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ABSTRACT Objective: To study association of alleles and genotype frequencies of rs13266634 single nucleotide polymorphism in
SLC30A8 (solute carrier family 30, member 8) gene with type 2 diabetes mellitus in Han population of Inner Mongolia. Methods: Using
allele-specific polymerase chain reaction, the rs13266634 polymorphism of SLC30A8 gene was genotyped in 222 Han population of Inner
Mongolia, including 125 patients with type 2 diabetes (T2DM group) and 97 normal controls (NC group). Results: In T,DM group, the
frequencies of C allele and CC genotype of 1513266634 were 61.2% and 28.4% respectively, they were significantly higher than those
(53.1% and 24.7%) in the NC group (P<0.05); The TT genotype was significantly lower than that of the NC group (P<0.05). The risk of
T,DM was significantly increased by C allele with T allelic odd ratio(OR) of 1.64 (OR=1.64, 95% CI=1.125-2.402). Conclusion: C allele
of 15132666634 polymorphism site in SLC30AS8 gene might be a risk factor of T,DM, the site C/T polymorphism is associated with Type
2 diabetes and SLC30A8 gene might be a susceptible gene of T,DM in Han population of Inner Mongolia.
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Table 1 General clinical indices of T,DM group and NC group( x * s)
Index T,.DM NC
Sex(m/F) 68/57 54/43
Age(year) 57.90+ 10.37 52.55+ 8.98
BMI(kg/m?) 2572+ 3.23 23.99% 3.33
NC P>0.05

Note: Compared with NC group P>0.05
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2 T,.DM NC  SLC30A8 1513266634
Table 2 Genotype distribution and allele frenqucies of rs13266634 site in SLC30A8 between T,DM group and NC group
Genotype(n[%]) Allele (%)
Group Case
CcC CT TT C T
T.DM 125 36(28.8) 81(64.8) 8(6.4) 61.2 38.8
NC 97 24(24.7) 55(56.7) 18(18.6) 53.1 46.9
X2 7.809 6.63
P 0.02 0.01
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