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tect the activation of intracellular signaling pathway and the expression of early growth response protein 1 ( EGR1) .

The EGRI1 siRNA was transfected to inhibit the expression and observed the effect of IGF4 on the migration and in—
vasion of HCC cells. Results 1GF- could promote the migration and invasion of HCC cell lines in a dose-de—
pendent manner. IGF increased the phosphorylation levels of IGF1R AKT and ERK in HCC cells without signifi—
cant changes in total expression and the protein and mRNA expression of EGR1 also increased with the increase of
IGF concentration. After the expression of EGR1 decreased by siRNA IGF- significantly reduced the migration
and invasion ability of cells. Conclusion  The migration and invasion of IGF- induced HCC cell line is mediated
by EGRI1.
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ylation in key region and the differential expressions of genes in

Expression of FAT4 and their effects on cell proliferation and

invasion of human ovarian cancer cells
Chen Ying Zhou Jiade Yan Shijie et al
( Dept of Gynaecology and Obstetrics The First Affiliated Hospital
of Anhui Medical University Hefei 230022)

Abstract Objective To study the expression of FAT4 and the effects of FAT4 on cell proliferation and invasion of
human ovarian cancer cells. Methods FAT4 expression levels in epithelial ovarian carcinoma ( EOC) tissues were
examined by immunohistochemistry. qRT-PCR and Western blot were used to detect the relative expression of FAT4
in A2780 cells after FAT4 gene silenced. The effects of siRNA mediated knockdown of FAT4 on the cell prolifera—
tion and invasion of ovarian cancer were investigated by CCK-8 and Transwell assay. Results The cytoplasmic and
nuclear distribution of FAT4 in epithelial ovarian cancer tissues was significantly higher than that in normal ovarian
epithelial tissues ( P <0.01) . There was no significant correlation between FAT4 expression and age menstrual
status and pathological type ( P >0.05) but FAT4 expression was significantly correlated with tumor size ( P =
0.020) FIGO stage ( P =0.002) and pathological grade ( P =0.029) . The cell proliferation and invasion of
FAT4 siRNA group decreased significantly compared with the control and FAT4-negative control group ( P <
0.01) . Conclusion FAT4 high expression level is closely related to clinical stage and tumor grade. The present
study demonstrated that FAT4 plays important roles in cell proliferation and invasion of EOC indicating that FAT4
might be used as a potential therapeutic marker in patients with EOC.
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