Supplementary Figure 1

A.
Pedigree Chart of GMR-AML1 Patient FISH assay c-myc & MLL1/KMT2A
(negative for arrangement)
* Q C ABBOTT MOLECULAR KMT2A(MLL) Breakapart Probe (SO/SG)
[ FPD-MM (MDS) : a0
O FrD
[[] Runx1 K194N Carrier
O O ] GMR-AML1 Isolated
Abbott Molecular MYC Breakapart Probe
B.

Karyotype (Cell line - Normal 46,XY)

D) BT [ |




Mutations/Variants of Unknown Significance (VUS) Supplementa ry Figure 1
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Supplementary Figure 2

>
FPD-1 Splice ¢.352-1 G>C
FPD-2 W279*
FPD-3 R166Q
FPD-4 K194N
FPD-5 Y189*
FPD-6 W279*
FPD-7 Deletion Ex1-5
FPD-8 Q335*
FPD-9 Splice ¢.352-1 G>T
FPD-10 R201*
FPD-11 p.Vall164CysfsX49
FPD-12 W279*
FPD-MM-13 K194N
FPD-MM-14 L56S
FPD-MM-15 Deletion 2 first six exons
FPD-MM-16 p.Vall164CysfsX49
FPD-MM-17 R166*
FPD-MM-18 Q335*
FPD-MM-19 R201*
FPD-MM-20 p.Vall164CysfsX49

FPD-MM-21 LOH; 2nd allele dominant clone S141L
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RNAPII Transcription
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Supplementary Figure 4

Relative Cell Population
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mRNA Expression of FPD-MM #17
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Supplementary Figure 5

Normal CD34+ HPCs
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Supplementary Figure 6
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