85,400 Kb 85,400 Kb 85,600 kb
A chr2 | | | C

| |
Non-prog. (ATAC-seq) ,[(fij.hj_lL__.L,i N _L_I_LAL_JJA.LL.L
Prog. (RNA-seq) IEOI: i 1 . . . ,-lﬂ.“.dl i || lll .I| k l | I l”
Non-rog, (RNAcsec LT - M L R

(=]
©

-
;

o

3

) i

S |
: —
H
H
H
H

Chromatin accesibility(logCPM)

HH——+wH—+—miliill ol HHH H il -HH-
CAPG SH2D6 PARTICL  GGCX VAMPS RNF181  USP39 o
pHId | ®
|
ChromHMM T | I — I O g i
n I ™ 1 R y— S
H3K27ac (24h) Non-Progressors ~ Progressors
Haka7ac (5h) 1 | m [ TR
Hak27ac (Oh) Im m i ™ 1 EEm ER I
X
N NFY
T s 8 & LLE
Jod SN L QO NI
&5&5&5%&@@5‘5551@‘@#’@“@4%‘
B chromHvM EHEEEDENOOOOOOOCOE D

160,740 160,E|31 0Kb 160|,880 Kb
1

chr1 I

Prog. (ATAC-seq z;j_ 0 LJ,__,WLJJ, W_qu_LJb B 44__1_.._.‘1.“, S U ,,J,_,, -
Non-prog. (ATAC-seq T ,,,L,,,,JA, o “ I __J_M._L_-A”L_._.ILL,,,,W, T | B

Prog. (RNA-seq [o-f]_,Lguhﬂ LJJ ___,“J“_IL-ULA.LAA o n_ ||
Non-prog. (RNA-seq) [0-5] Ll [T g

|

Chromatin accesibility(logCPM)
15

——1titm e sH-HH .
SLAMF7 XR_9222 LYo CD244 ITLN1 i
ChromHMM | M= 1 1 1 i | N I | e ] ;
H3K27ac (24h) | [l Bl (] (/i) [N D | [ | (W} I _.'_—|
Non-Progressors  Progressors
H3k27ac (5h) I |- mll n
| 1 — I o

H3k27ac (Oh)

Figure S4. Chromatin accessibility changes associated with progression to clinical T1D. Normalized read coverage plots of ATAC-seq and RNA-seq
libraries around the CAPG (A) and SLAMF'7 (B) loci in progressors (red) and non-progressors (turquoise). DARs are indicated by grey rectangles at the
right-hand side. Boxplot showing normalized (logCPM) chromatin accessibility data (non-adjusted for age) in differentially accessible regions linked to
CAPG (C) and SLAMF7. pHiC shows promoter-enhancer interactions in primary CD4" T cells predicted by promoter-capture Hi-C (pHiC) (34) overlapping
the DAR. ChromHMM shows ChromHMM tracks from Roadmap for primary human CD4" T cells. Abbreviations are: TssA, active Transcription Start Site;
TssAFInk, flanking active Transcription Start Sit; TssBiv, bivalent/poised TSS; Tx, strong transcription; TxFInk, transcription at gene 5’ and 3’;TxWk, weak
transcription; BivFInk, flanking bivalent Transcription Start Sit/enhancer; Enh, enhancers; EnhBiv, bivalent enhancer; EnhG, genic enhancers; Het, hetero-
chromatin; Quies, quiescent/low; ReprPC, repressed polycomb; ReprPCWk, weak repressed polycomb; ZNF/Rpts, ZNF genes and repeats. (D). Shown are
the median (central horizontal line), interquartile range (boxes), values of the upper and lower quartiles (whiskers), outliers beyond 1.5 IQR (circles).





