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Molecular mechanism of oncogenic RAS-induced gene silencing
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Cancer is caused by DNA mutations. Some mutations cause alterations in gene
expression, which result in abnormal growth and viability in cancer cells. We uncovered the molecular
mechanism of transcriﬁtional repression induced by an oncogenic RAS mutation, one of the most recurrent
mutation in cancer. Phosphorylation activity of protein kinase Erk2 is required for RAS-induced

transcriptional repression. Moreover, transcriptional repression triggers alteration of chromatin
environment including histone modification.
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