- 3066 - www.shengwuyixue.com Progressin Modern Biomedicine Vol18 NO.16 AUG.2018

doi: 10.13241/j.cnki.pmb.2018.16.014
ATP1Al *

1 1 1 2 2 2N 2N

(1 350025 2 350025)

ATPI1A1 N Oncomine ATP1A1
mRNA The Human Protein Atlas ATP1Al GEPIA TCGA
ATP1Al MethHC ATP1Al
String-DB ATP1A1 o (Clear cell Renal Cell Carcinoma ccRCC)
ATP1A1  mRNA o ATP1A1 mRNA ., TCGA
ATPIA1 5 ATP1A1
5 ATP1A1  ATP1B1 . FXYD2 ATP1B2 5
ATP1A1 R
ATP1A1
R737.11 A 1673-6273(2018)16-3066-06

Expression of ATP1A1 Gene in Clear Cell Renal Cell Carcinoma

and Its Significance basing on Data Mining*
CUI Qiang', ZHU He-huan', CHEN Zhan', QI Chuang’, ZHAO Hi’, LU Jur’®, TAN Jian-ming*”®
(1 Xiamen University Affiliated East Hospital, Fuzhou, Fujian, 350025, China;
2 Fujian Provincial Key Laboratory of Transplant Biology, Fuzhou, Fujian, 350025, China)

ABSTRACT Objective: To analyze the ATP1A1 expression and its significance in the renal clear cell carcinoma by data mining.
Methods: The expression of ATP1A1 protein in normal renal tissue and renal clear cell carcinoma was analyzed by The Human Protein
Atlas. Survival analysis of patients with low expression of ATP1A1 in renal clear cell carcinoma using TCGA data from GEPIA website.
The ATP1A1 methylation level and protein interaction was analyzed by using the MethHC database, the interaction between ATP1A1
and upstream and downstream proteins was analyzed by String-DB data. Results: The mRNA expression of ATP1A1 in clear cell renal
cell carcinoma (ccRCC) was significantly lower than that in the normal control group. The results of immunohistochemistry confirmed
that ATP1A1 protein expression was similar to mRNA. The overall survival of patients with low expression of ATP1A1 was significantly
lower than the patients with high expression in TCGA data. In addition, it was found that the methylation level of the ATP1A1 gene
promoter region in renal clear cell carcinoma was significantly higher than that in normal renal tissue. At the same time, it shows that
ATP1A1l interacts with ATP1B1, FXYD2, ATP1B2 and other genes. Conclusions: Based on a large data analysis, ATP1Al is

lowly-expressed in the renal clear cell carcinoma and is related to its development. It may be a potential target for the therapy of ccRCC.
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Fig. 3 The expression of ATP1A1 in the study of different renal clear cell carcinomas in the Oncomine database
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Fig. 4 The Human Protein Atlas analyzes the expression of ATP1A1 in normal renal tissues and renal clear cell carcinoma
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