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Abstract Objective: To screen the hub genes in the evolution of liver cirrhosis and liver cancer by
bioinformatics method so as to explore its mechanism. Methods: Differentially expressed genes in liver
cirrhosis tissues and early hepatocellular carcinoma tissues were screened from dataset GSE6764 by using
GEO2R, followed by GO and KEGG analysis. After constructing the protein—protein interaction network,
the hub genes contained in the most significant modules in the network were detected by the MCODE plug—in
with Cytoscape software. Then, cluster analysis and prognostic analysis were performed on hub genes.
Results: A total of 169 differentially expressed genes were screened, and the numbers of up-regulated and

down—regulated genes were 19 and 150, respectively. After MCODE screening, 16 hub genes were
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obtained, which were mainly related to cytokines and immune factors, among which, the hub gene MPEGI

was related to the disease—free survival of hepatocellular carcinoma ( HCC) patients. Conclusion: The hub

genes identified in this study will help us to understand the evolution mechanism of liver cirrhosis and

cancer, which can be used as potential markers for the prevention and treatment of patients with early liver

cancer.
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