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Supplementary Figure 1. Differential gene analysis across three datasets.

(A, B) Heatmap and volcano plot of differential genes in UTUC patient data with a
history of Aristolochic acid intake that we collected. (C, D) Heatmap and volcano plot
of differential genes in GSE47702. (E, F) Heatmap and volcano plot of differential
genes in GSE166912.
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Supplementary Figure 2. Differential gene analysis in TCGA-BLCA.

(A) KEGG enrichment analysis of differential genes in TCGA-BLCA. (B) Go
enrichment analysis of differential genes in TCGA-BLCA. (C, D) Immune infiltration
analysis of differential genes in TCGA-BLCA. (E) Masson staining of UTUC and BC.
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Supplementary Figure 3. Enrichment analysis and immune infiltration of BLCA
differential genes.

(A) Heatmap and volcano plot of differential genes in UTUC patient data with a history
of Aristolochic acid intake that we collected. (C, D) Heatmap and volcano plot of
differential genes in GSE47702. (E, F) Heatmap and volcano plot of differential genes
in GSE166912 (p <0.01 as **).
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Supplementary Figure 4. Supplementary figures for correlation analysis.

(A) PPI network of UTUC-specific genes. (B, C) Correlation analysis of UTUC-
specific genes in the proteoglycan pathway and cell adhesion pathway with ECM
pathway in GSE47702. (D) Complete KEGG proteoglycan pathway and cell adhesion
pathway PPI network. (E) Complete proteoglycan pathway and ECM pathway PPI
network.
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Supplementary Figure 5. Pan-cancer analysis of UTUC-specific differential genes.
(A) Pan-cancer analysis of SDCI1. (B) Pan-cancer analysis of LUM. (C) Pan-cancer
analysis of VEGFA. (D) Pan-cancer analysis of WNT7B. (E) Pan-cancer analysis of
TIMP3 (p > 0.05 as ns, p <0.05 as *, p <0.01 as **, p <0.001 as ***, p <0.0001 as
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Supplementary Figure 6. Screening of urothelial carcinoma cell lines.
(A) Cell line screening from the CCL database.



