
cg11532302 PLAGL1 chr6 0.955155847 - T2D risk TSS1500
cg11532302 PLAGL1 chr6 0.955155847 - T2D risk 5'UTR
cg06642945 PACRG chr6 0.955398343 - T2D risk Body
cg15878435 PLEKHG3 chr14 0.955537432 + T2D risk 1stExon
cg15878435 PLEKHG3 chr14 0.955537432 + T2D risk 5'UTR
cg03353442 DENND4C chr9 0.955763646 + T2D risk Body
cg03353442 DENND4C chr9 0.955763646 + T2D risk 5'UTR
cg20771168 SRPK2 chr7 0.955773961 - T2D risk Body
cg23962495 PRKCB chr16 0.955804292 + T2D risk Body
cg21417381 TTC28 chr22 0.955902866 + T2D risk Body
cg08218437 PHACTR1 chr6 0.955906721 - T2D risk Body
cg24534006 PRKCB chr16 0.955908968 + T2D risk Body
cg12442677 TMEM219 chr16 0.955949198 + T2D risk Body
cg09307569 CLEC16A chr16 0.956213368 - T2D risk Body
cg09589374 ATP8A2 chr13 0.95637362 + T2D risk Body
cg12102607 GNA12 chr7 0.956395554 - T2D risk Body
cg12102607 GNA12 chr7 0.956395554 - T2D risk TSS200
cg00370926 CNTROB chr17 0.956431304 - T2D risk 1stExon
cg00370926 CNTROB chr17 0.956431304 - T2D risk 5'UTR
cg12097239 ARL8B chr3 0.956441664 - T2D risk TSS200
cg19277350 ATXN1 chr6 0.956489651 + T2D risk 5'UTR
cg24872971 NCOA2 chr8 0.956554638 + T2D risk Body
cg18453621 LMX1B chr9 0.956655071 - T2D risk Body
cg01342042 DIP2C chr10 0.956663454 - T2D risk Body
cg18753516 TBC1D5 chr3 0.95679268 + T2D risk 5'UTR
cg18753516 TBC1D5 chr3 0.95679268 + T2D risk TSS1500
cg01108370 PRKAG2 chr7 0.956850759 - T2D risk TSS1500
cg01108370 PRKAG2 chr7 0.956850759 - T2D risk Body
cg05726785 FLT1 chr13 0.956976573 - T2D risk Body
cg21776797 GLA chrX 0.957024564 + T2D risk 1stExon
cg08563062 CALD1 chr7 0.957047764 - T2D risk Body
cg22544889 ATP4A chr19 0.957147431 + T2D risk Body
cg16072969 DDHD2 chr8 0.957264665 - T2D risk TSS1500
cg09590216 POC1B chr12 0.957418298 - T2D risk Body
cg06741536 RAP1B chr12 0.957719683 + T2D risk 5'UTR
cg02704716 ATP6V1H chr8 0.957732078 - T2D risk Body
cg01926029 EFR3A chr8 0.957914196 - T2D risk Body
cg06152112 TPCN1 chr12 0.958116614 + T2D risk 5'UTR
cg06152112 TPCN1 chr12 0.958116614 + T2D risk Body
cg10764357 BCAT1 chr12 0.958169275 - T2D risk 5'UTR
cg10764357 BCAT1 chr12 0.958169275 - T2D risk 1stExon
cg23701784 RHBDD1 chr2 0.958188078 - T2D risk Body
cg21944372 CLIC5 chr6 0.958469012 - T2D risk TSS1500
cg21944372 CLIC5 chr6 0.958469012 - T2D risk Body
cg02995664 TMEM131 chr2 0.958579851 + T2D risk TSS1500
cg05999828 ULK4 chr3 0.95861359 + T2D risk Body
cg25456317 KIAA1109 chr4 0.958699134 + T2D risk Body
cg21940038 RAP1GAP2 chr17 0.958859429 - T2D risk Body
cg19000612 ATP8A2 chr13 0.958943226 - T2D risk Body
cg19749532 AGPAT3 chr21 0.959001118 + T2D risk 5'UTR
cg06952719 CHKA chr11 0.959057132 - T2D risk TSS1500
cg07485155 TSHZ1 chr18 0.959095083 + T2D risk TSS1500
cg18066197 CHFR chr12 0.959206279 - T2D risk 3'UTR
cg01313234 IMPA1 chr8 0.959206586 + T2D risk Body



cg01313234 IMPA1 chr8 0.959206586 + T2D risk 5'UTR
cg23862140 PHACTR1 chr6 0.959214314 - T2D risk Body
cg22480742 CALD1 chr7 0.959267789 + T2D risk 1stExon
cg22480742 CALD1 chr7 0.959267789 + T2D risk Body
cg02626417 APC chr5 0.959418731 - T2D risk Body
cg02626417 APC chr5 0.959418731 - T2D risk 5'UTR
cg07349962 ANK3 chr10 0.959450477 - T2D risk Body
cg12401953 SPOCK1 chr5 0.959588494 + T2D risk Body
cg24105728 PHACTR1 chr6 0.959659607 + T2D risk Body
cg22408308 DYNC1I2 chr2 0.959760968 - T2D risk 5'UTR
cg22408308 DYNC1I2 chr2 0.959760968 - T2D risk 1stExon
cg14640066 RTN4 chr2 0.959834188 - T2D risk Body
cg14640066 RTN4 chr2 0.959834188 - T2D risk 1stExon
cg14640066 RTN4 chr2 0.959834188 - T2D risk 5'UTR
cg08395925 DLL4 chr15 0.959873437 + T2D risk Body
cg19712746 KDR chr4 0.959985527 + T2D risk TSS1500
cg17895149 PLAGL1 chr6 0.960167714 - T2D risk TSS1500
cg17895149 PLAGL1 chr6 0.960167714 - T2D risk 5'UTR
cg01097031 PACS2 chr14 0.960199641 - T2D risk TSS200
cg24154257 PRKAG2 chr7 0.960234748 - T2D risk 5'UTR
cg24154257 PRKAG2 chr7 0.960234748 - T2D risk Body
cg19034820 TTC28 chr22 0.960245504 - T2D risk Body
cg11298636 SH3GL2 chr9 0.960482861 + T2D risk Body
cg08208595 PACS2 chr14 0.96056505 + T2D risk Body
cg14881910 PDLIM5 chr4 0.960587893 - T2D risk 5'UTR
cg14881910 PDLIM5 chr4 0.960587893 - T2D risk Body
cg21455901 CRYL1 chr13 0.960712386 + T2D risk Body
cg05427387 DNAH9 chr17 0.960726903 - T2D risk ExonBnd
cg05427387 DNAH9 chr17 0.960726903 - T2D risk Body
cg26685404 PRKCB chr16 0.960866748 - T2D risk Body
cg03557391 PDE5A chr4 0.960893646 - T2D risk Body
cg03557391 PDE5A chr4 0.960893646 - T2D risk 1stExon
cg03557391 PDE5A chr4 0.960893646 - T2D risk 5'UTR
cg12893271 FLT1 chr13 0.961055075 - T2D risk Body
cg04333213 KCNIP3 chr2 0.961225565 + T2D risk TSS200
cg04333213 KCNIP3 chr2 0.961225565 + T2D risk Body
cg13714895 IMPA1 chr8 0.961237983 + T2D risk TSS1500
cg00879444 PRMT3 chr11 0.961250875 + T2D risk Body
cg03477477 GRK5 chr10 0.961292777 - T2D risk Body
cg23922265 CHID1 chr11 0.961501422 + T2D risk 1stExon
cg23922265 CHID1 chr11 0.961501422 + T2D risk 5'UTR
cg07883154 PRKCB chr16 0.96175044 - T2D risk Body
cg13634994 LMX1B chr9 0.96175911 - T2D risk Body
cg01409261 ERC2 chr3 0.961785502 + T2D risk 5'UTR
cg14393732 ANK3 chr10 0.961893068 - T2D risk Body
cg02286917 PLAGL1 chr6 0.961910784 - T2D risk 5'UTR
cg17870211 TTC28 chr22 0.961979261 + T2D risk Body
cg26616564 DNAJC1 chr10 0.962150845 + T2D risk Body
cg17519949 NOTCH3 chr19 0.962200937 - T2D risk Body
cg12581327 NOL4 chr18 0.96221916 + T2D risk Body
cg04725743 INPP4A chr2 0.962353125 - T2D risk 5'UTR
cg16232206 ST8SIA1 chr12 0.962482528 + T2D risk 5'UTR
cg16232206 ST8SIA1 chr12 0.962482528 + T2D risk Body
cg23543612 SEZ6L chr22 0.96251687 + T2D risk Body
cg03647563 PHACTR1 chr6 0.962636575 - T2D risk Body
cg17362398 RPGR chrX 0.962795234 - T2D risk Body
cg20355860 ANK3 chr10 0.96312847 - T2D risk 1stExon
cg20355860 ANK3 chr10 0.96312847 - T2D risk 5'UTR
cg20355860 ANK3 chr10 0.96312847 - T2D risk Body
cg17459743 RSF1 chr11 0.963193482 + T2D risk Body
cg15358639 ANK3 chr10 0.963318814 - T2D risk Body
cg10080685 UBE2K chr4 0.963376646 + T2D risk Body
cg18960983 ACTN4 chr19 0.963459047 + T2D risk Body
cg22601350 ARL15 chr5 0.963495234 + T2D risk Body
cg05719831 CLEC16A chr16 0.963547762 - T2D risk Body
cg16859943 PLEKHG3 chr14 0.963555892 + T2D risk 5'UTR
cg21170836 PACS2 chr14 0.963588033 + T2D risk Body
cg04868325 SLC30A8 chr8 0.963615427 + T2D risk 5'UTR
cg04868325 SLC30A8 chr8 0.963615427 + T2D risk TSS1500
cg02554975 IFT74 chr9 0.963623688 + T2D risk 5'UTR



