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ABSTRACT OBIJECTIVE: c‘ he correlation of XRCC1 rs25487 polymorphism with the occurrence of lung cancer.
pa& w1th primary lung cancer of Han nationality in Northern Jiangsu selected from the Affiliated

at XRCC1 rs25487 locus, and Logistic regression model was used to evaluate the correlation of genotypes with the occurrence of lung
cancer. RESULTS: There was no statistical significance in the distribution of age and gender between 2 groups (P>0.05). The
proportion of smoker in lung cancer group was significantly higher than control group, with statistical significance (P<<0.05). AA, AG
and GG genotypes were detected at rs25487 locus of XRCC1 gene. The frequency of AA, AG and GG genotype were 43.5% , 41.1%
and 15.4% in control group and 28.8% , 48.6% and 22.6% in lung cancer group, respectively. The frequencies of genotypes in 2
groups were in line with Hardy-Weinberg equilibrium (P>>0.05), but there was statistical significance in genotype distribution between
2 groups (P<<0.05). Compared with AA genotype, the risk of lung cancer in individuals carrying AG genotype increased by 2.265 fold
[OR=2.265, 95% CI(1.299, 3.950) , P=0.040; after corrected with gender, age and smoking history OR=2.309, 95% CI(1.274,
4.185) , P=0.006], with statistical significance. The risk of lung cancer in individuals carrying GG genotype increased by 1.310 fold
[OR=1.310, 95% CI (0.771, 2.228) , P=0.318; after corrected OR=1.429, 95% C1(0.811, 2.518) , P=0.217], without statistical
significance. CONCLUSIONS: rs25487 locus mutant heterozy-
gosity of XRCC1 gene is risk factor of lung cancer in Han
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Tab 1 Comparison of general information of subjects between 2 groups

AR (%)

S A, (% ) AR, 1% )

43 0 FRGEs),#

<50% 51~60% 61~70% >70% Gk Utk WA AR
R4 214 60.01 £8.85 39(18.2) 73(34.1) 75(35.1) 27(12.6) 132(61.7) 82(38.3) 84(39.3) 130(60.7)
JmaL 208 60.51£8.32 38(18.3) 57(27.4) 87(41.8) 26(12.5) 129(62.0) 79(38.0) 116(55.8) 92(44.2)
Ve 0.598 2.805 0.005 11.542
P 0.550 0.423 0.943 0.001
#&3  XRCC1E R rs25487 i | % 2514 5 B 48 K 1

408 bp

28 gp Tab 3 Relationship of XRCC1 rs25487 polymorphism
100 by uop .

. . 5 " " . . with lung cancer

1 : M i DNA marker; Jki8 1 5 GG B ; ki 2 4 AG B ; kil 3~6
HAATY

Note:M is DNA marker; lane 1 is GG genotype; lane 2 is AG geno-
type; lane 3-6 are AA genotypes
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Fig 1 Electrophoresis results of XRCC1 amplification
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FEH R OR(95%CI) P OR*(95%CI) P*
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AGH!  2.265(1.299,3.950) 0.040 2.309(1.274,4.185) 0.006
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Note: “ * ” means the data is corrected with age, gender and smok-

ing history
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