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Supplementary information, Figure S9 Chromatin remodeling genes were
frequently mutated in SCCE. The chromatin remodeling genes, grouped vertically by
molecular functions, were collected from EpiFactor (http://epifactors.autosome.ru/),
HIstome (http://www.actrec.gov.in/histome/) and CREMOFAC

(http://www .jncasr.ac.in/cremofac/) databases. The frequencies of alterations are
labeled as a fraction of all cases and colored on differ background by types of
alterations as well as frequencies. Yellow was marked for mutations, red for copy

number gain and blue for copy number loss.





