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Supplementary Figure S7. Result after resampling 75% patients. A) Odds ratio of the top enriched
Cmap names and MOAs identified through a 75% resampling of the OS Coxph regression analysis.
B) Overall and event free survival curves of a 75% bootstrap of KMT2A fusion positive patients in
TARGET AML 1031. Patients are classified by the ssGSEA score derived from genes affected by the
HDAC inhibitor Vorinostat. C) Overall survival curves of a 75% resampling of KMT2A fusion
positive patients in TARGET AML 1031. Patients are classified by the ssGSEA score derived from
genes affected by the ATPase inhibitor Thapsigargin.



