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The study of novel diagnosis and treatment for endometrial cancer targeting
aberrant DNA methylation
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DNA Differentially
Methylated CpG (DMC) D;fferentially Methylated Region (DMR) miR-663a

in vitro in vivo

(1) Based on genome-wide bisulfite sequencing, peripheral blood cells(PBCs)

DNA in M-H cases had significant hypermethylation in the miR-663a promoter region, compared to U
cases (meth. Diff. > 25%, g-value < 0.01). Consistent with this methylation status, miR-663a
expression was lower in M-H PBCs than in U PBCs. DNMTs expression levels in M-H endometrial cancer
were higher than those in U endometrial cancer.

(2) Metformin had a dose-dependent anticancer effect on endometrial cancer cell lines. Moreover, the
combined treatment also caused lower cell viability.The microarray analysis indicated that EDN2
expression was upregulated in cells subject to the combined treatment. EDN2 expression was
upregulated in each cell line upon treatment with a demethylating agent.
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Entity List 1 : Entitylist of HEC-1B Ishikawa
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HEC-1B)
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59 entities expression was changed in both HEC-1B and Ishikawa.

up-regulation in both cells: 15 entities
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N; negative control
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4; metformin (5mM) + dienogest (10uM)

M; maker
3; dienogest (10uM)
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