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Excavating significance and action mechanism of ovarian cancer PSME2 gene

expression based on Oncomine database and bioinformatics methods "
LI Xiaoyang ;YIN Xueqgin ,ZHANG Qin ,LENG Tianyan ,YANG Lihua®
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[Abstract] Objective To excavate the significance and possible action mechanism of human proteasome
activator complex subunit 2 (PSME2) gene expression in ovarian cancer cells based on the Oncomine database
and cBioPortal to provide a theoretical basis for the in-depth study of PSME2 role in ovarian cancer. Methods
The 13-item research data of PSME2 gene expression in Oncomine database conducted the meta analysis. The
relationship between PSME2 expression level and survival time of the patients with ovarian cancer was ana-
lyzed by using the kaplan-meier method in the cBioPortal on-line database,and its clinical significance was dis-
cussed. The proteins related to PSME2 gene were collected by using the Genecards database,and the PSME2-
related protein network chart was drawn by STRING,and then the physiological process of protein enrichment
was analyzed by DAVID on-line software. Results The 13-item study data of PSME2 gene expression in ovar-
ian cancer cells and normal ovarian cells were excavated from Oncomine database,and the PSME2 gene ex-
pression in ovarian cancer was significantly higher than that in normal ovary (P <C0. 05). The Kaplan-meier
survival curve analysis found that the disease-free survival rate and overall survival rate in the ovarian cancer
patients with high expression of PSME2 gene were significantly lower than those in the low-expression group
(P<C0.05). Through the Genecards database,25 proteins related to PSME2 were collected,such as TRAF2,
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RELB,NFKBIA,VHL. Their related protein enrichment analysis results showed that the PSME2 related pro-

teins mainly enriched in the proteasome mediated ubiquitin dependent protein catabolism,immune surveillance

and immune killing, viruses caused cancer,regulating the physiological processes of cell transcription,cell dif-

ferentiation, cell cycle,etc. Conclusion PSME2 gene is highly expressed in ovarian cancer tissues,which may

play an oncogene role by regulating proteasome-mediated protein catabolism, enabling tumor cells to escape

immune surveillance and immune killing. This gene may be a target in the diagnosis and treatment of ovarian

cancer, but its specific mechanism needs to be further studied and verified.
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Logrank Test P-Vaiue: 385263
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