cg02554975 IFT74 chr9 0.963623688 + T2D risk TSS1500
cg05615763 FNIP2 chr4 0.963699225 + T2D risk TSS1500
cg19769379 RHBDD1 chr2 0.963751523 + T2D risk Body
cg21414363 KIAA1109 chr4 0.963818418 - T2D risk Body
cg21066622 PLEKHG3 chr14 0.963841666 - T2D risk Body
cg19973668 TENM2 chr5 0.963900926 + T2D risk Body
cg13994842 PRKAG2 chr7 0.964193809 - T2D risk TSS200
cg13994842 PRKAG2 chr7 0.964193809 - T2D risk Body
cg18325667 AGPAT3 chr21 0.964247218 + T2D risk 5'UTR
cg05338165 SNX4 chr3 0.964303962 + T2D risk Body
cg14801778 PRMT3 chr11 0.964356207 - T2D risk Body
cg00536869 CLEC16A chr16 0.964519242 + T2D risk Body
cg17693115 TPCN1 chr12 0.964547918 + T2D risk Body
cg19616687 TENM2 chr5 0.964548363 - T2D risk Body
cg23321228 MET chr7 0.964615082 + T2D risk Body
cg00643051 ARL15 chr5 0.964647685 - T2D risk Body
cg25618597 CHFR chr12 0.964928321 + T2D risk Body
cg12808151 SSB chr2 0.964967712 + T2D risk Body
cg05165050 TANC2 chr17 0.965014659 - T2D risk Body
cg13648087 NCOA7 chr6 0.965069415 - T2D risk 5'UTR
cg03140190 CREBBP chr16 0.965321154 + T2D risk Body
cg13878010 ADCY5 chr3 0.965554188 - T2D risk 1stExon
cg01898254 SSBP2 chr5 0.965579025 - T2D risk TSS1500
cg23192604 ARID2 chr12 0.965764583 - T2D risk Body
cg26040816 JPH2 chr20 0.965839995 - T2D risk 1stExon
cg26040816 JPH2 chr20 0.965839995 - T2D risk 5'UTR
cg09400051 PACS2 chr14 0.965916975 - T2D risk 5'UTR
cg22568523 NOTCH3 chr19 0.966046159 - T2D risk Body
cg27474053 GPC4 chrX 0.966302947 - T2D risk Body
cg17017994 TTC28 chr22 0.966425749 + T2D risk Body
cg27089978 WWP2 chr16 0.96646905 + T2D risk 5'UTR
cg19064506 ASH1L chr1 0.966537483 - T2D risk Body
cg16758764 ATP6V1A chr3 0.96656015 - T2D risk 3'UTR
cg14489299 ANKHD1 chr5 0.966598386 - T2D risk Body
cg10797944 RGS7 chr1 0.966665492 - T2D risk Body
cg06320111 PDE7A chr8 0.966732623 - T2D risk Body
cg01964683 NUF2 chr1 0.966754738 - T2D risk TSS200
cg08117586 PPFIBP1 chr12 0.966765352 + T2D risk 5'UTR
cg22135324 NCOA7 chr6 0.966851668 + T2D risk Body
cg07695488 FNIP2 chr4 0.966983563 + T2D risk Body
cg08592857 TSC22D1 chr13 0.967026799 - T2D risk 1stExon
cg08592857 TSC22D1 chr13 0.967026799 - T2D risk Body
cg12279366 ANK3 chr10 0.967073365 + T2D risk Body
cg25221496 MEIS2 chr15 0.967087335 - T2D risk Body
cg17817168 ST8SIA1 chr12 0.967156104 + T2D risk Body
cg19133023 CHID1 chr11 0.967245517 + T2D risk Body
cg18084885 SLIT3 chr5 0.967338465 - T2D risk Body
cg10984000 DIP2C chr10 0.96741294 - T2D risk Body
cg27657271 CUX1 chr7 0.967626456 - T2D risk TSS1500
cg27657271 CUX1 chr7 0.967626456 - T2D risk Body
cg14591979 CADM1 chr11 0.967644088 + T2D risk Body
cg11476211 PRKCE chr2 0.967728985 - T2D risk 1stExon
cg11215113 SLIT3 chr5 0.967742744 + T2D risk Body
cg08554159 PRKCE chr2 0.967793103 - T2D risk Body
cg23821590 ASH1L chr1 0.96787237 + T2D risk TSS1500
cg06415900 TENM2 chr5 0.968068905 + T2D risk Body
cg04850976 CREBBP chr16 0.968110149 - T2D risk Body
cg02404692 CLEC16A chr16 0.968143992 + T2D risk Body
cg15723805 CRYL1 chr13 0.968240181 - T2D risk Body
cg12007634 CLASP2 chr3 0.968297184 + T2D risk Body
cg12007634 CLASP2 chr3 0.968297184 + T2D risk TSS200
cg04068159 PCYT1A chr3 0.968449141 + T2D risk Body
cg14071023 CLIC5 chr6 0.968469183 - T2D risk Body
cg14826185 TENM2 chr5 0.968472917 - T2D risk Body
cg23861644 NUP98 chr11 0.968558667 + T2D risk Body
cg24732049 CRYL1 chr13 0.968588651 - T2D risk Body
cg08955952 SRPK2 chr7 0.968755259 + T2D risk Body
cg08832445 CDH22 chr20 0.968988998 - T2D risk 5'UTR
cg15283292 ANK3 chr10 0.969025765 - T2D risk Body
cg00623312 CUX1 chr7 0.969048457 + T2D risk Body



