Supplement Figure 1

Unstained
CRISPR Library aCD3 + aCD28
CRISPR Library aCD3 + aCD28 + PD-L1
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Supplement Figure 2

* %,
: %,
X %,
fﬂ\& »9
6,
%
T T T T T 1 0\9@
e @ @ I & 9 %
- o o o © o .\09?
uoissasdxa 9@D J0 uolHqIyu| ®
H %
%,
H 2,
£y
X %,
ov%\& %
5,
<%
%
T T T T T 1 %,
Y ) © < ~ ) %
- =3 =3 o = =3 Awn.
uoissasdxa 9@D J0 uollqIyu| %
-]

*
Q\e\&‘\
&
10ng/ml SEE

*k
IS
S
A\
1ng/ml
SEE

uollanas
-1 40 UORIGIYU] JUBIBJ



Supplement Figure 3
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Supplement Figure 4

Patients treated with ICI antibodies
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Supplement Figure 5

T cells datasets Non T cells datasets
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Supplement Figure 6
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Supplement Figure 7
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Supplement Figure 8
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Supplement Figure 9
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