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Identification of biomarker genes that correlate with clinical features that
contribute to personalized medicine for endometrial cancer

Ota, Tsuyoshi
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We identified genetic biomarkers that correlate with the histoEathological
type and preoperative risk classification of endometrial cancer. By using immunohistochemical
staining (IHC) method to assess these biomarkers, we could evaluate the expression level by the
staining intensity and proportion. It is expected that the evaluation of our novel biomarkers by
IHC can improve the accuracy of preoperative diagnosis for endometrial cancer and contribute to
individualization of surgical procedures and treatments. The individualization of surgical
procedures based on risk of lymph node metastasis leads to decrease patient burden of surgery.
However, the uncertainty of the preoperative pathological diagnosis, which is the main factor in
various risk assessments, remains 70% on average. It can be expected that our novel marker can
contribute to the improvement of diagnostic accuracy as a companion marker for preoperative
pathological diagnosis.
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