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Identification of genomic linkage from ovarian endometriosis to endometrioid
carcinoma based on sequential OMICS data analysis
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It is well known that ovarian endometrioid carcinoma occurs from

endometriosis. Our aim of this study is to clarify the genomic linkage from endometriosis to ovarian

endometrioid carcinoma based on sequential genomic analysis. Exome and target-gene sequencing
demonstrated that 46.2% and 41.0% of ovarian endometrioid carcinoma harbored KRAS and PIK3CA
mutations. On the other hand, around 40% of ovarian endometriosis had KRAS and PIK3CA mutations
which were so-called "hot-spot"” mutations in cancer. These results suggested that clonal expansion
of endometriotic cells with cancer-associated gene mutations might lead to development of ovarian
endometrioid carcinoma.
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