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Analysis of the Relationship Between KIF20A and the Prognosis of Liver Cancer Based
on Bioinformatics Methods
CAO Bao—quan,ZHU Hong
(The First Ward of Hepatobiliary and Pancreatic Surgery,the Second Affiliated Hospital of Kunming Medical University,
Kunming 650000,Y unnan,China)

Abstract: Objective To analyze the relationship between KIF20A and liver cancer using bioinformatics methods.Methods Based on the liver cancer

SCERFRIRAD : A DOI: 10.3969/j.issn.1006—1959.2021.15.013

data set GSE121248 in the GEO database, edgeR was used to screen differential mRNAs, and then these genes were enriched and analyzed to explore
their functions and potential pathways;In addition, a protein interaction network (PPI) was constructed based on the analysis of the String database,
and the key genes were obtained after visualization by cytoscape, and then verified in the GEPIA database.Results There were a total of 531
differentially expressed genes, of which 152 were up—regulated mRNAs and 379 were down-regulated mRNAs.DAVID database analysis showed that
the biological functions of 531 differential genes were mainly enriched in inflammatory response, oxidation process and immune response;Cell
components were mainly concentrated in the extracellular area, and molecular functions were mainly concentrated in oxidoreductase activity, protein
homodimerization activity, iron ion binding and hemoglobin binding;The main ways of enrichment were chemical carcinogenicity, metabolism and
antibiotic biosynthesis.Through the combination of String database analysis and cytoscape software, only one key mRNA was selected as KIF20A.
Survival curve analysis showed that the expression of KIF20A was correlated with the prognosis of liver cancer patients, and low expression was
positively correlated with high survival rate (P<0.05).Conclusion KIF20A is the core gene of this regulatory network and plays an important role in
the occurrence and development of liver cancer.lts high expression is related to the low survival rate of patients, is a reliable biomarker for judging the
prognosis of liver cancer, and can be used as a target of drug treatment for liver cancer patients.
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