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We had successfully established a culture system for inducing smooth muscle
differentiation and transition from synthetic to contractile smooth muscle cells using mouse iPS
cells, and identified the histone modification enzyme Nsdl as a regulator of transformation. In this

study, we analyzed the molecules that act between Nsdl repression and Myhll upregulation. bHLH-type
transcription factors were found to act downstream of Nsdl and induce Myhll upregulation. bHLH-type
transcription factors were focused on and their expression was repressed in cultured smooth muscle
cells, and the results showed that Nsdl Myhll expression was upregulated in cultured smooth muscle
cells, similar to the suppression of Nsdl. This indicates that the bHLH transcription factors are
important as genes that regulate Myhll expression downstream of Nsdl.
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