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Abstract: Objective To screen the key genes for prognosis of prostate cancer by bioinformatics.  Meth-
ods Firstly, four microarray datasets (GSE3325/GSE46602/GSE55945/GSE69223) of prostate cancer expres-
sion profile were downloaded from the GEO database. Secondly, the GEO2R, DAVID and STRING databases
were used to analyze differentially expressed genes (DEGs) in prostate cancer. Then the pathway enrichment of
gene ontology (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG) and the protein-protein interac-
tion (PPI) for DEGs were analyzed. Thirdly, Cytohubba plug-in EPC algorithm of software Cytoscape was
used to screen key genes. Finally, the gene expression profile interaction analysis (GEPIA) database was used
to analyze the prognosis and expression of key genes, and the results were verified using data downloaded from
the Human Protein Atlas (HPA) database. Results A total of 103 DEGs were screened out, and their func-
tions were mainly enriched in angiogenesis, lipid metabolism and cell differentiation, while their pathways were

mainly enriched in Hippo signals. Among the 10 key genes screened, only EDNRB had a significant effect on

the prognosis of patients with prostate cancer, and its low expression was not conducive to the prognosis of pa-
tients, Conclusion Screening key genes of prostate cancer by bioinformatics can provide new molecular tar-
gets for its treatment.
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