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Abstract: Objective To identify the core genes involved in hepatocellular carcinoma (HCC) by bioinfor-

matics analysis, and to evaluate their potential value in the development and prognosis of HCC. Methods
HCC gene datasets GSE101685,GSE84402 and GSE46408 were screened from GEO database,and the differen-
tially expressed genes (DEGs) were analyzed by GEO2R. DAVID database was used to construct functional
annotation and pathway enrichment analysis of DEGs. Protein-protein interaction (PPI) network was con-
structed by STRING database and visualized by Cytoscape to screen out the key modules and obtain the core
genes. The cBioPortal database was used to survival analysis of the core differentially expressed genes in HCC
tissues and para-carcinoma tissues. The relationship between the core genes and HCC progression was ana-
lyzed by ONCOMINE database. Results A total of 261 DEGs were screened from three gene datasets inclu-
ding 124 up-regulated genes and 137 down-regulated genes. KEGG analysis showed that most DEGs were
mainly involved in cell cycle, DNA replication,retinol metabolism pathways. Ten hub genes were identified by
PPI analysis,among which OIP5, HGFAC and FLVCRI1 were associated with HCC grade, satellite nodule and
vascular invasion,and FLVCRI1 was significantly associated with patient survival situation. Conclusion This

study successfully screened the DEGs and core genes related to HCC, among which OIP5, HGFAC and
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FLVCRI are expected to be biomarkers for the diagnosis and prognosis of HCC.
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