


Table 2. The distributions of allele and genotype frequencies of all SNPs. 
	Gene、
	dbSNP
	
	allele
	genotype

	
	
	allele
	PHWE
	CIN(n,%)
	non-CIN(n,%)
	P
	CIN(n,%)
	non-CIN(n,%)
	P

	
	
	
	
	1/2
	1/2
	
	11/12/22
	11/12/22
	

	ERCC1
	rs11615
	G>A
	0.989
	80/298
	223/791
	0.771
	13/54/122
	32/159/316
	0.917

	ERCC1
	rs3212986
	C>A
	0.997
	118/260
	253/762
	0.020
	22/74/93
	61/130/316
	0.020

	ERCC2
	rs13181
	T>G
	0.091
	37/341
	96/918
	0.838
	8/21/160
	17/62/428
	0.802

	ERCC2
	rs1799793
	C>T
	0.640
	33/345
	82/932
	0.743
	5/23/161
	13/56/438
	0.232

	ERCC2
	rs238405
	A>T
	0.641
	42/336
	99/915
	0.485
	13/16/160
	30/39/438
	0.836

	SLC22A2
	rs316019
	C>A
	0.118
	43/335
	122/892
	0.780
	11/21/157
	34/54/419
	0.906

	BACH2
	rs920829
	G>A
	0.188
	107/272
	254/760
	0.217
	24/59/106
	54/146/307
	0.535

	TRPA1
	rs920829
	C>T
	0.883
	86/292
	291/723
	0.030
	16/54/119
	86/119/302
	0.017










P: p value was calculated using logistic regression analysis. PHWE: p value of Hardy-Weinberg equilibrium. HWE was assessed by the χ2 goodness-of-fit test based on the genotype distributions in this study.
The significance of bold in the table means p value<0.05.“1”designates the mutant allele and “2” designates the wild allele; 11 = mutant homozygote, 12 = heterozygote, 22 = wild homozygote;



