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SUPPLEMENTARY FIGURES 
 

 

 
 

Supplementary Figure 1. FGFR3 expression among 53 types of normal tissues. 
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Supplementary Figure 2. FGFR3 mRNA expression across different cancer types. (A) FGFR3 mRNA expression across all TCGA 

tumor types. RNA-seqV2 RSEM and log10 transformed were applied for log-scale. (B) The association between mRNA expression and linear 
CNV of FGFR3 across different tumors. 
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Supplementary Figure 3. FGFR3 mRNA expression in different cancer types and pathological stages. (A) The mRNA expression of 

FGFR3 in ACC, DLBC, and SARC in TCGA project were compared with the corresponding normal tissues of the GTEx database according to 
GEPIA2. (B–F) FGFR3 mRNA expression levels were analyzed by the main pathological stages of ACC, BRCA, CESC, CHOL, COAD, DLBC, ESCA, 
HNSC, KIRP, LIHC, LUSC, OV, PAAD, READ, STAD, TGCT, THCA, and UCS based on GEPIA2. The log2 (TPM +1) was applied for log-scale. 
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Supplementary Figure 4. FGFR3 mutation distribution in different functional domains. (A) FGFR3 mutation distribution in 

different FGFR3 functional domains in all TCGA tumor types. (B) FGFR3 mutation distribution in different FGFR3 functional domains in BLCA. 
(C) FGFR3 mutation distribution in different FGFR3 functional domains in UCEC. 
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Supplementary Figure 5. The correlation between FGFR3 expression and recurrence-free survival (RFS) as exhibited in forest 
plot based on Kaplan-Meier plotter. 

 


