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High—grade serous ovarian cancers are heterogeneous not only in terms of clinical outcome
but also at the molecular level. Our aim was to establish a novel risk classification
system based on a gene expression signature for predicting overall survival, leading to
suggesting novel therapeutic strategies using EMT molecules for high-risk patients. This
risk classification based on the gene expression signhature is an accurate predictor of
clinical outcome in patients with advanced stage high—grade serous ovarian cancer and
has the potential to develop new therapeutic strategies for high—grade serous ovarian
cancer patients.
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