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[ Abstract ] Background and objective Tumor-suppressor gene promoter DNA methylation in tumor cells is asso-
ciated with its reduced expression. FHIT (fragile histindine triad) was one of the important tumor suppressor genes which was
found hypermethylated in the promoter region in most of tumors. The aim of this study is to evaluate the relationship between
FIHT gene promother methylation and lung cancer risk by meta-analysis. Methods By searching Pubmed, CNKI and Wan-
fang, the open published articles related to FHIT gene promoter methylation and lung carcinoma risk were collected. The odds
ratio (OR) and range of FHIT gene of cancer tissue of lung cancer patients compared with normal lung tissue, plasma and the
bronchial lavage fluid were pooled by statistical software Stata 11.0. Results Eleven studies were finally included in this meta-
=40.0% (0-68.3%), P, 41:=8-7% (0-35.0%), P,..41..=33.3% (17.1%-38.3%) and
P, 4n=35.9% (31.1%-50.8%) in cancer tissue, NLT, BALF and plasm respectively. The pooled results showed the methylation
rate in tumor tissue was much higer than that of NLT OR=5.82 (95%CI: 3.74-9.06, P<0.05), but without statistical significance
for BALF OR=1.55 (95%CI: 0.89-2.70, P>0.05) and plasma OR=1.41 (95%CI: 0.90-2.20, P>0.05). Conclusion Hypermeth-

ylation of FHIT gene promoter region was found more frequent in cancer tissue than that of NLT which may demonstrated

analysis. The median methylation rate were P,

median’

association between lung cancer risk and FHIT gene promoter methylation.

[ Key words ] Lung neoplasms; FHIT gene; Methylation; Meta-analysis
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2.1 RREER AN AFFEERI STk, kAT
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LRI HRAE T SE R B TR (1) .

2.2 ANFEHSUF SR R g8l . Ja 5% / 15 il
M ZARE WU AN P FHITHE A 3 1% 41

WA SR A SORE MR K P FHITSE R HIEAL R0 0P =40.0% (0-68.3% ) . P . =8.7%
JA Bl 17 5 DNAF AL A PR R A (0-35.0%) . P =333% (17.1%-38.3% ) FIP__ =35.9%
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Tab 1 The general characteristics of included studies

Author Number of cases Control type Methods Region Year

Tumor Control

Zochbauer-Muller® 107 104 NLT qMSsP USA 2001
Zochbauer-Muller® 107 35 BALF gqMSP USA 2001
Hsub! 63 63 Plasm MSP USA 2007
Yang®! 53 57 NLT MSP China 2007

Yubs! 45 45 BALF MSP China 2007

Yu®! 45 45 Plasm MSP China 2007
Yang'®! 60 60 NLT MSP China 2007

Yul”! 45 23 NLT MSP China 2007
Kang'® 60 15 NLT MSP China 2009

Li® 52 52 NLT MSP China 2009
Song!¥ 78 78 NLT MSP China 2011
Kang™™ 47 47 BALF MSP China 2011
Kang!'2 53 53 Plasm MSP China 2011

BALF: bronchoalveolar lavage fluid; NLT: normal lung tissue.

00000
www.lungca.org



e il g s 5201443 A 55174 553 4]

Chin J Lung Cancer, March 2014, Vol.17, No.3 * 235 -

0.8

0.6

0.4

Methylation rate

0.2

0.0

Cancertissue  NLT BALF Plasm

B 1 REAATFHTERRNFRIRRLEES

Fig 1 Hypermethylation frequency of FHIT gene in different tissue
types
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Fig 3 Publication bias evaluation by Begg’s

Fig 2 Forest plot of FHIT gene promother methylation in cancer tissue compared with controls
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