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Polymorphism of the pre-mir-196a2 is associated with susceptibility of cervical cancer in
Jiangsu population
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[Abstract] Objective;To study the possible association between miR-196a2 gene polymorphisms and cervical cancer susceptibility
among women in Jiangsu Province. Methods:The subjects included 509 cervical cancer cases and 562 cancer-free controls. We
genotyped the functional polymorphism of miR-196a2(rs11614913)by TagMan-Probe assay method,and used a sample of 20 cervical
cancer tissues to test the expression of mature miR-196a by real-time quantitative reverse transcription. Results: When compared with
TT genotype, the variant homozygote CC genotype were associated with increased cervical cancer risk(OR=1.45,95%CI = 1.04~2.09)
and cervical squamous cell carcinoma (CSCC) risk (OR=1.49,95%CI = 1.05~2.11); moreover,CC genotype was associated with high
miRNA levels in CSCC tissues,whereas TT genotype showed a relatively low expression in comparison to both TC/CC (P=0.040) and CC
patients (P=0.030). Conclusion:The natural genetic variation in pre-miR-196a2 may affect the amount of mature miR-196a in vivo,
and contribute to the susceptibility to cervical cancer.
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Table 2 miR-196a2 polymorphisms and cervical cancer
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Table 3 Stratified analyses between the miR-196a2 genotypes and risk of cervical cancer
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WA
<25 % 284 65(24.3) 219(75.7) 296 95(32.2) 201(67.8) 0.013  1.61(1.10~2.32)
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Figure 1 Analysis of mature miR-196a2 levels in three

genotypes of 20 cervical cancer tissue specimens
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