SUPPLEMENTAL DATA 1: Differential TF footprint scores at subtype-enriched and subtype-
depleted DAS, related to Figure 5. Differential footprint score between subtype and non-subtype
samples. Differential footprint score between merged B-ALL subtype and merged B-ALL non-subtype
patient samples is provided on the x-axis and TF footprint significance is provided on the y-axis. Higher
differential footprint scores indicate higher binding in the merged subtype group compared to all other
merged non-subtype samples. TPM transcript abundance of associated TF transcript for merged

subtype groups are shown as both color and size of points. Data is shown for enriched (top) and

depleted (bottom) DAS specific to each subtype.

BCR-ABL1-enriched DAS

100- FOS~_JUNB._ FOSL1 ,FOSL1:JUND ~FOSL1::JUND
FOSL1:JUN JUND
NFIC(var.2) \ FOSL2:JUND
JUND ATF::JUN ™ JUNB
7 i
5 FOSLY” FO$:UU BATF::JUN
BACH2-:FOS::JUN’ [JUN(var.2)
= " NFE2 TPM_Mean_log
K FOSL2:JUN f )
o ® GMEB2 ® 25
S 50 TEF ® so
Q
o N 75
£I> Cux2 10.0
25+
O.
0.0 0.3 0.6 0.9 1.2
Differential Footprint Score
BCR-ABL1-depleted DAS
» ZNF24
ELF3 NR4A1
60+
TEAPaar2). P53y NR3C1 .H/OXCS
ZNRyas O N 1H4./ONECU}NKX3—1
— GATAT:TALT HOXC3 /DLXG SMAD3
(>U 404 oLiG3 Eh &N 02./CUX1 » TPM_Mean_log
a PDX1 ovoLz ° >
o NKX6-2-70LI o
> SMADS | x5 ~HOXAT
S VSX1 I \ 6
I ONECGUT LHye &—=TuUxz —E2F3 S2F3
] DRGX ‘MYBL2
20 ENZ \ HINFP
PRRX1/ E2F2 [ ]
X
E2F4
ZBED1
»
Teors
0.
0.0 0.3 0.6 0.9

Differential Footprint Score



DUX4-enriched DAS
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DUX4-depleted DAS
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ETV6-RUNX1-enriched DAS
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ETV6-RUNX1-depleted DAS

ZNF135
o zest
SNAI2  PITX2

/ TCF4/  sNAIt

’SNAI:}
__£ > YY1
ZEB1 5 AR e

e BARX2
NRSAT<_ o7xo /
MX1B __VAX1 ~VAX2

N
TRy A6 “HOXD3

7
HO!
HOXB6=% | \\ 1A \ %\
HOXB2 7 LH
EVX
Yy,
HOXC8
GSX2 /i/lvm
/" E2F2

MYBL2 HOXA1 ‘HOXB5

EMX2

0.0 0.1 0.2 0.3
Differential Footprint Score

TPM_Mean_log

TPM_Mean

25
5.0
75

® o &~ N

_log



801

20+

601

—log10(PVal)

201

Hyperdiploid—enriched DAS
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Hyperdiploid—depleted DAS
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KMT2A-enriched DAS

150 JUND~—FEOSL2::JUN~_FOS::JUND~_FOSL2:JUN  RUNX1
RUNX2
FOSL2::JUNB 5 OSUN ®
PBX2
FOSL2::JUND RUNX3
FOSL2::JUND FOSL1::JUN
FOSL1::JUNB MEIS1(yar.2)
100+
c:U\ 1S2(var.2)
>
o UN MCDX1
S
> HoxD12!  HOXD11 \ HOXG11
o
T HOXA9
50+
0.
0.0 0.2 0.4 0.6
Differential Footprint Score
KMT2A-depleted DAS
PHOXZB o NR2F1
NR2C1
HOXB13 ESRRA ONECUT1
oN UTsl ONECUT2
NR5A1
757 RARA:RXRG HKR\.
- «—ONECUT1
POU4F1 RXRG ’\’fﬁ NR1D1
- ESRRA HOXB6_® ESRE/LOM—SRF
<>‘5 LMX1A—0 —
& 507 NR4A1 ZBTB7%
S
ko) MEIS1(var.2)
o
] PAX7"N ZBED1
N
25 E2F3'  Eppa’/ "HOXA1
O.

0.0 0.1 0.2 0.3
Differential Footprint Score

TPM_Mean_log
® 25
® so

75

TPM_Mean_log
® 2
[ )

6



—log10(PVal)

—log10(PVal)

Low hypodiploid-enriched DAS
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PAX5-enriched DAS
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Ph_like—enriched DAS
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Ph_like—depleted DAS
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TCF3-PBX1-enriched DAS
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ZNF384-enriched DAS
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ZNF384-depleted DAS
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