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Screening, Identification and Bioinformatics Analysis of Key Biomarkers for
Hepatocellular Carcinoma Based on GEO Chip Data
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Abstract: Objective To screen and identify key biomarkers of Hepatocellular carcinoma (HCC ) using bioinformatics
technology and GEO chip data. Methods The expression profiles of three sets of liver cancer chips were obtained through
GEO database, and the genes with different expression between liver cancer tissues and normal liver tissues were identified by
GEO2R. The DAVID database was used for enrichment analysis of differential genes. STRING database and Scytoscape software
were used to construct protein-protein interaction (PPI) to obtain core differential genes, and the expression of key differential
genes in liver cancer was verified in TCGA database through UCSC Cancer Genomics Browser website. Based on kaplan-mey-
plotter and UALCAN online analysis tools, the relationship between mRNA expression of key genes in liver cancer tissues and
clinicopathological parameters was explored. Results 74 common differentially expressed genes were identified from the three
microarray data sets. These genes were significantly enriched in extracellular bodies, extracellular interstitium, REDOX and other
biological processes. The PPI network analysis focused on 15 genes, among which 8 genes were related to the overall survival
rate of liver cancer patients and 5 genes were related to the grade and stage of liver cancer. Conclusion ANLN, ECT2, HMMR,
KIF20A, NCAPG, PBK, RACGAPI1, ZWINT and other genes can be used as candidate targets for the diagnosis and treatment of
hepatocellular carcinoma, providing new ideas for clinical diagnosis and treatment.
Keywords: hepatocellular carcinoma; differentially expressed genes; bioinformatics analysis
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