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Identification of differentially expressed genes and pathways

in hepatocellular carcinoma by using microarray
Jiang Yong Qian Yeben Chen Peng et al
( Dept of General Surgery The First Affiliated Hospital of Anhui Medical University Hefei 230022)

Abstract  Objective To further investigate the pathogenesis of hepatocellular carcinoma ( HCC) we screened
the differentially expressed genes and pathways by using microarray and bioinformatics analysis method. Methods
The microarray data of 2 pairs HCC tumor tissues and corresponding adjacent normal tissues were and to analyze dif-
ferentially expressed genes ( DEGs) . GO functional and KEGG enrichment analysis for DEGs were performed to use
DAVID database. The protein—protein interaction( PPI) network was constructed by the String protein interaction
database. In addition the PPI network was visualized by Cytoscape and the hub genes were screened by using Cy—
toHubba App. Finally we preliminarily investigated the hub genes expression in HCC by analyzing the RNA-se—
quencing data deposited in The Cancer Genome Atlas ( TCGA) . Results According to the established standard
we identified 4 324 DEGs including 2 552 up—regulated genes and 1 772 down-regulated genes. GO analysis showed
that DEGs were mainly involved in the platelet-derived growth factor binding ( PDGF) receptor inhibitor and an—
tagonist activity; KEGG enrichment analysis indicated that these genes were related to TGF8 Rapl PI3K-Akt
and chemokine signaling pathway. Six hub genes related to HCC were screened from PPI network. Moreover there
were significantly differences in the hub genes expression of DCN COL1A1 and COL1A2 in HCC tissues con—
firmed by the analysis of TCGA database ( P <0.000 1) . Conclusion GO functional and KEGG enrichment anal—
ysis may reveal the potential pathogenesis of HCC. The hub genes provide new clues for the research of HCC and
may become potential targets for the diagnosis and treatment of HCC.
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