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The methylation status and clinical significance of

the promoter of eyad4 gene in bladder cancer
Niu Sangiang Xu Congyun Pan Daqing et al

( Dept of Urology The Affiliated Provincial Hospital of Anhui Medical University Hefei

Abstract Objective

significance of clinical pathological characteristics in bladder cancer. Methods

230001)

To explore the methylation status of the CpG island of eyes absent 4( eya4) promoter and its

The promoter methylation status of

eya4 gene was examined by methylation specific PCR( MSP) in 5 bladder cancer cell lines and 75 cases of primary

bladder transitional cell carcinoma. 1 bladder immortalized epithelial cell line and 75 cases of corresponding adja—

cent tissues were selected as controls. Meanwhile clinical pathological data of patients were investigated by statisti—

cal analysis. Results

The promoter of eya4 were detected in 4 cases of 5 bladder cancer cell lines where methyla—

tion rate was 80% . While the methylation status was negtive in normal bladder epithelial cell line. The methyla—
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tion rate of eya4 gene was 70. 7% in bladder cancer tissues( 53/75) which was significantly more frequent than ad—

jacent tissues(24% 18/75)

and the difference was significant( x° =32.760 P <0.01)

. The methylation status

of the CpG island of eya4 promoter was correlated with the clinicopathological features such as tumor diameter

tumor single and mutiple tumor grade and stage( P <0.05) . However no association was detected between eya4

methylation and age and gender. Conclusion

eya4 methylation status which is closely correlated with the occur—

rence and development of primary bladder transitional cell carcinoma may be used as an independent diagnostic bio—

marker for patients with different kind of bladder cancer.
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