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Figure S2

a d
c - .
.%62 e Single Cells 3.29
°g | 97.1
x5
<E
Z 01+
% c
<3 |
< 5.26
0 .
Q'{\\ Q'{\\ QQ FSC-A FSCG-A ZTA
s@\yke\y\sﬁ\y\
& &
b C
S I
1 i L 02 2 2
- o 0.4 o o _RREE 5 @ g\ o
g g §5 O o S 23
o O o v}
% 9 oY g v a2 a
oS w > T S o S
U5 3 el £ T [Ze]
= e Y o Id (o] 8 [e)
2 £00 S E 0. SE S E
; : w o
3 3 T T
w i °g 3 —
T Y Q 0 T e} N N N
¢ & & & ‘2\ & o = ¢ & &
S o S g s o
& & & & & & & &
e f g h
. A DMSO (100nM) Pevonedistat (100nM) ox N
100 40 40
107 107 o =2
:; 75 10° Sl 106'% ;: 3
2 10 10%] 2 %
< 50 \ ; 220 520
L 10 1041 b =
25 3 | | o 2
10 ; 10:}, E E o/.
0 . 139 10° 2.43 20 ®0
GTEX-3YRE9 0 102 10° 10 10°10° o 102 100 10% 10°10 GTEx-3YRE9 GTEx-3YRE9
GTEx-3YRE9
100, **x g5 FEEE 45, Ns
9] =2
2 v 9]
=7 \ 230 930
© © Qo
= 50 s> o
< 15 215
7 = <
0.31 = N
0 ) ey Sy X0
GM12878 GM12878 GM12878 GM 12878
-O-DMso am > -O-Dmso
—O-Pevonedistat ~O-Pevonedistat
i ** FKe KK
»60 ©20
g k]
' MFI323 2 : MFI 408 3
1 MFI 1090 230 ] MFI 663 £10
=X 5 8. 5
X \ o % e
= > =20 = By

PDL1 > GTEx-3YRE9 POL1 > GM12878




Figure S3
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Figure S4
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Figure S5
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Figure S6
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Figure S7
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