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Correlation of XPC Polymor phisms to the Risk of Esophageal Squamous Cell Carcinoma
and Gadtric Cardiac Adenocarcinoma

GUO We ,ZHOU Rong-miao L | Yan ,WAN G Na,WAN Lingling

L aboratory of Molecular Biology, The Fourth Hospital Affiliated to Hebei Medical University, He
bei Cancer Institute, Shijiazhuang 050011, China

Abdtract :Objective  To investigate the correlation of XPCintron9 PAT +/ - and exon 15 A2920C SN Ps
with susceptibility to esophageal squamous cell carcinoma ( ESCC) and gastric cardiac adenocarcinoma
(GCA) in apopulation of high incidence region of Hebei Province. Methods XPCintron 9 PAT +/ -

and exon 15 A2920C SN Ps were genotyped by polymerase chain reaction-restriction f ragment length poly-
morphism (PCR-RFL P) analysisin 327 ESCC patients, 253 GCA patients and 612 healthy controls. Re-
sults  The overall genotype and allelotype distributions of XPCintron 9 PAT +/ - and exon 15 A2920C
in ESCC and GCA patients were not sgnificantly different from that in healthy controls( P > 0.05).
When stratified for smoking status and U GIC family history , compared with A/ A genotype, C/ C geno-
type significantly increased the risk of developing ESCC in non-smoker group [age and gender and U GIC
family history adjusted odds ratio (OR) =2.09, 95%Cl =1.14 3.81]. Conclusion C/ C genotype of
XPC exon 15 may be one of thefactorsthat affect the risk of developing ESCC in norr smoking population
in the high incidence region of Hebei Province.
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1 Hardy- Weinberg (P>0.05)
XPC PAT+/ - A2920C 2.2 XPC 9 PAT+/- SNP ES
Goup Controln  ESCCn GCAn CC GCA XPC 9
(% (%) PAT- PAT + PAT -/ -
e PAT+/- PAT+/ + ESCC GCA
Mae 385(62.9) 218(66.7) 165(65.2)
Female 227(37.1) 109(33.3) 0.25 88(34.8) 0.52 (P>0.05) , 12
Mean age in years(SD) 60.4(8.42)60.0(9.33) 0.55° 60.4(8.30) 0.95" '
Smoking status XPC 9 PAT+/ - SNP
Smoker 256(41.8) 129(39.4) 123(48.6) ESCC GCA , 2
Nonsmoker 356(58.2) 198(60.6) 0.48 132(51.4) 0.07 2.3 XPC 15 A2920C SNP  ES
Fam.ly./ history of UGIC CC GCA XPC 15
Positive 209(34.2) 157(48.0) 121(47.8)
Negative 403(65.8) 170(52.0) 0.00° 132(52.2) 0.00° A C AlA AIC TC
XPCPAT+/ - SNP ESCC GCA
794(64.9) 414(63.3) 335(66.2) , 13
+ 430(35.1) 240(36.7) 0.50 171(33.8) 0.60 , ESCC C/
XPC A2920C SNP C (14.6 %) (8.7 %) ,
A 795(65.0) 408(62.4) 319(63.0) AJA , c/c
C 429(35.0) 246(37.6) 0.27  187(37.0) 0.45
ESCC (

2: pvalue for Chi-square test;”: Pvaluefor t test:®:Age and gender and OR=2.09 95%Cl| = 1.14
smoking status adjusted odds ratio (OR) =1. 80,95 % confidence interval (Cl) ) ! )
=1.36-2.38,“:Age and gender and smoking status adjusted odds ratio (OR) 3.81, 3
=1.75,95 % confidence interval (Cl) =1.29-2.36 2.4 XPC 9 PAT+/ - 15

, A2920C SNP EH
, 2LD XPC 9 PAT +/ -
XPC 9 15 SNP 15 A2920C SNP ,
2 XPCPAT+/- SNP ESCC GCA
Group PAnT( %; - PAnT( :/0; ; PAHI ;O; * OR(95 %CI) OR(95 %CI)®

Overal

Control 256(41.8) 282(46.1) 74(12.1) 1.00 1.00

ESCC 133(40.7) 148(45.3) 46(14.0) 1.01(0.75 1.35) 1.19(0.77 1.83)

GCA 114(45.1) 107(42.3) 32(12.6) 0.85(0.61 1.16)  0.74(0.44 1.25)
Non-smoker

Control 151(42. 4) 173(48.6) 32 (9.0) 1.00 1.00

ESCC 74(37.4) 96(48.5) 28(14.1) 1.20(0.81 1.76) 1.74(0.96 3.15)

