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[ ZE] BHM R E AR DNA BRI X RIE7 22 X H#MAF 3(X-ray cross-complementing group 3,XRCC3) 241 {if
F(XRCC3 Thr241Met) f3E K 22854055 T4 05 (hepatocellular carcinoma, HCC) 3844 5 B Y SCBR K R . 3%k A PubMed,
EMBASE J7 77 85048 1% | H A1) 4 SOBS0HE 12 B 5 B R A6 R B N AMA TE &2 R 1 6 F XRCC3 Thr241Met B 2355 HCC 56
ZIFTA SCHR . SR Meta 08T 5 69 B P ABFFTAIPEH HE (odds ratios, ORs ) (B M H: 95% 1] {5 X [A] (confidence intervals,
Cls) , R4 AT A1 M X S HBV 1% PR YL | WAH 7 8 B 22 I ASRIEA T4 40T, 4 W 28 1) 5 v ) v e, S5 3R . AR STl
A 2008~2012 4E & RIFEHL BRAIFZE 5 55, 5t HCC B 1 741 4], %788 2 596 il , OFEAEARET , XRCC3 Thr241Met 11 T 45
DL B s SR TS HCC B & AR BAHIEE (ORy, ¢ = 1.84,95%C1: 1.19~2.85, Pog = 0.003;0Rp,, o = 4.71,95%CI:2.14~
1034, Py < 0.001;0Rey e = 1.59,95% CI:1.07~2.36, Py = 0.022;0Ru1 ., coacr = 4.21,95% C1:2.21~8.00, Poy < 0.001;0Rey, 114 cc =
1.83,95%Cl: 1.11~3.00, Poy = 0.017) ; QFET TG ARE T, #E3F XRCC3 Thr24 1 Met B8 T 4507 J5 R K B BRI R 444 L HCC 19 5
MR B THE (ORpw e = 2.23,95%C1:1.32~3.77, Py = 0.003;0Ryp, ¢ = 5.74,95%C1:2.33~14.14, Py < 0.001;0R 1y =191, 95%ClI;
1.23~2.99, Poy =0.004; ORyy, cscr = 4.63,95%C1:2.20~9.76 , Po < 0.001 ;0R ¢y o0 = 2.29,95%C1: 1.26~4.18,, Py, =0.007); @K K
L XRCC3 Thr241Met HFEERZAPES HCC &Y 2 FER: R HBV 18R W2 MAFEAC BEAER . 45t e B
JEHIET P AR, XRCC3 Thi241Met BYFEH 284055 HCC &R XA 56  BARTEAE RN 5B A2 5AE
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The XRCC3 Thr241Met gene polymorphism and hepatocellular carcinoma susceptibility in
a Chinese population;a meta-analysis
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Oncological Surgery,No.81 Hospital of PLA ,Nanjing 210002 ;’Department of Emergency,Peolple’s Hospital of
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[Abstract] Objective:To estimate the association between the XRCC3 Thr241Met polymorphism and hepatocellular carcinoma
(HCC) risk. Methods;:We performed a comprehensive search of the PubMed, EMBASE,Wanfang,China National Knowledge
Infrastructure (CNKI) and Weipu databases for studies on the relationship of the XRCC3 Thr241Met polymorphism with HCC risk.
The pooled odds ratios (ORs) with the corresponding 95% confidence intervals (95%Cls) were calculated in this meta-analysis. In
addition,subgroup analyses by source of populations, HBV infection and smoking status were conducted for further estimation. The
source of between-study heterogeneity was also evaluated. Results:Five eligible papers published from 2008 to 2012 with 1 741 HCC
cases and 2 596 controls were finally included into the present meta-analysis. () Meta-analysis of total included studies in Chinese
population showed that the XRCC3 Thr241Met polymorphism was significantly associated with an increased risk of HCC in all genetic
contrast models (ORy, ¢ = 1.84,95%CI1:1.19~2.85, Poz = 0.003; ORy o = 4.71,95%C1:2.14~10.34, Py, < 0.001 ;0R s cc = 1.59,95%
CI:1.07~2.36,Po = 0.022;0R 1, ccucr = 4.21,95%C1:2.21~8.00,Por < 0.001;0Rcrar . cc =1.83,95%Cl: 1.11~3.00, Py = 0.017). @

[(BE€WB] 1THA R L TR AR (1J07200901)
{5 1E# (Corresponding author) , E-mail ; wuwpzhy@163.com



