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Supplementary Figure 2

Exome Sequencing Coverage
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Supplementary Figure 2 (continued)
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Supplementary Figure 2 (continued)

Ultra-deep error-corrected sequencing coverage
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Supplementary Figure 3

PPI-002

CNA by RMG
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Supplementary Figure 3 (continued)

PPI-006

CNA by RMG
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Supplementary Figure 3 (continued)
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Supplementary Figure 3 (continued)
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Supplementary Figure 3 (continued)
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Supplementary Figure 3 (continued)
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Supplementary Figure 3 (continued)
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Supplementary Figure 3 (continued)
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Supplementary Figure 3 (continued)

100

80

60

VAF (%)

40

20

Blast %’ L

Response
Cytogenetics

FISH

PPI-050

@)

Pre-Study

(ON©)

Cycle 1, Day 15

Cycle 2 End

Cycle 4 End

Cycle 6 End

<0

Cycle 8 End

Cycle 10 End

EOT Day 145

—o- ASXL1 (A1206E, chr20:31,024,132:A)
~©- DNMT3A (G796D, chr2:25,462,020:T)
-% DRD2 (V271L, chr11:113,284,062:A)
-©- GRID1 (N422D, chr10:87,489,341:C)
TP53 (V274D, chr17:7,577,117:T)

©® Normal
® Abnormal
Failed or Not Done

Log2 ratio (tumor vs normal)

CNA by RMG

L 4 & chr11:119,077,104-120,531,128

-~ ¢chr17:7,569,483-7,579,958

% chrb:71,411,515-82,816,467

~o- chr9:117,782,805-117,853,308

I 1 - chr9:123,715,016-123,752,053
X ~o- chr9:73,150,295-86,593,198

~©- ¢chr9:98,208,552-100,139,610

Pre-Study

Cycle 1, Day 15
Cycle 2 End
Cycle 4 End
Cycle 6 End
Cycle 8 End

Cycle 10 End
EOT Day 145

MDS Response: Stable Disease



eduncavage
Supplementary Figure 3 (continued)


Supplementary Figure 4
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Supplementary Figure 5
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Supplementary Figure 6
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Supplementary Figure 6 (continued)
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