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Figure S5. Differentially expression of 10 master epigenetic regulators in pan-cancers. The red is tumor sample, and the blue is normal sample. The

differentially expression of 10 master epigenetic regulators in BRCA was highlighted by red box or blue box. The red box means that the master
regulator was up-regulated in BRCA. And the blue box means that the master regulator was down-regulated in BRCA



significance for the survival of this cancer. The green means the epigenetic regulator is a protective factor for this cancer. And the bule means the epigenetic regulator is a risk factor for this cancer.
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Figure S6. Survival analysis for 10 master epigenetic regulators in pan-cancers. The forest plots for 10 master epigenetic regulators in pan-cancer. The red means the epigenetic regulator has no
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