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[Abstract] Objective To investigate the expression of cyclin B2(CCNB2) in endometrial cancer,and to
explore its correlation with patient prognosis and clinicopathological features. Methods The baseline table of
patients with endometrial cancer was made using Xiantao,and the diagnostic value of CCNB2 mRNA in endo-
metrial cancer was evaluated by the receiver operating characteristic curve(ROC). The expression of CCNB2
in endometrial cancer tissues and normal endometrial tissues was analyzed by GeneExpression Profiling Inter-
active Analysis (GEPIA) , Xiantao, and HPA online platform. UALCAN online platform and Kaplan-Meier
Plotter curve were used to analyze the relationship between clinical characteristics and prognosis of endometri-
al cancer. The cBioPortal online platform was used to analyze the mutation of CCNB2 gene in endometrial
cancer. The LinkedOmics and WebGestalt online platforms were used to analyze the biological significance of
CCNB2 gene,and the search tool for recurring instances of neighbouring genes(STRING) online platform was
used to construct the CCNB2 protein interaction network. Results Most of the patients with endometrial
cancer were menopausal women over 60 years old,and the pathological stages were mainly stage I. Compared
with normal endometrial tissues, CCNB2 mRNA and protein expressions were significantly up-regulated in en-

dometrial cancer tissues. When the cut-off value of CCNB2 mRNA expression was 1. 878, the area under curve
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(AUC) was 0. 982. CCNB2 mRNA was associated with different stages,age, climacteric status, histological
subtype and TP53 mutation status of endometrial cancer. Endometrial cancer patients with high CCNB2 mR-
NA expression had a worse prognosis. The CCNB2 gene was altered in 3% (17/509) of endometrial cancer pa-
tients, with mutations including amplification and increased mRNA. CCNB2 co-expressed genes are mainly re-
lated to the process of cell division,and are involved in the positive regulation of mitochondrial adenosine-
triphosphate(ATP) synthesis coupled with electron transport, mitotic nuclear membrane decomposition, and
the positive regulation of mitotic cell cycle G2/M transition. Conclusion CCNB2 is highly expressed in endo-

metrial cancer and may participate in the cell cycle regulation of endometrial cancer,which could be used as an

indicator for early diagnosis and predicting prognosis of endometrial cancer.
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