5% 33 &5 10 #1

2013 4E 10 A W s EEE XRCC3 Thr241Met 32 £ 250 5 19 5 B 25 #4507

1479

Meta-analysis in Guangxi population suggested that individuals carrying the variants of XRCC3 Thr241Met were more susceptible to
hepatocellular carcinoma (ORy, ¢ = 2.23,95%CI:1.32~3.77, Por = 0.003 ; 0Ry,,c=5.74,95%Cl:2.33~14.14, Poy < 0.001;0R ¢y, cc =
1.91,95%CI:1.23~2.99, Por = 0.004;0Rqy,, ceser = 4.63,95%C1:2.20~9.76, Por < 0.001; ORcrar o oc =2.29,95%CI1:1.26~4.18, Por =

0.007). @ In subgroup analyses by HBV infection and smoking status,no associations were found between the HBV infection and

smoking status and HCC risk. Conclusion: The present meta-analysis suggested an important role of the XRCC3 Thr241Me polymor-

phism in the risk of developing HCC in Chinese, especially in Guangxi population,but no interactions of gene-environment were ob-

served.

[Key words] hepatocellular carcinoma; XRCC3;genetic polymorphism ; meta-analysis
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B LA 5 ASBEALA BB B 5T, it HCC B
1 741 5], %FBE 2 596 512010181 | Bege’s Y| I A ik
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Table 1 Summary characteristics of total studies included into this meta-analysis [(n(%)]
e . . IE! i HRAH
AR R AR cC cr T cC T TT
Han XCP! 2012 % 75(50.3) 55(36.9) 19(21.8) 87(55.1) 66(41.8) 5(3.2)
Liu WU 2010 M 319(92.7) 25(7.3) 0(0.0) 337(94.1) 20(5.6) 1(0.3)
Zeng XY 2009 v 429(85.8) 66(13.2) 5(1.0) 442(87.2) 60(11.8) 5(1.0)
Long XD 2008 ] 99(38.5) 106(41.2) 52(20.2) 479(67.4) 207(29.1) 25(3.5)
Long XD 2008 JPg 198(40.3) 200(40.7) 93(18.9) 585(67.9) 248(28.3) 29(3.4)
151 TS HCC WY & AEAFAE W] R A SCHR O & (P < 0.05 5
P<0.01), 7] PHAREW AL, XRCC3 Thr241Met
mL“/////é%g//////— [ P 4 251k 15 HOC 10 % 2 o5 W) A S b (P
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037 RICAFEAE CIEEFR (P < 0.05,3 2),
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00 S 3 it i
" O > TEI LI PE R HOC 2 2BR BN WA
o PERPZ —. 2002 4F RERIPRIT AL VDR B
Egger = U. o . Hes N NS ;
BL KRR A Bogg 13 HE N HCC BFE T 62.6 7M1, HA3eT- 142y 59.8

Figure 1  Funnel plot assessing the publish bias in this meta-

analysis
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Table 2 Summary results for meta-analysis of the association between XRCC3 polymorphism and hepatocellular carcinoma

risk
X AR 7R AW EL OR(95%CI) Por (%) Py
FREISE
Tuws C 5 1.84(1.19~2.85) 0.006 91.2 <0.001
TT vs CC 5 4.71(2.14~10.34) <0.001 76.0 0.002
CT vs CC 5 1.59(1.07~2.36) 0.022 82.1 <0.001
TT vs CC+CT 5 4.21(2.21~8.00) <0.001 65.9 0.020
CT+TT vs CC 5 1.83(1.11~3.00) 0.017 89.8 <0.001
WA ST (T TAER)
Tuws C 3 2.23(1.32~3.77) 0.003 933 <0.001
TT vs CC 3 5.74(2.33~14.14) <0.001 82.9 0.003
CT vs CC 3 1.91(1.23~ 2.99) 0.004 83.9 0.002
TT vs CC+CT 3 4.63(2.20~9.76) <0.001 76.3 0.015
CT+TT vs CC 3 2.29(1.26~4.18) 0.007 922 <0.001
W5 HT (HBsAg IRZ)
HBsAg(+) CT+TT vs CC 3 1.80(0.70~4.62) 0.220 75.6 0.017
HBsAg(-) CT+TT vs CC 3 1.42(0.55~3.63) 0.471 83.6 0.002
L 3 BT (W 5 4 )
W AR CT+TT vs CC 2 1.03(0.46~2.33) 0.935 26.3 0.244
MG HEE CT+TT vs CC 2 1.28(0.91~1.81) 0.157 0.0 0.624

OR : HUAH HE 3 95%CI: 95% AT {5 IX[H] ; Pog: X AR Meta S34THY PAH ;P (%) : S BRPESMT s P S BP0 PAEL,
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