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Objective: To screen and analyze differentially expressed genes in serous ovarian carcinoma using
bioinformatics, and to explore potential therapeutic targets for serous ovarian cancer.Methods: We download
the ovarian cancer databases GSE10971, GSE54388, and GSE14407 from the GEO database.GEO2R was used to
screen differentially expressed genes, DAVID database was used for GO and KEGG enrichment analysis.String
database was used to construct protein interaction network, and Cytoscape was used to obtain critical
genes.The GEPIA database analyzed the expression of essential genes, and the UCSC Xena performed
hierarchical cluster analysis of crucial genes and analyzed the co-expression network of essential genes through
the cBioPortal.Results: We obtained a total of 114 differentially expressed genes, including 41 down-regulated
genes and 73 up-regulated genes.It mainly involved cytological processes such as cell cycle, mitosis, and
chromosome separation, and enriched in signal pathways such as cell cycle, p53 signaling pathway, and
Cellular senescence.We got forty-nine essential genes from differentially expressed genes, which highly
represented in ovarian cancer.The expression of 21 genes was associated with ovarian cancer stage.The
expression of BIRC5 gene was associated with the overall survival of ovarian cancer patients.Conclusion: The
use of bioinformatics to study the differentially expressed gene function and signaling pathway in serous

ovarian carcinoma provides a therapeutic target for improving the prognosis of ovarian serous carcinoma.
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