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Study on polo-like kinase 5 involved in the progression and metastasis of
clear cell renal cell carcinoma by regulating cell cycle
LIANG Bo',ZHANG Xiaojun' ,YANG Zhenxing®
(1. Department of Urology s Xiangshan County First People’s Hospital s Ningbo
Zhejiang 315700,China ;2. Department o f Urology sthe Second Hospital Affiliated to AMU,
Chongqging 400037 ,China)
[ Abstract] To investigate the role of polo-like kinase 5 (PLLK5) gene in the progression and

metastasis of clear cell renal cell carcinoma (ccRCC). Methods

Objective
The cancer genome atlas (TCGA) database
and gene set enrichment analysis (GSEA) software was employed to predict the importance of PLK5 in the
development of ccRCC. The PLLK5 protein expression was validated by real-time quantitative PCR (RT-PCR) ,
Western blot and immunohistochemistry. Proliferation, migration and cell cycle in renal cancer cell after interring the
expression of PLK5 was detected by using CCK8,cell scratch and flow cytometry,respectively. Results Bioinforma-
tics analysis indicated that the expression level of PLK5 in patients with ccRCC was significantly higher than
that in the control group (P<C0. 01) ,and the high expression of PLK5 was concentrated in the advanced stage
of renal cancer (P<C0.01). Interfering with PLK5 protein in OSRC2 cell line, proliferation and migration were
significantly inhibited (P<C0.01),and S stage in the cell cycle was significantly extended (P <C0. 01). Signal
pathway analysis showed that proteins interacting with PLK5 were involved in the regulation of S phase of
tumor cells,and the cell cycle pathway was activated (P<Z0.01,FDR ¢=0.014). Conclusion The expression
of PLLK5 protein is closely related to the progression and prognosis of ccRCC.
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