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Figure S1. Statistically significant correlation between PD-L1 expression and the
overall survival of cancer patients identified based on the Kaplan-Meier plotter database

(A) and GEPIA (B).
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Figure S2. PD-L1 expression was correlated with the macrophage infiltration level in

some cancers based on TISIDB data (A). The associations between PD-L1 and

macrophage marker genes based on TIMER data (B).
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Figure S3. Average expression of PD-L1 in different cell types across human

datasets (heatmap) from the TISCH web portal.

1og(TPM/10+1)
2

cancer



A BCC_GSE123813_aPD1

30 N.S.

N.S. * ok
-
*
25 N Response
NS, . NR
20 NS N.S. - I None
NS, NS S. ——
N.S.
CD274 15 N.S
10 Kruskal-Wallis test
- N.S. 005<p<=1
*  0.01<p<=005
05 *x  0.001<p<=001
A *% % p<=0.001
w AMA AAA AAA 4 A AAA 1
£, Py
¢y Y B X % B B R R B, 2 % B %
Z O S %, % Sy %, 2 O, S, >, o
%, o %, % s, N S % K
v %, % Yo oy
$ ° O
B &
Melanocytes . (1)
Malignant ° [ BN ]
Myofibroblasts . [ ] . .
Fibroblasts ° ( 1
Endothelial @ o .
° Average Expression
Mast L] o [ ] 2
DC . o e o °eQ® - o 1
Mono/Macro L] ° Q0. o 0
Plasma ® 0o ¢ Percent Expressed
B [ ] . -0
.25
NK 1@ ©® ¢ LR L ° ® 50
75
Tprolit 1@ @@ © o s ec0 @O (]
cogTex{@ @@ o e - - o
cosT{@ @O o ° .
Teg{@® @@ 00 o o o °
coatcov @ @@ o o ° .
T E A P Y s T Tess T I T P — - — T Tz
O wao ®% Qe o oo 0z goc ) o = S33 s g
& e gz = ¢¢ © S 5 8 3 2 =3 & o d
mm T CD4T Treg CD8T CD8Tex Tproli NK B Plasma ﬂ:gg DC Mast Endo Fibro Epith Malig Melan
C CcD274
BCC_GSE123813 wm
S > 2 &
<& Q, «, \\ & \’O"' N
&h & & R (\ s & & ‘@9 2,é;
S <& <& & “\o}

Figure S4. PD-L1 gene expression in different cell types grouped by treatment response
based on the BCC-GSE123813 dataset (A). Marker gene expression according to cell
type (major lineage) (B). Distribution of PD-L1 expression across different cell types

in the form of violin plots (C).



