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The elucidation of a cancer stem cell suppressing mechanism with senescence

2,200,000
microRNA (
microRNA; SA-miRNA) 349 SA-miRNA
SA-miRNA
SA-miRNA
AGO2 RIP-seq.
miRNA mRNA
miRNA miRNA
miRNA

We focused on the senescence-associated microRNA (SA-miRNA) which inducing "
cellular senescence" shown irreversible growth arrest, then we identified 349 SA-miRNAs in previous
study. In this study, we try to identify SA-miRNAs which suppress not only cancer progression but
also cancer stem like cells. We performed a screening assessed a cancer cell viability using head
and neck squamous cell carcinoma cell line and stem cell like cell line, and identified SA-miRNAs
shown tumor suppressive effect on both cell lines. Additionally, we performed AGO2 RIP-sequence, and

identified target mRNAs of a miRNA in each cancer cell and cancer stem like cells.
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