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This study aimed to elucidate clinical and biological associations of
cancer-related microRNA gene expression profile in ovarian cancer. We investigated 27 ovarian
cancers to determine the cancer-related microRNA expressions. An unsupervised hierarchical
clustering analysis identified two distinct microRNA expression clusters, with histotypes-related
significant differences in the associations between clusters and clinicopathological features. A
comparison of microRNA expression in different histotypes identified five microRNAs including miR-9,

with ovarian clear cell carcinoma (OCCC) demonstrating a statistically higher expression. Further
investigation of the biological significance of miR-9 overexpression in OCCC revealed that miR-9
overexpression may affect its pathogenesis by targeting E-cadherin, thereby inducing an
epithelial-mesenchymal transition. Therefore, miR-9 may be a promising therapeutic target strategy
for OCCC.
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