cg26821579 SVIP chr11 0.969061159 - T2D risk TSS200
cg19619064 PTPRU chr1 0.969103675 + T2D risk TSS1500
cg12386879 COX6A1 chr12 0.969124471 - T2D risk TSS200
cg18656183 ATP8A2 chr13 0.969273163 - T2D risk Body
cg14032033 RGS7 chr1 0.96928757 - T2D risk Body
cg13900958 DNAH9 chr17 0.96939968 + T2D risk Body
cg10464179 RAP1GAP2 chr17 0.969417223 + T2D risk 3'UTR
cg02429393 CNTROB chr17 0.969621818 - T2D risk TSS1500
cg01460974 ARHGEF9 chrX 0.969623302 + T2D risk TSS1500
cg02994018 NDUFB3 chr2 0.969687941 - T2D risk TSS1500
cg03683866 CLEC16A chr16 0.969721123 + T2D risk Body
cg11546590 PRKCB chr16 0.970073756 + T2D risk Body
cg12316475 APBA1 chr9 0.970084892 - T2D risk TSS1500
cg16609548 DYNC1I2 chr2 0.970113839 - T2D risk Body
cg19954130 CMTR1 chr6 0.970213564 - T2D risk Body
cg23807718 JPH2 chr20 0.970401254 + T2D risk Body
cg02473287 YWHAQ chr2 0.970435827 + T2D risk Body
cg26843984 KIAA1217 chr10 0.970535306 + T2D risk TSS200
cg26843984 KIAA1217 chr10 0.970535306 + T2D risk 5'UTR
cg26843984 KIAA1217 chr10 0.970535306 + T2D risk Body
cg27327627 ROBO2 chr3 0.970589681 + T2D risk 5'UTR
cg27327627 ROBO2 chr3 0.970589681 + T2D risk Body
cg26424794 NUP98 chr11 0.970601679 + T2D risk Body
cg20733879 SLC30A8 chr8 0.970771676 - T2D risk 5'UTR
cg20733879 SLC30A8 chr8 0.970771676 - T2D risk TSS1500
cg03458839 DIP2C chr10 0.970835251 - T2D risk Body
cg22589504 JPH2 chr20 0.970839116 + T2D risk Body
cg06628693 PRKACB chr1 0.970930769 - T2D risk TSS1500
cg13569779 SLIT3 chr5 0.971094793 - T2D risk Body
cg08520895 SPAG9 chr17 0.971293048 - T2D risk Body
cg20541601 ANKHD1 chr5 0.97149768 + T2D risk TSS1500
cg25333386 RHOQ chr2 0.971649784 - T2D risk Body
cg06938954 ANK2 chr4 0.971665116 - T2D risk Body
cg18394567 RAP1GAP2 chr17 0.971686784 + T2D risk Body
cg26937360 NUP98 chr11 0.971692694 - T2D risk Body
cg14342919 ZHX2 chr8 0.971751515 + T2D risk 5'UTR
cg22148433 TENM2 chr5 0.971877199 - T2D risk Body
cg12726300 WDR47 chr1 0.972029248 + T2D risk 5'UTR
cg12726300 WDR47 chr1 0.972029248 + T2D risk 1stExon
cg08138574 ATXN1 chr6 0.972039049 - T2D risk 5'UTR
cg24561600 CADM1 chr11 0.972068077 - T2D risk Body
cg21545720 PTP4A2 chr1 0.972107087 - T2D risk TSS1500
cg05566966 KREMEN1 chr22 0.972198503 + T2D risk Body
cg10791984 RAP1GAP2 chr17 0.972261894 + T2D risk Body
cg13051137 PPFIBP1 chr12 0.972310794 - T2D risk 5'UTR
cg23881299 GRK5 chr10 0.972355497 - T2D risk Body
cg13967190 AGPAT3 chr21 0.972370209 + T2D risk 5'UTR
cg04524652 FAM160A1 chr4 0.972465609 - T2D risk TSS1500
cg11408006 PRKAG2 chr7 0.972779 + T2D risk Body
cg00548143 ITPKB chr1 0.972875156 + T2D risk Body
cg07366188 BIRC5 chr17 0.973216614 - T2D risk 3'UTR
cg14638091 SKAP1 chr17 0.973338003 + T2D risk Body
cg04182678 NCOA2 chr8 0.973442605 + T2D risk 5'UTR
cg07500410 CLOCK chr4 0.973556022 + T2D risk 5'UTR
cg06173857 GNA12 chr7 0.973572889 - T2D risk Body
cg06371996 RAP1GAP2 chr17 0.973631306 + T2D risk 3'UTR
cg14398243 PRKCE chr2 0.973684464 + T2D risk Body
cg24185850 PACS2 chr14 0.973730768 - T2D risk Body
cg01967792 SH3GL2 chr9 0.973792212 - T2D risk Body
cg16028371 KREMEN1 chr22 0.973980461 + T2D risk TSS1500
cg11651430 UBL3 chr13 0.974182092 + T2D risk TSS1500
cg04179625 RNF157 chr17 0.974246009 - T2D risk 1stExon
cg06729676 NF1 chr17 0.974280613 - T2D risk TSS200
cg13013297 KREMEN1 chr22 0.97429441 + T2D risk Body
cg23065185 LAMA4 chr6 0.974412289 + T2D risk Body
cg01113435 SEMA3G chr3 0.974457495 + T2D risk TSS200
cg13689742 MYO6 chr6 0.974511529 - T2D risk 5'UTR
cg18551658 ITGA1 chr5 0.974520545 + T2D risk Body
cg18551658 ITGA1 chr5 0.974520545 + T2D risk ExonBnd
cg19367047 KDM4B chr19 0.974571043 - T2D risk Body



cg04496204 DACH1 chr13 0.974725217 - T2D risk Body
cg09916651 CUX2 chr12 0.975049981 - T2D risk Body
cg03406913 POC1B chr12 0.975472966 + T2D risk 5'UTR
cg03406913 POC1B chr12 0.975472966 + T2D risk Body
cg03183451 PRKCE chr2 0.975487549 + T2D risk Body
cg08956303 PHF21A chr11 0.975636576 - T2D risk Body
cg08956303 PHF21A chr11 0.975636576 - T2D risk ExonBnd
cg03604327 EVI5 chr1 0.975685562 - T2D risk Body
cg26263145 DIP2C chr10 0.975822542 + T2D risk Body
cg23196625 ADCY5 chr3 0.975957381 - T2D risk Body
cg27253035 UXS1 chr2 0.97598846 - T2D risk Body
cg15709214 CALD1 chr7 0.976002912 - T2D risk TSS1500
cg01837574 CNTROB chr17 0.976023325 - T2D risk 1stExon
cg17198937 CNTNAP2 chr7 0.976025082 + T2D risk Body
cg02024766 NCOA2 chr8 0.976111774 - T2D risk 5'UTR
cg01352158 AGPAT3 chr21 0.976172673 - T2D risk 5'UTR
cg10192074 WWP2 chr16 0.976239044 + T2D risk 3'UTR
cg10266012 ARHGAP32 chr11 0.976347797 - T2D risk Body
cg03502757 GGPS1 chr1 0.976416595 + T2D risk Body
cg03502757 GGPS1 chr1 0.976416595 + T2D risk 5'UTR
cg04720116 DIP2C chr10 0.976538261 + T2D risk Body
cg24812669 PPP1R12A chr12 0.976588156 + T2D risk TSS1500
cg22807241 CNTNAP2 chr7 0.976591145 + T2D risk Body
cg19076587 PHF21A chr11 0.976677798 + T2D risk Body
cg15144697 NDUFB3 chr2 0.976813981 - T2D risk TSS1500
cg19910616 ADCY5 chr3 0.976898789 - T2D risk Body
cg08442334 RBM4 chr11 0.97692321 - T2D risk Body
cg13779845 CADM1 chr11 0.976965835 - T2D risk Body
cg14530764 ADCY5 chr3 0.977041653 + T2D risk Body
cg05080940 CLEC16A chr16 0.977094004 - T2D risk Body
cg20737451 PACS1 chr11 0.977169007 - T2D risk Body
cg21243411 RSF1 chr11 0.977313507 + T2D risk Body
cg20518045 SPOCK1 chr5 0.977383316 + T2D risk Body
cg00685004 SEC31A chr4 0.977462392 - T2D risk Body
cg23325364 DIP2C chr10 0.97747528 - T2D risk Body
cg09889848 DIP2C chr10 0.977577411 - T2D risk Body
cg10449610 TSHZ1 chr18 0.977580126 + T2D risk 5'UTR
cg10449610 TSHZ1 chr18 0.977580126 + T2D risk Body
cg15001032 DDC chr7 0.977593957 + T2D risk 1stExon
cg15001032 DDC chr7 0.977593957 + T2D risk 5'UTR
cg07389471 ENAH chr1 0.977661547 - T2D risk Body
cg04300150 RNF217 chr6 0.977879302 + T2D risk Body
cg17423624 PACRG chr6 0.977946406 - T2D risk Body
cg27128549 PRKCE chr2 0.97801491 + T2D risk Body
cg23177406 PHACTR1 chr6 0.978112889 + T2D risk Body
cg07912432 APBA1 chr9 0.978117409 + T2D risk 5'UTR
cg09283025 SRPK2 chr7 0.978154556 - T2D risk Body
cg15151784 COX6A1 chr12 0.978190833 + T2D risk Body
cg22866998 DIP2C chr10 0.978284572 + T2D risk Body
cg00793946 PRKCE chr2 0.978302319 - T2D risk Body
cg25844276 SLC7A2 chr8 0.978335829 + T2D risk 5'UTR
cg25844276 SLC7A2 chr8 0.978335829 + T2D risk Body

