Supplementary

Table S1 Primer sequences of reverse-transcriptase polymerase chain reaction

Gene Forward (5'-3") Reverse (3'-5")
ACTB GGCACCCAGCACAATGAAG CCGATCCACACGGAGTACTTG
GPR34 CGTGGGACTGGTTGGGAACATAATC GGAGGCAGAAGATGAGTAGGAGGTC
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Figure S1 The flow chart of our study.
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Figure S2 The clustering of TAM populations and dimensionality reduction. (A) Distribution of subpopulations after clustering of all cells;
(B) UMAP diagram of TAM marker gene expression; (C) Distribution of subpopulations after re-clustering of TAMs; (D) UMAP diagram

of marker expression in four TAM clusters. TAM, tumor-associated macrophage; UMAP, uniform manifold approximation and projection.

© AME Publishing Company. https://dx.doi.org/10.21037/tcr-24-1037



CD68 C1QA
s °
> >
83 3 4
[ = [ =
w w l
|||||||||||||||||||||||| 0- T T T T T T T T T T T T T T T T T T T T T T T T
ORNUD X504 30,00 TdX0 00 RPN SNAYD X504 0,00 FR 000 RPN
Identity Identity
APOC1 CD163
_ 61 _
[ o
> >
Q Q
- a3
5% 5
‘@ @ 2
0 0
0 2 o
i ]
L0 sl ———— [V s —————— J— J—
NN A S I TR I SN R JUTREIR >y ONY2 XD 042000 TR E RN R
Identity Identity
B
CD68 QA
34 T
> >
3 3] 3 45
[ = [ =
o g,
£ 14 3
w w
01 . n . ; 04 . . . .
Q N 9 %
Identity Identity
APOC1 CD163
_6' _4.
[ o
> >
Q Q
- _13‘
g4- L 1 g i l l
‘@ @ 21
0 0
0 2- [
o 0.1.
4 X
i ]
04 - - . - 0 - - - -
Q LY a4 %,

Identity Identity

Figure S3 Expression patterns of marker genes across clusters and TAM subpopulations. (A) The violin plot showed the different expression
of 4 marker genes in 24 clusters. (B) The violin plot showed four marker genes were highly expressed in 4 TAM subpopulations. TAM,
tumor-associated macrophage.
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