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KMT2A  NM_001197104.2 ¢.10745C>G 27/36 39
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| Gene |  RefSeqID Transcript Change | Exon | CADD-PHRED
KMT2A  NM_001197104.2 ¢.779dup 3/36 31
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| Gene |  RefSeqlID Transcript Change | Exon | CADD-PHRED

KMT2A NM_001197104.2 €.2569G>T 3/36 36

Supplementary 2. IGV read alignments of novel KMT2A variants



