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Figure S1. Diagram of analysis.
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Figure S2. The expression levels (standardized z-scores) of serological cytokines
in the discovery cohort.
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Figure S3.

Figure S3. The expression levels of serological signatures (Th1, Th2, Th17 and
Th9/Th17/Th22/Treg cytokines) in the discovery cohort.
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Figure S4. Survival analysis of cytokine signatures in the discovery cohort.
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Figure S5

Figure S5. Higher signature levels correlated with increased response rate
in the discovery cohort. A,B. Response rates (CR/PR) in higher versus lower
checkpoint signature (A) or trafficking of T-cells signature (B). Median value of
each signature was used as the cut point.



value

IFN.gamma IL.12p70 IL13 IL.1beta L2 IL4 LS L&
=055 p=0073 p=0073 p=085 b =00081 p=025  se p=025 . p=087
44 - v
. .o
.e K il ] '
29 [
.2 1 =1
o . 2. - O e Y “he
24 -
TNF.alpha GM.CSF IL.18 IL10 ILA7A 21 22 IL.23
p=059 p=D0.055 p=075 p=0.12 p=025 . p=035 p=048 p=025 -
44 Y - . -
.o +
il .
B | 3 3 3T
" . o - L .
= ___-ggji_—_}ﬂ:'zﬁ || — — || — || e || — —
= el
24
.27 IL31 IL.15 IL.1alpha IL.1RA L7 Eotaxin GRO.alpha
p=083 p=025 - p=028 p=0.25 o p=0.16 p=0.21 p=073 p=082
4 . -
. -
21 . *|- N .
. . =5 . .
07 oty ——— ——— -— o ——— - $
. ‘. T
-4
ILB IP.10 MCP.1 MIP.1alpha MIP.1beta SDF.1alpha RANTES NGFbeta
p=025 = p=035 p=037 p=087 p=034 p=016 p=01 p=073
44 se
. . ? 1 ..
27 - o e
. . hP Y . . A .
%, "l - M g e
-
-4 e
BDNF EGF FGF2 HGF LIF PDGFEB PIGFA SCF
p=022 p=04 p=035 p=063 p=078 p=0.15 le p=037 p=017
* .
44
"
24 * . ul - . J
. . . N
. . . s 1
$ .e # o 3 N .
04 ———— e *
= O K 3 - Te
o . h . .
VEGFA VEGFD BTLA GITR HVEM 1DO LAG.3 PD1
p=018 p=0.082 p=0000683 , p=0013 p=0043 p=0011 ,, p=07 p=0.053
44 o - - .
. /! hi
24 e U
0 "y . .
01 @ . P s — — S EIE == =N
5 . A g
24
PD.L1 PD.L2 TIM.3 €D28 €D80 cD137 cD27 €D152
p = 0.0026 p=0.031 p=0.043 p=00012 p=0016 .. p=0.16 p=041 p=0.0024
44 .o
.
-
24 »
o 3 R . ..
[T} .o
yE— .
.
d = .
24 - .
no_responseResponse no_response Response no_responseResponse  no_responseResp: ne, p Response  no_resp P no_l Resp: no_respi p

Figure S6.

Figure S6. The expression levels (standardized z-scores) of serological cytokines
in the validation cohort.
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Figure S7

Figure S7. Classification and exploration of cytokine clusters in the validation

cohort.
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Figure S8. Functional characterization of cytokine signatures in the validation

cohort.
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