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[Abstract| Objective
Han population. Methods

To assay the association between miR-137 gene polymorphism and schizophrenia in a southern Chinese
We genotyped 944 schizophrenic patients and 938 controls for the risk single nucleotide polymorphism
(SNP) rs1625579 by the SnaPshot technique and compared the clinical profiles and neurocognitive functions of different genotypes.
Results Both the genotype and allele distributions of the rs1625579 SNP were significantly different between patients and controls
(y*=4.426,P=0.035;y"=4.813,P=0. 028). Gender-stratified analysis revealed the significant difference in genotype and allele
distributions in female paliems(x2 =3.928,P=0.047; X2 =3.957,P=0. 047). Conclusion

miR-137 gene polymorphism is associated with schizophrenia. It is discovered that miR-137 has the gender specificity in the regula-

The results of our study verifies that

tion process of schizophrenia pathogenesis.
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