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Figure S1. Quantitative distribution and functional analysis of mRNAs and proteins related to FGFRi response in cancer, related to Figure 3.
(A) Venn diagram illustrating the overlapping number of FGFRi response-associated mRNAs screened from the GDSC2 and PRISM databases. (B-C) The Upset plot presented the distribution of FGFRi response-related mRNAs (B) and proteins (C) across different cancer types. (D-E) GO (D) and Reactome (E) pathway enrichment analyses of FGFRi response-related mRNAs consistently identified by the GDSC2 and PRISM databases in specific cancer types. (F-G) GO (F) and Reactome (G) pathway enrichment results of FGFRi response-related proteins consistently identified by the GDSC2 and PRISM databases in specific cancer types.
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Figure S2. Analysis of pathways associated with FGFRi response, related to Figure 4.
(A) GSEA enrichment plot of the Adipogenesis pathway based on transcriptomic and proteomic profiles in the COAD cohort (GDSC2). (B) GSEA enrichment plot of the Apical Junction pathway from transcriptomic data in the BLCA cohort (GDSC2 and PRISM). (C) GSEA enrichment plot of the Estrogen Response Early pathway from specific omics data in the BRCA cohort. (D) Left: Correlation scatter plot of MLPH mRNA expression vs. AZD4547 AUC in the BRCA cohort (GDSC2). Right: Box plot of MLPH mRNA in FGFRi-sensitive vs. resistant groups (BRCA, PRISM).
(E) GSEA enrichment plot of the Myc Targets V1 pathway from specific omics data in the PAAD cohort. (F) GSEA enrichment plot of the Myc Targets V1 pathway from specific omics data in the GBM cohort. (G) Correlation scatter plots of specific gene mRNA expression vs. AZD4547 AUC values in the GBM cohort (GDSC2). (H) Box plot comparing specific gene mRNA levels in FGFRi-sensitive vs. resistant groups (GBM, PRISM).
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