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The efficacy of epigenetics-targeted therapy with HDAC inhibitors was
synergistically enhanced in combination with CDK4/6 inhibitors in lung cancer cells, mainly those
with SWI/SNF abnormalities. We identified candidate effector molecules highly expressed in cells
showing synergistic effects of the combination therapy. In addition, lung cancer cells with mutant
SMARCA4, a major component of SWI/SNF, showed clonal growth ability dependent on the MTOR pathway
and high growth inhibition by MTOR inhibitors.
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