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[Objective] Concurrent DNA methylation of multiple genes occurs in

endometrial cancer. However, the features and causes of high-methylation rate endometrial cancer are
not well understood. Therefore, the aim of this study was to investigate the DNA methylation status

in normal tissue from patients with endometrial cancer.

[Methods] The study was aﬁproved by the Ethics Committee. The subjects were 25 patients with
endometrial cancer from whom cancer tissue and peripheral blood cells (PBCs) were obtained. The 25
cancer samples were classified as Methyl-high, and Methyl-negative (Methyl(-)) by
methylation-specific PCR (MSP) analysis of three genes. DNA libraries were prepared from peripheral
blood DNAs from 2 Methyl-H and 2 Methyl(-) patients, and bisulfite sequencing was performed.
[Results] PBC DNA in Methyl-H cases had significant hypermethylation in the miR-663a promoter
region, compared to Methyl(-) cases.
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