Supplementary Figure Legends：
Figure S1. Differentially expressed genes of TCGA-BLCA cohort. Heatmap (A), Volcano plot (B), Box plot (C) of 430 samples in TCGA-BLCA after normalization by DESeq2 package.
Figure S2. The LASSO regression. (A) LASSO coefficient profiles of 21 DEGs, (B) partial likelihood deviance versus log (λ). 
Figure S3. Forest plot of 10 genes in prognostic model.
Figure S4. Expression levels of genes in bladder tumor and normal bladder tissues.
Figure S5. Subgroup analysis of risk group in training dataset. (A) Age < 68 year; (B) Age ≥ 68 year; (C) Female; (D) Male; (E) Subtype of papillary; (F) Subtype of non-papillary; (G) High grade; (H) Stage i+ii; (I) Stage iii; (J) Stage iii+iv; (K) Stage iv; (L) Pathologic stage of T1+T2; (M) Pathologic stage of T3; (N) Pathologic stage of T3+T4; (O) Pathologic stage of T4; (P) Pathologic stage of M0; (Q) Pathologic stage of Mx; (R) Pathologic stage of N0; (S) Pathologic stage of N1+N2+N3.
Figure S6. Evaluating prognostic performance of gene-based model in validation group. (A)Time-dependent ROC curves shown the performance of risk score in predicting 1-, 3-, and 5-yuear OS of GSE13507 dataset. (B) Time-dependent ROC curves shown the performance of risk score in predicting 3- and 8-yuear OS of GSE31684 dataset. (C) Time-dependent ROC curves shown the performance of risk score in predicting 1-, 3-, 5-, and 8-yuear OS of platinum-based chemotherapy treated patients in TCGA-BLCA dataset. (D) Boxplot reveals the correlation between risk score and response to platinum-based chemotherapy in GSE13507 dataset. (E) Risk score curve and survival status of high- and low-risk groups in GSE13507. (F) FigureS14 Risk score curve and survival status of high- and low-risk groups in GSE14208.
Figure S7. Estimation of nomogram. Decision curves analysis (DCA) demonstrated the utility of nomogram in predicting 3-year (A) and 5-year (B) survival rate.


Supplementary Tables：
[bookmark: _Hlk104045091]Supplementary Table S1. Information of Gene Expression Omnibus (GEO) datasets.
Supplementary Table S2. Detailed information about differential expression of genes.
Supplementary Table S3. Results of univariate Cox regression for 122 co-DEGs.
Supplementary Table S4. Summary of antibody used in IHC stained and patient characteristics of each sample. 
Supplementary Table S5. Results of GSEA in BioCarta, KEGG, CGP, GO, and oncogenic signature gene sets.

