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The association study between the susceptible loci

in Caucasians and Chinese Han population
Gao Min Zhang Min Zheng Xiaodong et al
(Dept of Dermatology The First Affiliated Hospital of Anhui Medical University Hefei 230022)

Abstract Objective To investigate the correlation between the susceptibility genes of vitiligo in the Caucasus and
the incidence of vitiligo in Chinese Han population. Methods The eight susceptible loci of five genes PTPN22
RERE GZMB C1QTNF6 and UBASH3A were genotyping in 1 977 patients with vitiligo and 2 024 healthy con-
trols. Plink 1. 07 and SPSS 16. 0 software were used for statistical analysis. Results (1) There was no significant
correlation of the eight SNPs between the case and the control groups(P >0.05). (2 The stratified analysis showed
that the genotype frequency of rs8192917 was different in the patients with family history (P =0. 008) ; Allele fre—
quencies of rs4908760 at SNP locus were different in vitiligo patients with family history and without family history
(P =0.024) but no difference was found after correction. Conclusion There is no significant correlation be—
tween the susceptibility loci of PTPN22 RERE GZMB C1QTNF6 and UBASH3A in the Caucasian population
and those in Chinese Han vitiligo population indicating that there is a large genetic heterogeneity in the different
populations.
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