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Exploration of long non-coding RNA involved in epithelial mesenchymal transition
in non-small cell lung cancer.

Yoshimoto, Taichiro
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In this study, we sought to identify long non-coding RNAs (IncRNAs) that may

play roles in epithelial mesenchymal transition (EMT) in non-small cell lung cancer (NSCLC). We
used a panel of 40 NSCLC cell lines, whose characteristics, including driver mutations, gene
expression profiles, and drug sensitivities, were extensively analyzed in our previous studies. Of
these cell lines, 5 epithelial-phenotype and 10 mesenchymal-phenotype cell lines were subjected to
transcriptome analysis by NGS. Candidate IncRNAs that showed differential expression pattern between
epithelial vs. mesenchymal cell lines were selected, and the data was further validated in the
whole panel of 40 cell lines using TagMan RT-PCR analysis. At the time of this writing, we have
identified 12 candidate IncRNAs. In ongoing research, we"ll further validate the results by analysis
of primary tumors and in vitro functional studies of these IncRNAs.
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Frequent loss of the expression of

multiple subunits of the SWI/SNF complex
in large cell carcinoma and pleomorphic

carcinoma of the lung.

Taichiro Yoshimoto, Daisuke Matsubara,

Tomoyuki Nakano, Tomoko Tamura, Shunsuke

Endo, Yukihiko Sugiyama and Toshiro Niki.
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Altered expressions of multiple subunits

of the switch/sucrose non-fermenting
(SWI/SNF) complex in Non-small cell lung
cancer

American Association for Cancer Research,
Atlanta, September 25-27, 2015.
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Frequent mutation of SWI/SNF
complex genes in lung cancer cell lines
with EMT-phenotype
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