Supplementary materials

Supplemental file 1: Table S1. Patient information.
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Figure S1. Heatmap showing the scaled GSVA scores of BioCarta gene sets

enriched in mast cell subgroups.

As BioCarta gene sets contained 217 gene sets, the experimental results are divided into four parts

for presentation.
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Figure S2. Functional analysis of mast cell subgroups Mast-VEGFA | Mast-

LGALS3. Mast-TXNIP, Mast-Cycling by GO Gene Enrichment.
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Figure S3. Heatmap showing the scaled GSVA scores of KEGG gene sets enriched

in mast cell subgroups
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Figure S4. Mast-CCL2 affects Mononuclear Phagocytes through CSF signaling
(A) Mast cell subgroups interact with mononuclear phagocytes via CSF signaling pathway.
(B) Heatmap showing the importance of cell subgroups as senders, receivers, mediators and

influencers in CSF signaling pathway.



20 18 18 17 0 20 20 19 17 17 18 18 18 18 17 17 17 17 13 10 3
g N § ...
_g .
£ 8 o |
N A
] § '0.‘. .-
o 5 " .
o 2 .“-. {11
° F. 1l
E: O = o Teeadensrt?
S f = ————— -
"] T T T T T - T T T T T
-6 -5 -4 -3 -2 -6 -5 -4 -3 -2
Log Lambda Log(%)
B |
pvalue Hazard ratio |
ANXA1 <0.001 1.002(1.001-1.003) o
VIM <0.001  1.001(1.000-1.002) *
CAPG 0.003 1.002(1.001-1.004) o
TUBA1A <0.001 1.002(1.001-1.004) *
PRDX1 0.001 1.001(1.001-1.002) o
STXBPS <0.001 1.200(1.109-1.298) | o
|
NFKBID <0.001 0.734(0.624-0.862) H
PRDX8 0.003 1.004(1.001-1.008) ]
|
DAD1 <0.001 1.004(1.002-1.007) 6]
MYADM 0.004 1.008(1.002-1.013) 2]
EMP3 0.002 1.007(1.003-1.011) *
D2 0.005  0.987(0.978-0.096) o
SLC2A3 <0.001 1.019(1.010-1.029) F
ABRACL <0.001 0.985(0.978-0.993) B
CNIH1 0.003 1.050(1.017-1.085) F
CCDC88A 0.004 1.137(1.043-1.240) -
MRPS8 <0.001 0.925(0.885-0.968) o
|
BATF 0.004  0.984(0.974-0.095) B
TALDO1 <0.001 1.004(1.002-1.008) o
PDCL3 0002  0.956(0.020-0.083) *
KCNQ10T1 <0.001 2.163(1.393-3.350) I = i
|
T

I T T 1 T 1
00 05 10 15 20 25 30
Hazard ratio

Figure S5. To establish a feature gene Lasso model for predicting the survival
prognosis of patients with muscle invasive bladder cancer
(A) A Lasso coefficient path map of 21 prognostic characteristic genes of mast cell based on single

cell RNA sequencing data.

(B) Cross validation of Lasso regression Curve Forest map: Cox regression analysis of 21 mast cell

characteristic genes.



