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Effect of MTA1 RNA interference on biological behaviour of HepG2 liver cancer cells
CHENG Jian-guo, XIA Ming ,WEN Feng
(Department of Gastroenterology,161 Hospital of PLA,Wuhan 430010, China)

Abstract: Objective To study the effect of MTA1 siRNA on proliferation and apoptosis of liver cancer cell line HepG2. Meth-
ods Two recombinant plasmids (pRNAi-1,pRNAi-2) were constructed.. The HepG2 liver cancer cells were divided into three
groups:liposome treated control group,empty plasmid transfected control group and MTA1 siRNA transfected group. The expres-
sion of MTA1 mRNA and protein was detected by quantitative RT-PCR, respectively. MTT assay was applied to determine the cell
growth status. Apoptotic rates were evaluated by flow cytometry. Results The sequence of specific siIRNA was correct by sequence
analysis. The MTT assay results showed that the inhibitory rate of cell proliferation in MTA1 siRNA transfected groups were high-
er than those in liposome treated control group and empty plasmid transfected control group( P<C0.01) ; The FCM results showed
that the apoptotic rates in MTA1 siRNA transfected groups were higher than those in liposome treated control group and empty
plasmid transfected control group( P<C0. 01). Conclusion The siRNA eukaryotic expression vector of MTA1 gene have been con-

structed successfully which could not only suppress the expression of MTAL in liver cancer cell line and proliferation of HepG2

cells, but also induce apoptosis of HepG2 cells.
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