ch.3.397026R TBC1D5 chr3 0.978339598 + T2D risk 5'UTR
cg23710432 TIMM23 chr10 0.978519991 - T2D risk Body
cg05306898 SPAG9 chr17 0.978767429 + T2D risk Body
cg03452768 SPAG9 chr17 0.978771463 - T2D risk Body
cg13144857 PDE8A chr15 0.978802462 + T2D risk 5'UTR
cg13144857 PDE8A chr15 0.978802462 + T2D risk Body
cg16081185 NOL4 chr18 0.978907157 + T2D risk 5'UTR
cg16081185 NOL4 chr18 0.978907157 + T2D risk Body
cg21753652 PRKCE chr2 0.978913261 - T2D risk Body
cg22647670 RAP1GAP2 chr17 0.979153171 + T2D risk Body
cg07317705 RANBP17 chr5 0.979180952 + T2D risk Body
cg17711217 SLIT3 chr5 0.979584191 - T2D risk Body
cg02181555 TAB2 chr6 0.979675436 + T2D risk 5'UTR
cg02181555 TAB2 chr6 0.979675436 + T2D risk Body
cg03274197 FLT1 chr13 0.979972174 - T2D risk Body
cg15533904 NQO1 chr16 0.979989623 + T2D risk Body
cg13803071 YWHAQ chr2 0.980007132 - T2D risk 5'UTR
cg13803071 YWHAQ chr2 0.980007132 - T2D risk 1stExon



cg24137770 PRKAG2 chr7 0.980285595 + T2D risk TSS1500
cg00495363 MAST1 chr19 0.980381515 + T2D risk Body
cg25283565 ATP6V1H chr8 0.980382816 + T2D risk TSS1500
cg15097617 CNTNAP2 chr7 0.980512772 - T2D risk Body
cg00120481 CUX2 chr12 0.980521148 + T2D risk Body
cg19076690 MGRN1 chr16 0.980578243 - T2D risk Body
cg15748006 YWHAQ chr2 0.980599957 + T2D risk TSS1500
cg21038956 SLIT3 chr5 0.980727719 - T2D risk Body
cg21553436 CLASP2 chr3 0.980868844 + T2D risk Body
cg21553436 CLASP2 chr3 0.980868844 + T2D risk TSS1500
cg21213332 AGPAT3 chr21 0.980923 - T2D risk 5'UTR
cg23479189 PRKAG2 chr7 0.980925981 + T2D risk Body
cg05865746 RAP1GAP2 chr17 0.981200521 - T2D risk TSS200
cg08167110 FAM160A1 chr4 0.981613319 - T2D risk Body
cg06484065 CADM1 chr11 0.98166079 + T2D risk Body
cg10549467 CADM1 chr11 0.981801544 + T2D risk Body
cg27063018 ITPKB chr1 0.98182219 - T2D risk Body
cg13721576 TENM2 chr5 0.981882422 + T2D risk Body
cg05081346 RHBDD1 chr2 0.982036335 + T2D risk Body
cg03114371 PPFIBP1 chr12 0.982277599 + T2D risk 5'UTR
cg14722402 ST6GAL1 chr3 0.982281227 - T2D risk 5'UTR
cg02184632 ZHX2 chr8 0.982282725 - T2D risk 3'UTR
cg23859591 PPP1R12A chr12 0.982341019 + T2D risk TSS200
cg23859591 PPP1R12A chr12 0.982341019 + T2D risk TSS1500
cg04510330 CTR9 chr11 0.982362245 - T2D risk Body
cg14431858 PACRG chr6 0.982589726 + T2D risk Body
cg11956748 RET chr10 0.982615834 - T2D risk TSS200
cg00057265 ANK3 chr10 0.982697002 + T2D risk Body
cg18065623 TMEM150C chr4 0.982751447 - T2D risk Body
cg05336149 DIP2C chr10 0.982890241 - T2D risk Body
cg11625184 TTC28 chr22 0.982900071 - T2D risk Body
cg26119620 SLIT3 chr5 0.983058841 + T2D risk Body
cg05364594 EFCAB14 chr1 0.983142241 + T2D risk Body
cg23384786 IMPA1 chr8 0.983269181 - T2D risk TSS1500
cg25691634 ST6GAL1 chr3 0.983276385 + T2D risk 5'UTR
cg14050816 ANK2 chr4 0.983281074 + T2D risk Body
cg23816184 EFCAB14 chr1 0.983333237 + T2D risk Body
cg00747661 CREBBP chr16 0.983362705 - T2D risk TSS1500
cg21096774 TSGA10 chr2 0.983440047 - T2D risk Body
cg10721492 ARL8B chr3 0.983440853 + T2D risk TSS1500
cg27436118 MGRN1 chr16 0.983598538 + T2D risk Body
cg09568818 PDE3A chr12 0.983609583 - T2D risk 3'UTR
cg12061069 RAP1GAP2 chr17 0.9836534 - T2D risk Body
cg16208304 TSGA10 chr2 0.983680487 + T2D risk Body
cg22049038 CNTNAP2 chr7 0.983778223 - T2D risk Body
cg04954894 DDHD2 chr8 0.98381753 + T2D risk 5'UTR
cg26111157 TTC28 chr22 0.983830378 - T2D risk TSS1500
cg15352067 CUX1 chr7 0.983914235 + T2D risk Body
cg11213990 SGSM2 chr17 0.984055182 - T2D risk Body
cg13384396 ADCY5 chr3 0.984110646 + T2D risk TSS1500
cg26768308 TSC22D1 chr13 0.984113193 - T2D risk TSS1500
cg26768308 TSC22D1 chr13 0.984113193 - T2D risk Body
cg04026789 CUX1 chr7 0.984199401 - T2D risk Body
cg19257462 TMEM131 chr2 0.984459283 + T2D risk Body
cg22031103 UXS1 chr2 0.984529894 + T2D risk 5'UTR
cg22031103 UXS1 chr2 0.984529894 + T2D risk Body
cg22031103 UXS1 chr2 0.984529894 + T2D risk 1stExon
cg06137439 GAD1 chr2 0.98460442 - T2D risk 5'UTR
cg13748012 MAN1A2 chr1 0.984612845 + T2D risk Body
cg10902667 PRKAG2 chr7 0.984662841 - T2D risk Body
cg25675571 ATRN chr20 0.984703491 + T2D risk 3'UTR
cg10417176 MYO6 chr6 0.984743606 + T2D risk 5'UTR
cg14157244 SSB chr2 0.984824528 + T2D risk 1stExon
cg14157244 SSB chr2 0.984824528 + T2D risk 5'UTR
cg16411062 PDE5A chr4 0.98483134 + T2D risk Body
cg23396286 MMS19 chr10 0.984907895 + T2D risk TSS200
cg16439003 WWP2 chr16 0.985051311 + T2D risk 3'UTR
cg22468316 AGPAT3 chr21 0.985886048 - T2D risk 5'UTR
cg22468316 AGPAT3 chr21 0.985886048 - T2D risk TSS1500
cg07551060 GRK5 chr10 0.985890414 - T2D risk Body



