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Supplementary Figure 2

SA SB
[ Pdgfrb
oo locus
ns - - ACRISPR
% 804 Pdgfrb genomic guide 1~ PAM M
g I = oo 5’ GGCCAGTTGTTGCTGTCCGTGTTATGGCTCCTG 3’ N @
| = X 60 [11] HRRRRRRR Sb"’&&"&b"’b@“
| = @ — 3’ CCGGTCAACAACGACAGGCACAATACCGAGGAC 5’ kDa &7 &> @ Q
x 2
<§F ? 40+ . -‘_ - T Pdgfrb genomic guide 2 PAM 190 Izl PDGFRB
o > 2 efe 5/ CGGGGGCCTAGTCATCACGCCCCCTGGGCCAGA 3/
Z| el X 20 - 111 L 37EGAPDH
3 ‘*g, 3’ GCCCCCGGATCAGTAGTGCGGGGGACCCGGTCT 5
2 0 e — — Pdgfrb genomic guide 3 Iﬂ
3 é@ &@ 5/ TGCTCGGGCTCAGCTCCGGTGATGTGGGAACAG 3/
¥ R 111 [T
%\’\\Q SvQ 3’ ACGAGCCCGAGTCGAGGCCACTACACCCTTGTC 5
SC SD SE
ns
ns 10- p=002
100 S 300 —
o 8-
° S e
S8 g E
&3 E 6- 5 2004 |
T8 o £
E = 50 T ' > 4 o
a8 : g = 100
E . £, .
26
0 T T T T 1 0 T T T 1 0 L—7F—==—
0 10 20 30 40 50 0 10 20 30 40 &{0 O
Time in days Days \\Qb ng
\*4
— ffl Pgfrb (n = 8) — ffl Pgfrb (n = 8) A
— A/A Pdgfrb (n = 8) — A/A Pdgfrb (n = 8)
SF SG Seal
chri 10kb cale \ hg19
300+ . IL-19 1_
T = IL-10
> ALK+vs. CD3+ g
£ 200
c
il
© 1~
g 100
S ALK+vs. ALK- 0
S [
0- =T T
1 2 3 1 2 3 1

fl/fl Pdgfrb A/A Pdgfrb

ALK-vs.CD3+ ¢

IL-10  wmbeccfecfeh

HL-60
Jurkat
K562
T-47D
H1-hESC



Supplementary Figure 3

SA

’

wild Type 5’ 3
LETEEELTTEE LT ] ]

3 CAAGCCCCCTGCAAGTGGCTGTGAGGA 5

-~ -
-~ -

K210R

NPM-ALK locus i
Wild Type 5’ 3
CECETPTELPLELET T ]
D309A  3' AGGAAAACCACTTCATCCACCGAGCCA 5
SB
NPM-ALK PDGFRB
& o RIS
Q O Q o &
FECF o S ES
dant 190 e - <« PDGFRB
NPM-ALK p g s | é
pTyr-100 pTyr-100
SD
PDGFRB
» &
R & K p=0.03
ka & O & P 15+ .
190[  @eti_| PDGFRS p=003
oE -
o[ — | psTATS £y 107 -
b e
©3
'_
90 [~ | STATS 22 s
%{6
37 ’\._——— ‘ GAPDH o
00l oo e
R
L E

PDGFRB

Wild Type  5* 3
CETTELD T LTI
K634A 3’ TGGCCGTCGCGATGCTTAAATCCACAG 5-
PDGFRB locus e
Wild Type 5 37
PELTEL## LT
D826A 3+ ACAGAGCGCTGGCGGCTAGGAACGTGC 5
SC
NPM-ALK
& o
Q AR _
wa & L@ P 1 p=003
5-
80 ’ - ‘ PNPM-ALK p =003
80 | e | NPMALK  2E 0] _
So —a—
b E
37 ’ JE— ‘ GAPDH E
== 054
80 | - W pPSTAT3 23
80 ’—-——-— ‘ STAT3 00d=sa  eom_
Q&
NPM-ALK
SE
PDGFRB STATS
g
<
Q.
ER RS
x =
| . P
2 &
=
o
pzd
il
o| ®
Q.
<
P




Supplementary Figure 4
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Suplementary Figure 5
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Supplementary Figure 6
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