GCA 58(44.6) 60(46.2) 12(9.2) 0.92(0.59 1.43) 1.02(0.48 2.17)
Smoker

Control 105(41.0) 109 (42. 6) 42(16.4) 1.00 1.00

ESCC 59(45.7) 52(40.3) 18(14.0) 0.82(0.52 1.31) 0.78(0.41 1.50)

GCA 56(45.5) 47(38.2) 20(16.3) 0.75(0.46 1.21) 0.89(0.47 1.67)
Negative family history

Control 171(42.4) 186(46.2) 46(11.4) 1.00 1.00

ESCC 65(38.2) 77(45.3) 28(16.5) 1.11(0.75 1.65) 1.50(0.85 2.65)

GCA 61(46.2) 56 (42.4) 15(11.4) 0.86(0.59 1.32) 0.83(0.42 1.66)
Positive family history

Control 85(40.7) 96(45.9) 28(13.4) 1.00 1.00

ESCC 68(43.3) 71(45.2) 18(11.5) 0.93(0.59 1.45)  0.79(0.40 1.56)

GCA 53(43.8) 51(42.1) 17(14.1) 0.87(0.54 1.42)  0.52(0.23 1.20)

2: comparison between +/ - genotypeand - / - genotype,’: comparison between +/ + genotypeand - / -

genotype
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3 XPC A2920C SNP  ESCC GCA

Group Al An( %) A/l Cn( %) C/ Cn( %) OR(95 %ClI)? OR(95 %CI)°
Overall
Control 256 (41. 8) 283(46.2) 73(12.0) 1.00 1.00
ESCC 126(38.5) 156(47.7) 45(13.8) 1.12(0.83 1.50) 1.26(0.82 1.96)
GCA 99(39.1) 121(47.8) 33(13.1) 1.10(0.79 1.51) 0.87(0.51 1.48)
Non-smoker
Control 151(42.4) 174(48.9) 31(8.7) 1.00 1.00
ESCC 69(34.8) 100(50. 5) 29(14.7) 1.34(0.91 1.97) 2.09(1.14 3.81)
GCA 52(40.0) 66(50.8) 12 (9.2) 1.13(0.72 1.75) 1.20(0.56 2.57)
Smoker
Control 105(41.0) 109(42.6) 42(16.4) 1.00 1.00
ESCC 57(44.2) 56(43.4) 16(12.4) 0.92(0.58 1.46) 0.72(0.37 1.41)
GCA 47(38.2) 55(44.7) 21(17.1) 1.08(0.66 1.75) 1.12(0.59 2.11)
Negative family history
Control 172(42.7) 183(45. 4) 48(11.9) 1.00 1.00
ESCC 61(35.9) 81(47.6) 28(16.5) 1.30(0.87 1.93) 1.54(0.87 2.72)
GCA 52(39.4) 64(48.5) 16(12.1) 1.21(0.78 1.87) 0.95(0.48 1.90)
Positive family history
Control 84(40.2) 100(47.8) 25(12.0) 1.00 1.00
ESCC 65(41.4) 75(47.8) 17(10.8) 0.97(0.62 1.51) 0.88(0.44 1.77)
GCA 47(38.8) 57(47.1) 17(14.1) 1.05(0.64 1.70) 0.64(0.27 1.53)

2: comparison between A/ C genotype and A/ A genotype, °: comparison between C/ C genotype and A/ A genotype

XPC 9 PAT- 15
A (D =
0.967348) XPC A/ - Al + C/ - C +
, ESCC GCA
(P>0.05) Al - A/
+ Cl - C+ ESCC GCA
, 4
4 XPC PAT+/ - A2920C SNP
ESCC GCA
Haplotype Control ESCC OR . GCA OR .
n % n % (95% Cl) n % (95% ClI)

Al - 516(42.2) 258(39.4) 1.00

211(41.7) 1.00

Al+  279(22.8) 150(22.9) 1.08 108(21.3) 0.95
(0.84 1.38) (0.72 1.25)

Cl - 278(22.7) 156(23.9) 1.12 124(24.5) 1.09
(0.87 1.43) (0.84 1.42)

C/+ 151(12.3) 90(13.8) 1.19 63(12.5) 1.02
(0.88 1.61) (0.73 1.42)

21 the rest haplotypes againgt the A/ - haplotypefor ESCC and GCA de-
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