cg05971751 UBE2K chr4 0.985978119 - T2D risk TSS1500
cg24516975 CHID1 chr11 0.986129352 - T2D risk TSS1500
cg24516975 CHID1 chr11 0.986129352 - T2D risk 5'UTR
cg13299986 TAB2 chr6 0.986144935 - T2D risk Body
cg18364770 SLIT3 chr5 0.986267414 - T2D risk Body
cg14351425 GRK5 chr10 0.986329917 + T2D risk Body
cg25042430 KIAA1217 chr10 0.986342976 + T2D risk TSS1500
cg21006167 RANBP17 chr5 0.986549315 + T2D risk Body
cg16823244 TJP1 chr15 0.986866873 + T2D risk Body
cg10280218 TBC1D5 chr3 0.987088709 + T2D risk Body
cg14086746 RHBDD1 chr2 0.987177453 + T2D risk 5'UTR
cg03353047 KIAA1217 chr10 0.987321113 + T2D risk 5'UTR
cg02631767 PDE3A chr12 0.987346938 + T2D risk Body
cg09023643 ST6GAL1 chr3 0.987485066 + T2D risk TSS1500
cg01363710 CLIC5 chr6 0.98749508 - T2D risk Body
cg07569575 SLIT3 chr5 0.987576064 - T2D risk Body
cg02699167 FBXL2 chr3 0.987661712 - T2D risk Body
cg23009067 GNA12 chr7 0.987723732 + T2D risk Body
cg06937357 PACS2 chr14 0.987852252 - T2D risk Body
cg19335436 DIP2C chr10 0.987891546 - T2D risk Body
cg04022063 TJP1 chr15 0.988043599 + T2D risk 1stExon
cg04022063 TJP1 chr15 0.988043599 + T2D risk 5'UTR
cg05025391 ATXN1 chr6 0.988117207 - T2D risk 5'UTR
cg08151809 PRKAG2 chr7 0.98821587 - T2D risk Body
cg10399824 GRK5 chr10 0.988374598 + T2D risk Body
cg10312572 CPLX2 chr5 0.988374776 - T2D risk 5'UTR
cg21238928 PRKACB chr1 0.98853338 + T2D risk TSS1500
cg26474881 RAP1GAP2 chr17 0.988553601 - T2D risk Body
cg08074962 SEC31A chr4 0.988607453 + T2D risk TSS1500
cg09903303 PDE5A chr4 0.988733589 + T2D risk Body
cg02801993 KDM4B chr19 0.988816122 - T2D risk Body
cg02453827 YWHAQ chr2 0.988965912 - T2D risk TSS1500
cg11929598 PPFIBP1 chr12 0.989005663 + T2D risk 5'UTR
cg25138017 FARSB chr2 0.989165551 - T2D risk Body
cg21668653 RAP1GAP2 chr17 0.989203296 + T2D risk Body
cg22652747 MEIS2 chr15 0.989533191 - T2D risk Body
cg00681288 TMEM131 chr2 0.989593182 - T2D risk Body
cg09904358 KIAA1217 chr10 0.989712237 - T2D risk 5'UTR
cg03860108 CNTNAP2 chr7 0.989779614 + T2D risk Body
cg15555053 POC1B chr12 0.989807229 + T2D risk Body
cg15555053 POC1B chr12 0.989807229 + T2D risk 5'UTR
cg27441881 SKAP1 chr17 0.989832127 - T2D risk Body
cg13556554 ARPP19 chr15 0.989850205 - T2D risk Body
cg01618530 ATP6V1H chr8 0.989972881 + T2D risk TSS200
cg01618530 ATP6V1H chr8 0.989972881 + T2D risk TSS1500
cg14063129 PACS2 chr14 0.990035915 - T2D risk Body
cg21212066 GLG1 chr16 0.99019911 - T2D risk Body
cg21212066 GLG1 chr16 0.99019911 - T2D risk 1stExon
cg17847520 CPLX2 chr5 0.990287741 + T2D risk TSS200
cg12325691 MET chr7 0.990289087 - T2D risk Body
cg25981623 OXSM chr3 0.990299146 - T2D risk Body
cg25981623 NGLY1 chr3 0.990299146 - T2D risk TSS200
cg25981623 OXSM chr3 0.990299146 - T2D risk 5'UTR
cg10329468 CDH22 chr20 0.990301669 + T2D risk 3'UTR
cg20915973 ATP8A1 chr4 0.990311308 - T2D risk TSS1500
cg00601726 ERC2 chr3 0.990364483 - T2D risk Body
cg03666597 CUX1 chr7 0.990370532 + T2D risk Body
cg14438755 SSBP2 chr5 0.990484033 - T2D risk Body
cg23114819 CLIC5 chr6 0.990559225 - T2D risk Body
cg09282828 LMX1B chr9 0.990667344 - T2D risk Body
cg07166291 KCNIP3 chr2 0.99067199 + T2D risk Body
cg03848856 WWP2 chr16 0.990742668 - T2D risk Body
cg17296483 WIZ chr19 0.990849656 - T2D risk TSS1500
cg03324501 PRKCE chr2 0.990931543 + T2D risk Body
cg11328572 EVI5 chr1 0.991442663 + T2D risk Body
cg20211604 DNAH9 chr17 0.991474954 + T2D risk Body
cg16807273 RAP1GAP2 chr17 0.991495553 + T2D risk Body
cg02792136 DIP2C chr10 0.991922562 - T2D risk Body
cg09800430 ITPKB chr1 0.992079633 + T2D risk Body
cg03550765 SEMA3G chr3 0.992143676 - T2D risk Body



cg22238977 ANK3 chr10 0.992523892 - T2D risk 3'UTR
cg00998686 CLASP2 chr3 0.992526977 - T2D risk Body
cg27185466 ASH1L chr1 0.992538539 + T2D risk Body
cg04077441 AGPAT3 chr21 0.992568873 - T2D risk 5'UTR
cg06890317 CHID1 chr11 0.992669471 - T2D risk ExonBnd
cg06890317 CHID1 chr11 0.992669471 - T2D risk Body
cg07779051 CLEC16A chr16 0.992850177 - T2D risk Body
cg19309855 CNTROB chr17 0.992855456 + T2D risk TSS1500
cg19413725 FAM160A1 chr4 0.992887971 + T2D risk 5'UTR
cg00066627 SCGN chr6 0.992902014 - T2D risk Body
cg07358015 HMBOX1 chr8 0.992922735 + T2D risk 5'UTR
cg07358015 HMBOX1 chr8 0.992922735 + T2D risk TSS200
cg12518799 RNF157 chr17 0.992933577 + T2D risk Body
cg00807464 CUX2 chr12 0.993117251 - T2D risk Body
cg05313656 CDH22 chr20 0.993201359 + T2D risk 5'UTR
cg01399353 ATRNL1 chr10 0.993271659 + T2D risk Body
cg04818078 CREBBP chr16 0.993283318 - T2D risk Body
cg17066338 ANKHD1 chr5 0.993609972 - T2D risk Body
cg23545098 CREBBP chr16 0.993613355 + T2D risk TSS1500
cg04077168 SPAG9 chr17 0.993735977 - T2D risk Body
cg08833604 TAB2 chr6 0.993810583 - T2D risk Body
cg10566764 KCNIP3 chr2 0.993883674 - T2D risk Body
cg00297969 AGPAT3 chr21 0.994088047 + T2D risk 5'UTR
cg03998546 DENND4C chr9 0.994105572 - T2D risk TSS1500
cg08960498 PHACTR1 chr6 0.994106102 - T2D risk Body
cg18115693 KDM4B chr19 0.99414769 + T2D risk TSS1500
cg22181049 CADM1 chr11 0.994148166 - T2D risk Body
cg20830360 DIP2C chr10 0.994240403 - T2D risk Body
cg21806387 KIAA1217 chr10 0.994262643 + T2D risk 5'UTR
cg16225517 NPEPPS chr17 0.994435517 + T2D risk Body
cg01217514 CHFR chr12 0.994570876 - T2D risk Body
cg24537104 PRKCE chr2 0.994653617 + T2D risk Body
cg15484628 MGRN1 chr16 0.994691278 + T2D risk Body
cg14832990 TSHZ1 chr18 0.994693731 + T2D risk 5'UTR
cg19784244 TMEM59 chr1 0.994796406 + T2D risk 5'UTR
cg19784244 TMEM59 chr1 0.994796406 + T2D risk 1stExon
cg02856379 MAN1A1 chr6 0.994838144 - T2D risk Body
cg17231494 CALD1 chr7 0.994928955 - T2D risk Body
cg14671809 ERC2 chr3 0.994983054 - T2D risk 3'UTR
cg01081400 LCA5 chr6 0.99503355 - T2D risk 3'UTR
cg12270449 PPFIBP1 chr12 0.995124805 + T2D risk Body
cg12270449 PPFIBP1 chr12 0.995124805 + T2D risk ExonBnd
cg11579447 GALK2 chr15 0.995151153 + T2D risk Body
cg09980403 MAST1 chr19 0.995262017 - T2D risk Body
cg10486834 CUX1 chr7 0.995346978 - T2D risk Body
cg02733424 AGPAT3 chr21 0.995363664 + T2D risk Body
cg24000108 CLOCK chr4 0.995428038 - T2D risk 5'UTR
cg12241755 DACH1 chr13 0.995430475 + T2D risk Body
cg23986445 RSF1 chr11 0.995772875 + T2D risk Body
cg17215325 CLASP2 chr3 0.995878966 - T2D risk Body
cg07199337 PRMT3 chr11 0.995981557 + T2D risk TSS1500
cg00372529 SLC9A6 chrX 0.996075407 - T2D risk TSS1500
cg02995459 NOL4 chr18 0.996171468 - T2D risk 5'UTR
cg02995459 NOL4 chr18 0.996171468 - T2D risk Body
cg08530041 SLIT3 chr5 0.99618178 + T2D risk 3'UTR
cg13471336 DIP2C chr10 0.996206033 - T2D risk Body
cg23799943 CUX2 chr12 0.996240698 + T2D risk Body
cg16893968 DYNC1I2 chr2 0.996249376 - T2D risk Body
cg03490965 TENM2 chr5 0.99627816 - T2D risk Body
cg00650925 ITPKB chr1 0.996444378 + T2D risk Body
cg21822822 LAMA4 chr6 0.99646993 - T2D risk Body
cg03050708 MMS19 chr10 0.996489608 - T2D risk TSS1500
cg05835969 DIP2C chr10 0.996568927 + T2D risk Body
cg22010478 KDM4B chr19 0.996593464 + T2D risk 5'UTR
cg22869706 DIP2C chr10 0.996801612 - T2D risk Body
cg04878697 PPFIBP1 chr12 0.996936472 - T2D risk 5'UTR
cg05826175 CLOCK chr4 0.996955593 - T2D risk Body
cg16871029 GLG1 chr16 0.996956559 + T2D risk Body
cg18706511 RCAN2 chr6 0.996974211 - T2D risk Body
cg11305100 PHF21A chr11 0.99700162 + T2D risk Body



