A AML with IDH2 mutation (n = 18) AML with IDH2 mutation (n = 18) B AML with WT1 mutation (n = 11) AML with WT1 mutation (n = 11)
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S6 Fig. DNAm of age-associated CpGs in AML samples with IDH2 or WT1 mutations.

These heatmaps demonstrate the age-associated CpGs that are either hyper- or hypo-methylated in
normal blood (corresponding to Fig 1D). DNAm levels are exemplarily depicted for subsets of AML
patients with either IDH2 mutations (A) or WT71 mutations (B). Please note that CpGs with age-
associated hypermethylation (purple) are also higher methylated in patients that are predicted to be
older, whereas this was not observed for hypomethylated CpGs. Thus, our findings cannot simply be

attributed to global DNAm levels or mutation specific signatures that are caused by different mutations.



