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Metastasis-related microRNAs in oral squamous cell carcinoma
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In this study, we have attempted to identify metastasis-related miRNAs in

human OSCC. We performed the miRNA array analysis using total RNA from OSCC and normal tissues. As a

result, we found that 5 miRNAs were significantly up-regulated and 10 miRNAs were down-regulated
more than 5-fold changes in OSCC compared to normal tissues. We identified down-regulation of
miRNA-375 expression was significantly associated with lymph node metastasis. Subsequently, we
investigated the expression levels of miR-375 in primary tumor tissues with the presence or absence
of lymph node metastasis by quantitative RT-PCR.
The usefulness as a predictor of lymph node metastasis was evaluated by digital PCR. When the
reference value was set to 145.50 copies / p I, the sensitivity was 74.2%, the specificity was 89.5
%, and the accuracy was 80.0%. These results suggest that miR-375 has potential as predicting lymph
node metastasis and prognostic biomarker in 0SCC.
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