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Figure S1 Volcano plot for SNX10 difference analysis.
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Figure S2 SNXI10 expression strongly correlates with poor prognostic risk scores, stratifies patients into distinct disease-free survival

groups, and outperforms clinical staging in predicting survival. (A) Association between SNX10 expression z-score and prognostic risk score
in bladder cancer. (B) SNX10 expression stratifies DFS in bladder cancer. (C) Diagnostic performance of the SNX10-based risk model.
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Figure S3 MYBL2-driven risk stratification quantitatively captures tumor aggressiveness, defines DFS divergence, and achieves temporal
prediction superiority over conventional staging systems. (A) MYBL2 expression quantitatively associates with aggressive risk stratification. (B)
MYBL2 expression dichotomy reveals divergent DFS outcomes. (C) Temporal superiority of the MYBL2-centric prognostic model.

© AME Publishing Company. https://dx.doi.org/10.21037/tau-2025-169



A P53 signaling pathway
Neurotrophin signaling pathway
Cell cycle

Insulin signaling pathway
Hepatocellular carcinoma

RNA transport

Chronic myeloid leukemia
AMPK signaling pathway
Colorectal cancer

Influenza A

FoxO signaling pathway

Description

Human papillomavirus infection
Longevity regulating pathway

Pancrealic cancer

Ribosome

Ubiquitin mediated proteolysis
Proteasome

Cellular senescence

EGFR tyrosine kinase inhibitor resistance

Protein processing in endoplasmic reticulum

°
{ ]
]
°
[ ]
°
L]
L]
[ ]
[
L]
L]
L]
.
L ]
{ ]
L]
001 002 003 004 005 006
GeneRatio

padj

0.00

Count

® 60
® o
@ 20
@ =

ubiquitin protein ligase activity
ublquitin-like protein ligase activity
chromatin binding

structural constituent of ribosome
telomeric DNA binding

cell adhesion molecule binding
ubiquitin-protein transferase activity
ublquitin-like protein transferase activity
protein C-terminus binding

cadherin binding

ficolin-1-rich granule

ribosome

cytosolic ribosome

cell-substrate junction

cell-substrate adherens junction
ficolin-1-ich granule lumen

focal adhesion

Description

complex, i Q...
chromosomal region
nuclear speck
response to unfolded protein
nuclear-transcribed MRANA catabolic process
regulation of mitotic cell cycle phase transition
regulation of MRNA metabolic process
viral transcription
proteasomal protein catabolic process
viral gene expression
proteasome-mediated ubiquitin-dependent protein catabolic .
mRNA catabolic process
RNA catabolic process

L ]
L]
( J
(J
[ )
[ ]
[ ]
]
L]
@
L ]
[ 4
[ J
L
L]
L]
[ J
®
L]
®
®
®
@
[
([ ]
@
L
0.01 0.02 0.03 0.04
GeneRatio

Count
® 50
@ 10
@ 150
@ 20
@ =0

padj

1.00
0.75
0.50
0.25
0.00

Figure S4 Functional annotation of SNX10 and associated genes. (A) KEGG pathway enrichment analysis and (B) GO term analysis of

SNX10-related genes.
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