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Screening macroangiopathy susceptibility genes in type 2 diabetes mellitus patients

with whole genome-wide SNP array
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Abstract Objective To analyze and screen macroangiopathy susceptibility genes and single nucleo-
tide polymorphism SNP loci in type 2 diabetes mellitus T2DM  patients. Methods The DNA sample of
34 patients with type 2 diabetes who had been interfered with multiple risk factors of macroangiopathy but still
developed to atherosclerosis and 54 other T2DM patients under the same conditions but having no arteriosclerosis
were scanned by human whole genome-wide SNP array of ILLUMINA  HumanCytoSNP-12 v1.0 DNA Analysis
Bead Chip Kit . The susceptibility genes and genetic markers of macroangiopathy in type 2 diabetes were
screened through genome-wide association analysis GWA . Results The results of chip test were studied for
genome-wide association by PLINK software. There were 452 SNPs found to be significantly different between
case group and control P <0.01 . Among them 37 SNPs were in or near to the genes related the major meta-
bolic pathway of T2DM macroangiopathy. According these 37 SNP loci 30 genes were identified as macroan-
giopathy susceptibility genes for T2DM. Conclusion Our study shows that genetic polymorphism is associated
with macroangiopathy of T2DM and some multiple genes and SNPs might be involved.
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153775195 VEGFC intron /G 0.000 809 11 LS PR B TR 56 2 P L R S A 7
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15262426 LDLRAD3 intron T/G 0.000 472 12 R AR
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159294970 THBS2 46 T/C 0.000 938 67 IR
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