cg13338595 PTPRU chr1 0.997081008 + T2D risk TSS1500
cg25357706 ADCY5 chr3 0.997114727 - T2D risk Body
cg17268775 CHFR chr12 0.997204388 + T2D risk Body
cg00531748 KDR chr4 0.997224908 - T2D risk TSS1500
cg14696064 ADCY5 chr3 0.997229788 - T2D risk Body
cg23681599 DIP2C chr10 0.997255279 - T2D risk Body
cg09279412 CUX1 chr7 0.99727347 + T2D risk TSS200
cg18612612 CALD1 chr7 0.997278695 - T2D risk 5'UTR
cg19769780 ITPKB chr1 0.99730738 + T2D risk Body
cg13767920 RAP1GAP2 chr17 0.997332919 + T2D risk Body
cg04272368 CUL1 chr7 0.997403468 - T2D risk 5'UTR
cg08327378 WWP2 chr16 0.997567936 + T2D risk 5'UTR
cg20684696 DIP2C chr10 0.997583123 + T2D risk Body
cg27122688 NCOA7 chr6 0.997655237 - T2D risk 5'UTR
cg27122688 NCOA7 chr6 0.997655237 - T2D risk Body
cg25724842 PACRG chr6 0.997855897 - T2D risk Body
cg26595364 RET chr10 0.998117445 - T2D risk Body
cg07885635 ATXN1 chr6 0.998201242 + T2D risk 5'UTR
cg03313290 ARL15 chr5 0.998231219 + T2D risk Body
cg11683648 COL4A1 chr13 0.998307134 - T2D risk Body
cg09063434 DIP2C chr10 0.998337466 - T2D risk Body
cg10382692 PDE5A chr4 0.998541848 - T2D risk TSS1500
cg03894557 ARPP19 chr15 0.998573799 + T2D risk Body
cg11854691 ARL15 chr5 0.998573985 + T2D risk Body
cg26026297 ATP8A1 chr4 0.998674237 - T2D risk Body
cg13401235 PHACTR1 chr6 0.998724702 - T2D risk Body
cg14878913 BCAT1 chr12 0.998910931 - T2D risk Body
cg01298374 PPFIBP1 chr12 0.998930297 - T2D risk 5'UTR
cg19070636 NCOA7 chr6 0.998942533 + T2D risk Body
cg19070636 NCOA7 chr6 0.998942533 + T2D risk TSS1500
cg20971014 SPPL2A chr15 0.999275603 + T2D risk 1stExon
cg20971014 SPPL2A chr15 0.999275603 + T2D risk 5'UTR
cg03333101 MAST1 chr19 0.999349465 - T2D risk Body
cg17343444 TENM2 chr5 0.999407565 + T2D risk Body
cg13435304 ULK4 chr3 0.999460314 + T2D risk Body
cg23653242 PCYT1A chr3 0.999546544 + T2D risk Body
cg08805345 PRKAG2 chr7 0.999603106 - T2D risk Body
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cg22989379 - 0. 268 0. 0346 0. 3956 0. 757 75. 668 0. 775 77. 460 0. 036 3. 586 0. 042 4. 156 37 20 33, 462, 683 ACSS2 NR_028046 TSS200

cg13368786 - 0. 288 0. 0419 0. 4267 0. 460 45. 981 0. 510 50. 997 0. 091 9. 080 0. 069 6. 935 37 20 33, 463, 522 ACSS2; ACSS2; ACSS2 NR_028046; NM _001076552; NM _018677Body; TSS1500; TSS1500

cg13711528 0. 217 0. 0317 0. 3822 0. 096 9. 595 0. 086 8. 643 0. 017 1. 682 0. 013 1. 315 37 19 39, 138, 322 ACTN4 NM _004924 TSS200

cg26831416 - 0. 287 0. 0130 0. 2585 0. 713 71. 306 0. 749 74. 909 0. 049 4. 859 0. 048 4. 783 37 19 39, 142, 011 ACTN4 NM _004924 Body

cg01246398 - 0. 463 0. 0006 0. 0615 0. 523 52. 331 0. 584 58. 412 0. 063 6. 347 0. 067 6. 730 37 3 123, 165, 872 ADCY5 NM _183357 Body

cg02953559 - 0. 598 0. 0009 0. 0748 0. 648 64. 821 0. 715 71. 501 0. 064 6. 403 0. 064 6. 411 37 3 123, 164, 964 ADCY5 NM _183357 Body

cg08598988 - 0. 290 0. 0053 0. 1712 0. 605 60. 488 0. 627 62. 693 0. 038 3. 796 0. 040 3. 996 37 3 123, 166, 420 ADCY5 NM _183357 1st Exon

cg11803871 0. 200 0. 0440 0. 4349 0. 713 71. 277 0. 699 69. 885 0. 047 4. 717 0. 031 3. 094 37 3 123, 039, 831 ADCY5 NM _183357 Body

cg14530764 - 0. 243 0. 0154 0. 2798 0. 653 65. 347 0. 656 65. 587 0. 048 4. 788 0. 043 4. 333 37 3 123, 124, 018 ADCY5 NM _183357 Body

cg14567877 - 0. 351 0. 0085 0. 2133 0. 530 53. 041 0. 533 53. 309 0. 052 5. 222 0. 048 4. 790 37 3 123, 071, 300 ADCY5 NM _183357 Body

cg14844401 - 0. 240 0. 0051 0. 1682 0. 641 64. 070 0. 654 65. 393 0. 050 5. 007 0. 040 4. 007 37 3 123, 133, 741 ADCY5 NM _183357 Body

cg14872036 - 0. 387 0. 0105 0. 2349 0. 477 47. 650 0. 549 54. 913 0. 097 9. 694 0. 080 8. 004 37 3 123, 049, 031 ADCY5 NM _183357 Body

cg15464481 - 0. 812 0. 0003 0. 0515 0. 533 53. 267 0. 623 62. 274 0. 085 8. 451 0. 092 9. 159 37 3 123, 151, 962 ADCY5 NM _183357 Body

cg20300093 - 0. 263 0. 0018 0. 1048 0. 533 53. 333 0. 567 56. 653 0. 044 4. 366 0. 054 5. 360 37 3 123, 138, 250 ADCY5 NM _183357 Body

cg20789595 - 0. 315 0. 0027 0. 1270 0. 886 88. 608 0. 889 88. 924 0. 016 1. 583 0. 021 2. 052 37 3 123, 063, 477 ADCY5 NM _183357 Body

cg25357706 - 0. 325 0. 0075 0. 2006 0. 475 47. 549 0. 538 53. 832 0. 063 6. 332 0. 067 6. 745 37 3 123, 123, 576 ADCY5 NM _183357 Body

cg25661931 - 0. 440 0. 0044 0. 1578 0. 599 59. 937 0. 633 63. 346 0. 064 6. 359 0. 058 5. 843 37 3 123, 166, 561 ADCY5 NM _183357 1st Exon

cg25976932 - 0. 602 0. 0007 0. 0663 0. 555 55. 454 0. 619 61. 853 0. 073 7. 331 0. 070 7. 044 37 3 123, 138, 958 ADCY5 NM _183357 Body

cg27182923 - 0. 487 0. 0005 0. 0602 0. 570 56. 965 0. 616 61. 633 0. 059 5. 939 0. 068 6. 820 37 3 123, 129, 387 ADCY5 NM _183357 Body

cg11166823 - 0. 200 0. 0031 0. 1353 0. 065 6. 550 0. 073 7. 338 0. 006 0. 606 0. 009 0. 854 37 21 45, 284, 425 AGPAT3 NM _020132 TSS1500

cg15321195 - 0. 233 0. 0450 0. 4385 0. 075 7. 495 0. 082 8. 161 0. 015 1. 521 0. 015 1. 547 37 21 45, 285, 898 AGPAT3 NM _020132 5'UTR

