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Supplementary Figure S2
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Supplementary Figure S3

a

120+

Relative Cell Viability (%) Relative Cell Viability (%)

Relative Cell Viability (%)

H1975

o
o
1

B
o
1

0

-e- control
- L792F¢s

-3

2 -1 0 1 2
Cisplatin Log1o (uM)

H1975

120+

80+

40+

-e-control ®
= | 792F¢cis

1

T T T T T 1

01 2 3 4 5
Pacilitaxel Logio (nM)

H1975

150

100

50

0

-

-e-control
= | 792F¢is

-4

-2 0 2
Pemetrexed Log1o (M)

1

4

IC50 Cisplatin (1M)

IC50 Paclitaxel (nM)

10+
n.s.

84 I 1
64

44

24

control L792F¢s

150- n.s.
1004

504

0-

control L792F¢is

5-
— n.s.
= 4 1
o
(0]
® 31
@
5 21
o
o 14
o

04

control L792F¢s

d

f

PC-9
100~
&
2
E
g
= 50-
o
o
% -e-control
E - | 792F¢is
0 L) L] L] L] L] 1
4 -3 2 1 0 1 2
Cisplatin Log1o (uM)
PC-9
120+
9
2
é 80+
s :
©
O 40+
© -e- control L]
- = L792F¢s
©
x 0 T T T 1
4 -2 0 2
Pacilitaxel Log1o (M)
PC-9
150+
9
>
= 1004
Q
&
=
8 504 .
[}
2 -e-control
- = | 792F¢s
o O L L ) L}
3 4 -2 0 2

Pemetrexed Log1o (UM)

IC50 Paditaxel (uM)

IC50 Pemetrexed (M)

IC50 Cisplatin (M)
N

n.s

control L792F¢*

0- n.s.

control L792F¢s

4
n.s.
1
34
24

control L792F¢s



Supplementary Figure S4

a H1975 with osimertinib b PC-9 with osimertinib
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Supplementary Figure S5
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Supplementary Figure S6
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Supplementary Figure S7

MCL clusters -




