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Supplementary Figure 1. Construction of the 8-IRIncRNA classifier for predicting prognosis in BLCA (A) Patients with BLCA were sorted by
increasing risk score in the validating set. (B) Living status of BLCA patients in the validating set. (C) Heatmap of eight IRIncRNAs expression
profiles of different risk groups in the validating set.
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Supplementary Figure 2. Summary of mutation profiling in BLCA samples. (A-C) Statistical calculation of mutation types based on
different categories, where missense mutation occupies the most component, SNP exhibited more frequent than the deletion or insertion,
and C > T was the most common class of single nucleotide variation (SNV). (D, E) Summary of variant number and classification in specific

samples. (F) The top 10 mutated genes in BLCA.
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