cg01331461 - 0. 221 0. 0282 0. 3648 0. 599 59. 941 0. 606 60. 588 0. 048 4. 821 0. 041 4. 109 37 21 45, 345, 152 AGPAT3; AGPAT3 NM _001037553; NM _020132 TSS200; 5'UTR

cg05957544 0. 177 0. 0429 0. 4308 0. 871 87. 134 0. 864 86. 399 0. 019 1. 942 0. 014 1. 383 37 21 45, 360, 804 AGPAT3; AGPAT3 NM _001037553; NM _020132 5'UTR; 5'UTR

cg13952914 0. 497 0. 0246 0. 3441 0. 463 46. 335 0. 385 38. 500 0. 130 12. 963 0. 097 9. 672 37 21 45, 379, 652 AGPAT3; AGPAT3 NM _001037553; NM _020132 Body; Body

cg21213332 - 0. 374 0. 0005 0. 0580 0. 792 79. 151 0. 798 79. 751 0. 034 3. 436 0. 035 3. 477 37 21 45, 345, 433 AGPAT3; AGPAT3 NM _001037553; NM _020132 5'UTR; 5'UTR

cg04128563 - 0. 230 0. 0151 0. 2780 0. 051 5. 074 0. 055 5. 517 0. 008 0. 764 0. 009 0. 933 37 6 111, 195, 434 AM D1; AM D1 NM _001033059; NM _001634 TSS1500; TSS1500

cg10945313 - 0. 243 0. 0453 0. 4396 0. 112 11. 150 0. 112 11. 192 0. 015 1. 525 0. 021 2. 106 37 4 113, 739, 291 ANK2; ANK2 NM _001127493; NM _0011274935'UTR; 1st Exon

cg14008500 - 0. 234 0. 0263 0. 3547 0. 111 11. 118 0. 113 11. 321 0. 023 2. 333 0. 023 2. 333 37 4 113, 739, 347 ANK2; ANK2 NM _001127493; NM _0011274935'UTR; 1st Exon

cg07328688 - 0. 340 0. 0055 0. 1739 0. 714 71. 427 0. 732 73. 166 0. 051 5. 060 0. 043 4. 258 37 4 114, 304, 349 ANK2; ANK2; ANK2 NM _001148; NM _001127493; NM _0209773'UTR; 3'UTR; 3'UTR

cg08448479 0. 390 0. 0360 0. 4020 0. 273 27. 271 0. 218 21. 803 0. 063 6. 332 0. 063 6. 326 37 4 114, 214, 185 ANK2; ANK2; ANK2 NM _001148; NM _001127493; NM _020977Body; Body; Body

cg11521427 - 0. 267 0. 0098 0. 2279 0. 214 21. 359 0. 231 23. 062 0. 038 3. 803 0. 039 3. 913 37 4 113, 970, 617 ANK2; ANK2; ANK2 NM _020977; NM _001127493; NM _001148TSS200; Body; TSS200

cg16931969 - 0. 265 0. 0342 0. 3941 0. 345 34. 526 0. 376 37. 593 0. 059 5. 870 0. 059 5. 924 37 4 113, 985, 495 ANK2; ANK2; ANK2 NM _001148; NM _001127493; NM _020977Body; Body; Body

cg17665652 0. 439 0. 0370 0. 4060 0. 416 41. 626 0. 335 33. 520 0. 091 9. 056 0. 101 10. 097 37 4 114, 214, 093 ANK2; ANK2; ANK2 NM _001148; NM _001127493; NM _020977Body; Body; Body

cg19949241 - 0. 322 0. 0027 0. 1257 0. 767 76. 744 0. 793 79. 319 0. 047 4. 673 0. 039 3. 860 37 4 114, 238, 881 ANK2; ANK2; ANK2 NM _001148; NM _001127493; NM _020977Body; Body; Body

cg21356998 - 0. 189 0. 0178 0. 2989 0. 424 42. 387 0. 470 46. 980 0. 042 4. 197 0. 041 4. 076 37 4 113, 971, 324 ANK2; ANK2; ANK2 NM _001148; NM _001127493; NM _020977Body; Body; Body

cg23371754 0. 544 0. 0135 0. 2635 0. 416 41. 620 0. 334 33. 427 0. 106 10. 597 0. 095 9. 503 37 4 114, 214, 449 ANK2; ANK2; ANK2 NM _001148; NM _001127493; NM _020977Body; Body; Body

cg25915539 0. 630 0. 0027 0. 1255 0. 164 16. 392 0. 133 13. 274 0. 046 4. 616 0. 054 5. 408 37 4 114, 214, 080 ANK2; ANK2; ANK2 NM _001148; NM _001127493; NM _020977Body; Body; Body

cg26247841 - 0. 386 0. 0379 0. 4102 0. 672 67. 223 0. 717 71. 705 0. 081 8. 097 0. 060 6. 046 37 4 114, 252, 967 ANK2; ANK2; ANK2 NM _001148; NM _001127493; NM _020977Body; Body; Body

cg00294550 - 0. 470 0. 0087 0. 2163 0. 647 64. 690 0. 699 69. 913 0. 080 7. 996 0. 057 5. 704 37 10 62, 144, 786 ANK3 NM _020987 Body

cg02773403 - 0. 310 0. 0084 0. 2121 0. 785 78. 502 0. 801 80. 123 0. 042 4. 186 0. 028 2. 822 37 10 62, 053, 458 ANK3 NM _020987 Body

cg03139691 0. 507 0. 0221 0. 3286 0. 550 54. 983 0. 455 45. 519 0. 139 13. 852 0. 102 10. 172 37 10 62, 150, 359 ANK3 NM _020987 TSS1500

cg20135031 0. 640 0. 0085 0. 2133 0. 680 68. 043 0. 560 55. 954 0. 106 10. 567 0. 103 10. 262 37 10 62, 150, 420 ANK3 NM _020987 TSS1500

cg26607103 0. 357 0. 0318 0. 3829 0. 677 67. 734 0. 606 60. 644 0. 065 6. 453 0. 074 7. 386 37 10 62, 149, 642 ANK3 NM _020987 TSS200

cg26202427 - 0. 433 0. 0219 0. 3273 0. 687 68. 668 0. 704 70. 429 0. 045 4. 474 0. 060 5. 962 37 10 61, 802, 654 ANK3; ANK3 NM _001149; NM _020987 Body; Body

cg03311064 0. 188 0. 0494 0. 4549 0. 024 2. 388 0. 023 2. 251 0. 005 0. 466 0. 003 0. 316 37 5 139, 781, 280 ANKHD1; ANKHD1- EI F4EBP3; ANKHD1; ANKHD1 NM _017978; NM _020690; NM _024668; NM _017747TSS200; TSS200; TSS200; TSS200

cg13937817 - 0. 382 0. 0041 0. 1529 0. 652 65. 225 0. 689 68. 949 0. 062 6. 243 0. 050 5. 029 37 9 72, 134, 749 APBA1 NM _001163 5'UTR

cg14397918 0. 321 0. 0316 0. 3816 0. 738 73. 812 0. 697 69. 666 0. 044 4. 374 0. 041 4. 088 37 9 72, 078, 829 APBA1 NM _001163 Body

cg14631997 0. 343 0. 0437 0. 4339 0. 711 71. 119 0. 643 64. 338 0. 072 7. 209 0. 065 6. 511 37 9 72, 128, 717 APBA1 NM _001163 Body

cg00190738 - 0. 354 0. 0009 0. 0761 0. 773 77. 291 0. 797 79. 655 0. 034 3. 408 0. 035 3. 491 37 5 112, 042, 650 APC NM _001127511 TSS1500

cg26660754 - 0. 135 0. 0407 0. 4217 0. 101 10. 078 0. 107 10. 717 0. 007 0. 750 0. 009 0. 894 37 5 112, 043, 194 APC NM _001127511 TSS200

cg01240931 0. 388 0. 0282 0. 3648 0. 381 38. 089 0. 325 32. 452 0. 077 7. 681 0. 078 7. 814 37 5 112, 074, 043 APC; APC; APC NM _000038; NM _001127510; NM _0011275115'UTR; 5'UTR; 5'UTR

cg25225807 0. 733 0. 0173 0. 2949 0. 197 19. 702 0. 178 17. 770 0. 215 21. 516 0. 207 20. 662 37 X 62, 974, 844 ARHGEF9; ARHGEF9 NM _015185; NM _015185 1st Exon; 5'UTR

