©
2016 2018

miRNA

Comprehensive exploration of microRNA expression in renal cell carcinomas by
microarray analysis with omics data
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Microarray analysis revealed that 191 miRNAs showed significantly elevated
or reduced expression in tumorous tissues of 95 renal cell carcinoma (RCC) cases. Expression
alterations of 191 such miRNAs were significantly accumulated in four pathways, which included
epithelial-mesenchymal transition (EMT) by MetaCore pathway analysis. Expression levels of 5
EMT-related miRNAs, known as the miR-200 family, were frequently reduced in tumorous tissues.
Transfection assay of RCC cell lines also demonstrated that expression levels of the miR-200 family
were related to regulation of EMT. Reduced expression of the miR-200 family and/or their target CDH1

mRNA in tumorous tissues was significantly correlated with clinicopathological parameters
reflecting tumor aggressiveness, and inversely correlated with the survival rates of patients with
RCCs. These data suggest that reduced expression of the miR-200 family may participate in the
malignant progression of RCCs resulting in poorer patient outcome.
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