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A Meta analysis on the correlation between adiponectin gene + 276G/ T site polymorphisms and
susceptivity of type 2 diabetes mellitus in Chinese population
Wei Chuandong ® , Li Yan” , Zheng Hongyun ,Sun Kaisheng
(Department o f Clinical Laboratory ,Renmin Hospital of Wuhan University, Wuhan , Hubei 430060, China)

Abstract: Objective To investigate the association between the polymorphism of adiponectin gene+276G/T site and type 2 di-
abetes mellitus(T2DM) in Chinese population. Methods
morphism +276G/T site and T2DM in Chinese population, were retrieved in databases including CNKI, VIP, Wanfang Database,
CDDB, CPFD, Medline, Cochrane Library, Embase, Springer and Ovid before August 2011. The quality of enrolled researches

Literatures, related with correlation research on adiponectin gene poly-

was evaluated and valid data were extracted. Meta analysis was performed by using Review Manager 5. 0 software. Results Eleven
case-control researches on correlation between adiponectin gene + 276G/ T site polymorphism and T2DM in Chinese population
were enrolled, involving 1 697 patients with T2DM and 1 341 controls. Meta analysis indicated that, according to the correlation
with T2 DM, there was no statistical difference between T allele and G alleleC(OR=0. 83, 95%CI for 0. 65—1. 05, P=0.12), gen-
otype of (GT+TT) and GG(OR=0. 82, 95%CI for 0. 60—1. 12, P=0.20), genotype of GT and GG(OR=0. 93, 95%CI for
0.63—1.38, P=0.72),and genotype of TT and GG(OR=0. 81, 95% CI for 0. 46 —1. 42, P=0. 46). Conclusion

gene+ 276G/ T site polymorphism might be not associated with T2DM in Chinese population.
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