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Supplemental Figure 3
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Supplemental Figure 4.
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Supplemental Figure 5
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Supplemental Figure 6
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Insulin secretion Golgi Glycoproteins ER
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SLC2A2 -0.94807 CNTNAP2 -0.88555 CDH7 -1.52648 B3GALT5 -1.07033
SSTR3 -0.9436 GALNT14 -0.84766 FFAR3 -1.40117 FMO1 -1.01853
MLXIPL -0.86601 MCFD2 -0.83908 MSLN -1.38883 SLC35D3 -0.93592
GLP1R -0.80968 ZDHHC2 -0.82524 VWA5B1 -1.38188 DIO1 -0.90529
GLUL -0.71175 PLK3 -0.82351 DCT -1.37076 MCFD2 -0.83908
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Ad-MIR125B: HI-1

Ad-MIR125B: HI-2

Ad-MIR125B: HI-3

Ad-Empty: HI-1

Ad-Empty: HI-2

Ad-Empty: HI-3
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