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Supplement Table 1  Power calculations for T2DM candidate genes in 1939 cases and 918 controls*

GRR=1.2 GRR=14 GRR=1.6 GRR=1.8
SNP Gene Chr  MAF

005 0.01 0001 005 001 0.001 0.05 0.01 0.001 0.05 0.01  0.001

rs7578326 IRS1 2 0.146 0346 0.155 0.042 0.814 0.609 0.331 0.976 0.914 0.743 0.998 0.989 0.943
rs7903146  TCF7L2 10  0.046 0.111 0.032 0.005 0.258 0.103 0.023 0435 0.217 0.067 0.597 0.355 0.139
rs2237892  KCNQ1 11  0.275 0479 0.252 0.083 0.942 0.831 059 0998 0991 0.951 1 1 0.998
rs17818920 FTO 16 0.130 0.257 0.102 0.023 0.662 0.422 0.181 0907 0.760 0.497 0982 0930 0.777
rs1876942 FTO 16 0.441 0.237 0.091 0.020 0.634 0401 0.167 0907 0.761 0.498 0.985 0941 0.803
rs708254 FTO 16 0.444 0.234 0.089 0.020 0.636 0.394 0.163 0903 0.753 0483 0984 0938 0.79%4

* Power calculations for T2DM candidate genes were carried out by Genetic Power Calculator (GPC). High risk allele frequency was set equal

to 0.25, prevalence=0.1, dominant model, Genotype relative risks were set as 1.2, 1.4, 1.6, and 1.8, respectively. D'=0.9, type | error rates were

0.05, 0.01, and 0.001, respectively.
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Supplement Table 2 Linkage disequilibrium among candidate gene SNPs

SNP chromosome bp gene SNP1 SNP2 D' r2
rs62183937 2 204193688 ABI2  rs62183937 rs11675251 1 0.444
rs11675251 2 204249399  ABI2  rs62183937 rs3731652 1 0.742
rs3731652 2 204261723  ABI2  rs62183937 rs1376877 0.995 0.431
rs1376877 2 204272090  ABI2  rs11675251 rs3731652 1 0.597

rs11675251 rs1376877 0.997 0.974
rs3731652 rs1376877 0.995  0.581

rs4353 17 61570422 ACE rs4353  rs11868324 0.645 0.126
rs11868324 17 61577309 ACE
rs10946398 6 20661034 CDKAL1 rs10946398 rs7756992 0.837  0.534
rs7756992 6 20679709 CDKAL1
rs2239359 16 89849480 FANCA rs2239359 rs7190823 0.36  0.001
rs7190823 16 89866043 FANCA
rs1876942 16 54118435 FTO rs1876942  rs708254  0.985  0.957
rs708254 16 54123389 FTO
rs35747495 3 20077262 KAT2B rs35747495 rs1986917  0.024 0
rs1986917 3 20118522 KAT2B
rs735853 22 36679215 MYH9  rs735853  rs875726  0.836  0.279
rs875726 22 36691969 MYH9  rs735853  rs2009930 0.836  0.278
rs2009930 22 36699306 MYH9  rs735853 rs2239782 0.764  0.225
rs2239782 22 36705104 MYH9  rs735853  rs3752462 0.7/79  0.25
rs3752462 22 36710183 MYH9  rs735853 rs2269532 0.191  0.02
rs2269532 22 36718039 MYH9  rs735853 rs2071731 0.191  0.02
rs2071731 22 36718858 MYH9  rs735853  rs739097  0.156  0.015
rs739097 22 36746079 MYH9  rs875726  rs2009930 0.997  0.99

rs875726  rs2239782 0.739  0.529
rs875726  rs3752462 0.978  0.928
rs875726  rs2269532 0.512  0.192
rs875726  rs2071731 0.513  0.193
rs875726  rs739097 0.544  0.19
rs2009930 rs2239782 0.736  0.527
rs2009930 rs3752462 0.982  0.931
rs2009930 rs2269532 0.517  0.195
rs2009930 rs2071731 0.518  0.196
rs2009930  rs739097  0.549  0.193
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D' and r2 were calculated by Haploview
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Supplement Figure 1 Linkage d
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Supplement Figure 2 Linkage disequilibrium (LD) patterns ( r2 ) of the TOX gene region SNPs (Caucasians, CEU)
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