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Elucidation of the gliomagenesis by comprehensive epigenetic analysis
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Epigenetic analysis of H3F3A gene G34 mutant glioma was carried out,
focusing on whole-genome DNA methylation analysis using PBAT method. We identified that the G34
mutant group exhibited genome-wide CpG hypomethylation and CpG island (CGl) hypermethylation, and
that CGI hypermethylation near telomeres was relatively attenuated. G34-mutated glioma-specific
methylation signals were detected by independent component analysis and they are shared in bone
tumors with the same mutation. ChlP-seq suggested that this signal was associated with the

localization of the G34-mutated histone H3.3, and that this signal was partially reversible by
knocking out the mutation in cell lines.
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