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Figure S1. Co-occurring variants identified in KMT2A-PTD positive cases by NGS. Note that
cases 2, 3 and 35 were determined not to have a KMT2A-PTD by MLPA and/or OGM. Variants were classified using the
AMP/CAP/ASCO somatic variant classification guidelines (Li et al., 2017, PMID: 27993330). Red: Tier-1 and Tier 2. Grey:
Tier-3.