cg07488073 - 0. 218 0. 0227 0. 3321 0. 073 7. 270 0. 079 7. 946 0. 009 0. 924 0. 010 1. 048 37 15 72, 766, 139 ARI H1 NM _005744 TSS1500

cg25990494 0. 217 0. 0276 0. 3614 0. 024 2. 395 0. 023 2. 259 0. 004 0. 405 0. 004 0. 372 37 15 72, 766, 486 ARI H1 NM _005744 TSS200

cg01196404 - 0. 236 0. 0042 0. 1547 0. 058 5. 803 0. 066 6. 601 0. 007 0. 737 0. 009 0. 886 37 5 53, 606, 491 ARL15 NM _019087 TSS200

cg02035603 0. 300 0. 0040 0. 1522 0. 895 89. 496 0. 884 88. 401 0. 020 2. 017 0. 017 1. 657 37 5 53, 242, 365 ARL15 NM _019087 Body

cg02437766 - 0. 270 0. 0345 0. 3952 0. 820 81. 970 0. 844 84. 352 0. 034 3. 353 0. 031 3. 137 37 5 53, 483, 018 ARL15 NM _019087 Body

cg12620935 - 0. 258 0. 0049 0. 1655 0. 481 48. 139 0. 515 51. 539 0. 043 4. 313 0. 035 3. 464 37 5 53, 603, 562 ARL15 NM _019087 Body

cg20850016 - 0. 307 0. 0131 0. 2601 0. 189 18. 854 0. 222 22. 169 0. 040 4. 025 0. 034 3. 362 37 3 5, 165, 254 ARL8B NM _018184 Body

cg24312492 - 0. 416 0. 0128 0. 2572 0. 028 2. 836 0. 037 3. 688 0. 006 0. 584 0. 009 0. 886 37 1 155, 532, 423 ASH1L; LOC645676 NM _018489; NR_027023 TSS200; Body

cg01738095 - 0. 246 0. 0447 0. 4374 0. 420 41. 984 0. 458 45. 795 0. 045 4. 544 0. 051 5. 097 37 2 26, 101, 831 ASXL2 NM _018263 TSS1500

cg20641545 - 0. 262 0. 0163 0. 2867 0. 785 78. 524 0. 790 78. 950 0. 035 3. 517 0. 032 3. 154 37 12 89, 984, 390 ATP2B1; ATP2B1 NM _001001323; NM _001682 3'UTR; 3'UTR

cg18314695 0. 191 0. 0442 0. 4356 0. 681 68. 081 0. 658 65. 802 0. 046 4. 586 0. 036 3. 597 37 19 36, 054, 621 ATP4A NM _000704 TSS200

cg19715414 - 0. 688 0. 0399 0. 4186 0. 148 14. 823 0. 176 17. 572 0. 100 9. 952 0. 079 7. 898 37 19 36, 048, 943 ATP4A NM _000704 Body

cg00328523 - 0. 215 0. 0290 0. 3694 0. 713 71. 255 0. 732 73. 221 0. 039 3. 893 0. 036 3. 556 37 8 54, 641, 642 ATP6V1H; ATP6V1H; ATP6V1H NM _213619; NM _015941; NM _213620Body; Body; Body

cg15965422 - 0. 206 0. 0136 0. 2643 0. 817 81. 680 0. 825 82. 473 0. 017 1. 726 0. 023 2. 323 37 8 54, 687, 817 ATP6V1H; ATP6V1H; ATP6V1H NM _213619; NM _015941; NM _213620Body; Body; Body

cg03640051 0. 557 0. 0001 0. 0265 0. 565 56. 481 0. 487 48. 695 0. 055 5. 496 0. 046 4. 626 37 4 42, 657, 689 ATP8A1; ATP8A1 NM _001105529; NM _006095 Body; Body

cg07557423 0. 329 0. 0119 0. 2486 0. 244 24. 425 0. 211 21. 071 0. 047 4. 677 0. 030 3. 041 37 4 42, 657, 903 ATP8A1; ATP8A1 NM _001105529; NM _006095 Body; Body

cg12749890 0. 388 0. 0201 0. 3149 0. 714 71. 428 0. 643 64. 336 0. 066 6. 615 0. 079 7. 886 37 4 42, 514, 078 ATP8A1; ATP8A1 NM _001105529; NM _006095 Body; Body

cg00044871 - 0. 223 0. 0262 0. 3541 0. 259 25. 925 0. 288 28. 782 0. 027 2. 712 0. 032 3. 219 37 13 25, 945, 811 ATP8A2 NM _016529 TSS1500

cg01767396 - 0. 238 0. 0320 0. 3835 0. 463 46. 323 0. 485 48. 492 0. 048 4. 768 0. 044 4. 413 37 13 25, 959, 184 ATP8A2 NM _016529 Body

cg05868813 - 0. 222 0. 0129 0. 2582 0. 731 73. 146 0. 746 74. 628 0. 033 3. 303 0. 031 3. 134 37 13 26, 594, 483 ATP8A2 NM _016529 3'UTR

cg07973479 - 0. 615 0. 0025 0. 1221 0. 658 65. 789 0. 726 72. 649 0. 093 9. 250 0. 068 6. 837 37 13 25, 945, 255 ATP8A2 NM _016529 TSS1500

cg08368169 - 0. 205 0. 0473 0. 4469 0. 250 24. 951 0. 249 24. 923 0. 039 3. 868 0. 028 2. 840 37 13 25, 949, 998 ATP8A2 NM _016529 Body

cg17002851 - 0. 401 0. 0133 0. 2619 0. 654 65. 368 0. 666 66. 595 0. 045 4. 512 0. 058 5. 756 37 13 25, 947, 159 ATP8A2 NM _016529 Body

cg17713780 - 0. 336 0. 0092 0. 2217 0. 666 66. 563 0. 708 70. 799 0. 062 6. 208 0. 046 4. 567 37 13 25, 945, 656 ATP8A2 NM _016529 TSS1500

cg25090499 0. 185 0. 0484 0. 4510 0. 058 5. 805 0. 053 5. 349 0. 011 1. 148 0. 010 1. 015 37 13 26, 043, 165 ATP8A2 NM _016529 Body

cg26153234 - 0. 576 0. 0236 0. 3380 0. 593 59. 329 0. 666 66. 624 0. 093 9. 296 0. 097 9. 686 37 13 25, 945, 413 ATP8A2 NM _016529 TSS1500

cg05349356 - 0. 241 0. 0498 0. 4561 0. 046 4. 563 0. 053 5. 305 0. 008 0. 811 0. 008 0. 801 37 20 3, 451, 609 ATRN; ATRN NM _139322; NM _139321 TSS200; TSS200

cg08260760 0. 172 0. 0218 0. 3268 0. 091 9. 093 0. 087 8. 677 0. 007 0. 746 0. 010 1. 040 37 20 3, 451, 529 ATRN; ATRN NM _139322; NM _139321 TSS200; TSS200

cg00341042 0. 494 0. 0020 0. 1107 0. 235 23. 453 0. 193 19. 282 0. 062 6. 158 0. 045 4. 472 37 10 116, 854, 499 ATRNL1 NM _207303 Body

cg05071623 0. 207 0. 0148 0. 2747 0. 055 5. 504 0. 052 5. 221 0. 003 0. 326 0. 007 0. 718 37 10 116, 852, 865 ATRNL1 NM _207303 TSS1500

cg13423469 0. 484 0. 0260 0. 3529 0. 702 70. 191 0. 604 60. 365 0. 095 9. 469 0. 084 8. 370 37 10 116, 856, 408 ATRNL1 NM _207303 Body

cg18974117 - 0. 306 0. 0268 0. 3573 0. 810 81. 049 0. 827 82. 665 0. 047 4. 700 0. 032 3. 151 37 10 117, 662, 822 ATRNL1 NM _207303 Body

cg06351796 - 0. 567 0. 0000 0. 0121 0. 335 33. 540 0. 396 39. 590 0. 048 4. 787 0. 054 5. 407 37 6 16, 345, 634 ATXN1; ATXN1 NM _001128164; NM _000332 5'UTR; 5'UTR

Suppl ement ary Tabl e S14:  DNA m et hylat ion dif f er ences in pancr eat ic islet s of  diabet ic donor s in 15 diabet ic and 34 non- diabet ic donor s,  r e- analysed m et hylat ion dat a f r om  publicat ion of  Dayeh et  al, .  2016.  M et hylat ion dat a was consider ed f or  236 genes ident if ied in Figur e 6.


