ESM Table 2. Degree of DNA methylation for each genotype of the T2D associated CpG-SNPs and surrounding CpG sites in human pancreatic islets.

SNP ID Gene symbol ~ Genotype n CpG 1 CpG 2 CpG 3 CpG 4 CpG 5
Mean+SD  P-value Mean + SD P-value Mean £ SD  P-value Mean + SD P-value Mean + SD  P-value
157754840 CDKALI GG 29 0.12 +0.32
CG 38 361+32 13x10"
cc 10 65.7+7.8
1513292136 CHCHD?Y TT 0 =
CT 11 539+46 42x10°
cc 49 88.5+3.9
152334499 DUSPS AA 17 0309
AG 44 35745 1.6x10°"
GG 19 67.9+2.8
157578326 IRSI AA 26 0.0+0.0
AG 30 259+44 72x10°
GG 22 53.0+5.9
1s391300 SRR AA 12 14.6+2.7
AG 45 519+35 12x10°
GG 25  88.0+2.7
157961581 TSPANS TT 32 0105
TC 18 374+22 18x10"
cc 5 722+34
18564398 CDKN24 AA 28 6.9+2.8 65.89 2.0
AG 39 55.0+34 63x10"° 707+26 6.1x107"
GG 17 914+1.6 76.0 £2.7
155015480 HHEX AA 11 663+3.3 1.6+0.2
AG 40  70.1+45 0.22 361+£29 4.2x10"
GG 22 709+4.7 70.2 £ 4.9
151801282 PPARG cc 43 1.8+04 829+75
CG 15 24.6+19 1.6x107 83.5+62 >0.99
GG 0 - -
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CpG-SNP data is in bold. n.a., not analyzable due to lack of CpG site (i.e., 0% DNA methylation). P-values are corrected for multiple testing using Bonferroni correction (n=16).






