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[(FZ] HIY 5 miR-146a 3L [H (1 518 1 R 2 A4 (single nucleotide polymorphisms, SNP)rs57095329,
16864584 5 B #i_|- Ji7 98 ZF (cervical intraepithelial neoplasia, CIN) 89 #H & H: Jiid: R SPSS f A a4
96 ] CIN B EHEH CIN 4, 225 Z{@EE S RVE AN BB, KA TaqMan BRET LT LA 1 SNP 3 G A7 2 K 40 7Y
SIS CIN MAHIEHE . S50 1557095320 {3 A 19 55 o7 3k R A BE PR B A3 A A F X IR 2 R AR S X,
CIN P25 L A B B E R TXIR4 (P <0.001; OR=048, 95%CI: 0.32~0.70); 1R XT, i
G %57 W (A/G-G/G) B A~ CIN & 4= KU F: % 3% T = (P < 0.001; OR = 2.67, 95% CI: 1.64 ~4.37), {H
rs6864584 i 5 5 CIN B & A XU TCAE e PE . &858  miR-146a FE[H 1s57095329 437 £ A A 2547 F P 7] fiE & CIN
PRI R 2 .
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The Association between miR-146a Gene Polymorphism
and Cervical Intraepithelial Neoplasia
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Honghe Prefecture, Honghe Yunnan 661199, China)

[ Abstract] Objective To investigate the association between single nucleotide polymorphisms ( SNP)
157095329 and rs6864584 of miR—146a gene and cervical intraepithelial neoplasia (CIN) . Methods A total of
96 patients diagnosed with CIN were randomly collected as the CIN group, and 225 healthy individuals examined
during the same period were selected as the control group using SPSS software. Genotyping of the above SNP loci was
performed using the TagMan probe method, and their correlation with CIN was analyzed. Results  The allele and
genotype distribution of rs57095329 showed a statistically significant differences compared to the control group, with
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the frequency of the allele A in the CIN group significantly lower than that in the control group (P< 0.001; OR = 0.48,
95%CI: 0.32 ~0.70) . In the dominant model, individuals carrying the G allele ( A/G=G/G) had a significantly
increased risk of CIN (P < 0.001; OR =2.67, 95%CI: 1.64 ~4.37). In contrast, no correlation was found between
the rs6864584 and the risk of CIN. Conclusion The A allele of the miR—146a gene at the rs57095329 locus may

be a protective factor for CIN.

[ Key words] MicroRNAs; Cervical intraepithelial neoplasia; Single nucleotide polymorphisms
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Tab.1 Distribution characteristics of allele and genotype at SNP loci in the control group and CIN group [ (%) ]

SNPs SROLRALAE WA Nl HWE XA vs CINAHL
X P Ve P OR (95%CI)
157095329 A 370(82.2)  132(68.8) 0742 0389 14325  <0.001"  0.48(0.32~0.70)
G 80(17.8) 60(31.2)
A/A 154(68.4)  43(44.8) 15.888  <0.001"
A/G 62(27.6) 46(47.9)
G/G 9(4.0) 7(7.3)
1s6864584 C 38(8.4) 13(6.8) 0.116  0.733 0515 0473  0.79(0.41 ~ 1.51)
T 412(91.6)  179(93.2)
c/C 2(0.9) 0(0.0) 1.014 0.602
/T 34(15.1) 13(13.5)
T/T 189(84.0)  83(86.5)

‘P <0.025,
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Tab.2 Genetic model analysis of SNP loci in the control and CIN groups [ (%) ]

XTHRZH vs CINZH
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Ve P OR (95%CI)
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