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Development of novel therapy based on the analysis of lung cancer stem cells.

Yuichi, Sakairi
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The mechanism by which cancer stem cells cause relapse and recurrence due to
their resistance to therapy is known but has not been identified in lung cancer. The ultimate goal
of this study is to identify cancer stem cells in lung cancer and analyze their functions to
identify new therapeutic target molecules. We have discovered that some tissue stem cells
proliferate rapidly after culture, resulting in monoclonal proliferation and abnormal telomere
length elongation. We considered these changes to be cancer stem cell transformation of lung tissue
stem cells and that further understanding of cancer stem cells and development of novel therapies
are possible through functional analysis of these cells. We collected isolated and sorted viable
cells from lung resection specimens and analyzed them by RNA sequencing.
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