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The purpose of this study was to identify crucial microRNAs (miRNAs) in oral squamous cell
carcinoma (OSCC), and to reveal their biological function and clinical significance. To clarify
whether miRNAs are involved in OSCC, global screening using miRNA microarray analysis was
performed with OSCC-derived cell lines. The altered expression profiling was validated by
real-time quantitative reverse transcriptase-polymerase chain reaction (QRT-PCR) analysis.
MicroRNA microarray and real-time qRT-PCR analyses identified significantly up-regulated
expression of miR-196a, and down-regulated expression of miR-125b, miR-222, let-7b and let-7c
in OSCC-derived cell lines. Decreased expression of miR-125b was validated in 43 of 50 OSCC
samples using real-time qRT-PCR and was revealed the association with cancer cell proliferation. This
relationship was confirmed by sequential experiment using transfectants, in which expression
of miR-125b was elevated.
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MicroRNA Miroarray fRiii& 2

OSCC-derived cell lines

miRNA HSC-2 HSC-3 HSC-4 Ca9-22 HOIN1 H1 OK-92 SCC-4 Sa3 KON

hsa-miR-155 211 3.86 4.58 2.23 0.87 0.54 156 4.38 229 072
hsa-miR-196a 519 190 242 795 137 1279 140 3.07 1054 208

0OSCC-derived cell lines

miRNA HSC-2 HSC-3 HSC-4 Ca9-22 HOIN1 H1 OK-92 SCC-4 Sa3 KON

hsa-miR-100 0.30 107 033 045 0.15 047 026 064 212 046
hsa-miR-125b  0.19  0.36 0.23 0.25 0.06 182 015 033 051 026
hsa-let-7b 113 021 005 044 019 015 007 027 059 036
hsa-let-7c 137 016 011 063 019 1.09 017 032 026 0.32

hsa-miR-222 041 044 036 030 024 166 17 113 354 056
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