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A ssociation between metabolisn gene expression in esophageal tissiesand the risk for
esophageal carcinamas

LIU Ran', YIN Lihong', PU Yuepu', Wang Yi’, Pan Enchun’0 (L School & Public H ealth,
Southeast U niversity, N anjing 210009, Jiangsu, China; 2 Huaian Center f or D isease Control and

Preventian, Huai’an 223001, Jiangsu, China)

[Abstract] U Objectivell To invedigate the relation betv een the mRNA expression levels of genes
that involved in and phase of metabolisn and activation of enviromm ental carcinogens and the
risk for ESCC. M ethods[] Tumor and no-cancer tissues from 93 patients of nav ly diagnosed,
untreated ESCC w ere wllected in Huai’an County. The relative expresson levels of four metabolisn
genes (CYP2E1, GSTP1, M TH FR andN QO1) w ere determined in cancer and no-cancer tissues by
quantitative realtme RTPCR usng SYBR Green | The expression of factin was used as an
internal control T —test and logistical regression analysisw ere used to tes the differences of gene
expression betw een cancer tissues and tissues adjacent to the tumorsat a significance level of 5%.
Resultsl] Compared with tissues adjacent to the tumors, the relative expresson levels of CYP 2E1
and M TH FR were significantly altered in e®phageal cancer tissues T he conditional logistic
regression analysis exhibited that the increased risk for ephageal cancer were significantly
asociated w ith aberrant expression of CYP2E1 andM TH FR [OR (95%CI) = 1 890 (1.439
2.481), OR (95%cC )= 1 362 (1 107 1 677), respectively]- Conclusion LT he increased exp ression
of CYP2E 1 and the reduced expresson of M TH FR in esophagus w ere significantly associatedw ith
the risk for ESCC Our data suggest an mportant etiology clue to CYP2EL1 andM TH FR expression
for the early progression of ESCC.

[Key words] [1 Esophageal carcinomas, M etabolisn gene Gene expresson; Quantitative real tine
RT-PCR
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