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Supplementary Figure 1. An overall workflow describing the process used to develop and validate the prognostic model to
predict prognostic outcomes.
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Supplementary Figure 2. Lasso regression analysis of IRGs with prognostic potential in the training cohort of UBC patients.
(A, B) Lassoregressionanalyses of DEIRGs usingthe OS model. The optimal values ofthe penaltyparameter A were determined by cross-
validation.
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Supplementary Figure 3. Violin plot demonstrating the TILCs associated with the risk model by TIMER. High- and low-risk
groups are represented by red and green violin, respectively.
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Supplementary Figure 4. Correlation heatmap showing the proportions of different TIICs clusters.
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Altered in 388 (93.95%) of 413 samples.
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Supplementary Figure 5. Landscape of mutation profile in TCGA-BLCA dataset.
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