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Study on the association of polymorphisms in microRNAs and risk of breast cancer and its clinic pathologi-

cal parameters
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[ Abstract] Objective To investigate the relationship between the polymorphisms in microRNAs (rs11614913, miRNA-
196a2 ; rs3746444 | hsa-mir-499; 152910164, miRNA-146a; rs2292832, miRNA-149; rs6505162, miRNA-423; rs895819, miRNA-
27a) and risk and pathologic characterize of breast cancer in Chinese female population. Methods A total of 350 patients with breast
cancer and 350 health controls were enrolled for this case-controls study. Sequenom MassARRAY was applied to detect the polymor-
phisms, and the immunohistochemistry assay was used to measure the expression of estrogen receptor (ER) and progesterone receptor
(PR). Logistic regression was applied to assess the association between the polymorphisms and risk and pathologic characterize of
breast cancer. Results The results showed that the frequency of 3746444GG genotype (OR =1.71, 95% CI. 1.16 —=2.52) was high-
er in cases than that in health controls. Sub-group analysis revealed that, in the subgroup of women with postmenopausal status, the
frequency of 3746444GG genotype (OR =2.19, 95% CI. 1.16 —4.15) was higher in cases than that in health controls. Moreover,
the frequency of 3746444GG was higher in subgroup of patients with tumor stage 0 — Il (OR =1.92, 95% CI. 1.17 -=3.13), lymph
node involvement( OR =2.20, 95% CI. 1.28 —3.79), negative PR expression (OR =2.19, 95% CI. 1.25 -3.82) than that in
health controls, respectively. In addition, 1s2910164GG genotype( OR =2.19, 95% CI; 1.16 —4.15) was associated with increased
breast cancer risk in the postmenopausal status sub-cohort, while, rs2910164GG genotype (OR =0.49, 95% CI. 0.25 -0.98) was
associated with decreased breast cancer risk in the premenopausal status sub-cohort. Conclusion 1s3746444GG genotype was associ-
ated with breast cancer risk, especiallyfor women who with postmenopausal status. The risk of rs2910164GG for breast cancer was mod-
ified by the postmenopausal status.
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