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Identification of long non-coding RNAs potentially involved in oral squamous

cell carcinoma
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We aimed to identify long noncoding RNAs (IncRNAs) which play important
roles in the development of oral squamous cell carcinoma (OSCC). By utilizing The Cancer Genome
Atlas (TCGA) datasets, we identified 6 IncRNAs which are overexpressed in OSCC. We validated the
expression of the IncRNAs in a panel of OSCC cell lines by gRT-PCR. We next performed knockdown
experiments of the 6 IncRNAs in OSCC cells, and assessed the cell viabilities. We identified that
depletion of a IncRNA (IncRNA5) significantly prohibited O0SCC cell proliferation in vitro and in
vivo, indicating its oncogenic function. Flow cytometry analysis revealed that knockdown of IncRNAS
induced the G2 cell cycle arrest and apoptosis in 0SCC cells. We also observed that depletion of
IncRNAS downregulated OSCC cell motility, migration and invasion. Finally, to evaluate the clinical
relevance of these IncRNAs in OSCC, we determined whether the IncRNAs expression levels were
correlated with patient prognosis.
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