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[Abstract] Objective To analyze the rs3737787 single nucleotide polymorphisms (SNPs) and its association
with essential type [I diabetes mellitus(DM). Methods The genotypes of rs3737787 polymorphism were determined
in 137 healthy individuals and 64 patients with type [l DM by polymerase chain reaction-restriction fragment length
polymorphism (PCR-RFLP). Serum levels of lipids, glucose, insulin and C-peptide in these subjects were also esti-
mated by biochemical methods. Results The frequency of the rs3737787 allele in DM patients was significantly high-
er than that of the control group (0. 440 vs. 0.295,P=0.006). When compared with the TT genotype, CC homozy-
gotes significantly increased DM risk (OR=3. 74,95%CI:1.56—8. 93). By Logistic regression analysis, after adjus-
ting the influence of confounding factors,the difference showed statistical significance (OR=2.69,95%CI:1. 25—5.

87). Conclusion The major allele of rs3737787 in USF1 gene is highly associated with the occurrence risk of type [

%- L]

diabetes in Shenzhen area.
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