Figure S1. Single-cell data quality control, cluster characteristics, and cell talk between clusters. (A) Single-cell data quality
control. (B) Identification of highly variable genes. (C) Top four marker genes expressed in each cluster. (D) Activation of
TNF, BMP, and WNT pathways among cells in the sub-clusters. (E) High RRM2 expression in gastric cancer is associated with
increased infiltration of CD8" T cells, CD8" naive T cells, cytotoxic lymphocytes, and cytotoxic cells. RRM2, ribonucleotide

reductase regulatory subunit M2.

A nFeature_RNA nCount_RNA percent.mt 0.09 B 40 o
1 600001 - : 201 o
. Identity
-GSM5004180_PT1
b g -GSMS5004181_PT2 30,
o E +GSM5004182_PT3 @
o &1 ‘GSM5004183 NT1 &
5 o I « Non-variable count: 23190
2 g 5 “Variable count: 2000
K > 20
c 3
N
k<
©
°
- N ™ - N O - N ™ % 10
- EEE EE EE EE EE ol
D_l D_I D_‘ ZI D_‘ D_‘ D-J ZI E_I D_I ﬂ_‘ Z| 0 (2]
godg CRR R R R ° g8 8 g8 8 8
3333 3333 3333 8 8 8 8 8
o O O O o O O O o O O O w o w o el
2252 S2= 2 S2= 2 nCountRNA 16-03 = Tei01
[_| -+
5888 5888 5888 Average expression
Identity Identity Identity
1 [ Y X33
10 @0 0o Average expression
9 o0 @0 o o » 2
8 ® o o o 1
74 - . . ® 0 o o
> 0
% 6 [ X N N -
g5 e o Percent expressed
4 [ X N IK) -0
3 ® 0 o o ¢ 25
® 50
2 ®o ® 75
1 @0 o @ 100
0O1@e o -
WINITOPNNYNT - O -~ <O - LOTACTVNANRDeNZONCTNSODOS - O®c NN O W(@
1 X = > o m X - = = - z o c
BN 208G cRRac o008 853020882533 0 PR 800852588
[CRENG] SukE=z29 3 Q [CRCRCRCR g g Er 7]
Eoon.a,)_nn_ﬁm é‘“E% LL§ [= 8 S« ZE §E<UH— o
[ I T
D Features
=N TNF 4 BMP2 4 WNT42
w
E < @ BMP4 3 FZD33
'y
5l 1 11 NS R T R
m £s BVPR1A 3 FZD53 o
z I .
A = | A o2
<4 ACVR2A 4 FZD63 &5
Ca
£ @ 4 [ T NN SR I AN W O NN - -
2 &4 ACVR2B 3 LRP53
: : 1 A
£ ¢ Lo A 44 | | & |
g BMPR2 3 LRP64
i__ . 1 | 1 'S b4l s | =
co C1 Cc2 C3 C4 c5 co c1 c2 C3 C4 OCs5 Cco C1 c2 C3 C4 C5 co c1 c2 Cc3 C4 C5
i
g 9 w
® M X =
o 2 ! e' 5
E = - = o o g ] ] a
z o o b i £ £ o » 2 _
3 g g ¢ g ¢ & § a3 2 = - = Xp>005
§ o & § & 2 & 3z & & 3 ¢ = 8 g &
s § 6 @ o 3 8§ £ £ 3§ § £ & ¥ & S 2 Wr<=005
F o 2‘ &) 5} S X g 8 5 £ S S ] E E £
+ + + + + + + + + + + + + € @ E =
© © © © © © @© © © © © @© @© £ 3 1 ° w w
8§ 8 88 68 888 888 G5 868 8 -8 g & & ¢
- 2 2 2 2 Z 2 =z 2 =z 22 =z 22 =B 5 98 3 F H Partial_Cor
] @ ] ] @ @ @ @ @ D [ @ ] @© @ <] s - ©
3 3 3 3 3 3 3 8 8 S S S S o a S < = a ™ 1
- - - - - - - - [ - - - — o o [¢) ] o o
0

STAD (n = 412)

N



Figure S2. Quality control of GEO and TCGA datasets, and GO/KEGG analyses. (A) Batch effects were removed from the
GSE66229 dataset. (B) Differentially expressed genes associated with prognosis in the GSE66229 dataset. (C) Batch effects
were removed from the GSE84433 dataset. (D) Differentially expressed genes associated with prognosis in the GSE84433
dataset. (E) Comparison of TIDE immunological scores between patients with high and low RRM2 expression in the GSE66229
and GSE84433 datasets. (F) Differentially expressed genes associated with prognosis in the TCGA dataset. (G and H) GO
analysis revealed RRM2-related cellular components, biological processes, and molecular functions in the GEO gastric cancer
dataset. (I) KEGG and GO analysis revealed RRM2-related pathways and functions in TCGA gastric cancer dataset. GEO,
Gene Expression Omnibus TCGA, The Cancer Genome Atlas; GO, Gene Ontology; KEGG, Kyoto Encyclopedia of Genes and
Genomes; RRM2, ribonucleotide reductase regulatory subunit M2; TIDE, Tumor Immune Dysfunction and Exclusion.
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