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Identification of non-coding driver mutations
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In this study, to reveal the impact of highly mutated open chromatin regions
on cancer, we investigated the association between mutations in open chromatin regions and their
possible functions. In some cancer types, the proportion of promoter or enhancer chromatin state in
open chromatin regions with a high number of mutations was significantly higher than that in the
regions with a low number of mutations. The possible target genes of open chromatin regions with a
high number of mutations were more strongly associated with cancer than those of other open
chromatin regions. Moreover, a high number of mutations in open chromatin regions was significantly
associated with a poor prognosis In some cancer types. These results suggest that highly mutated
open chromatin regions play an important role in cancer pathogenesis and can be effectively used to
predict patient prognosis.
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