Supplementary Table Legends
Supplementary Table 1. Lactate-associated gene sets.
Supplementary Table 2. The 393 samples of BLCA were divided into 2 clusters by NMF method.
Supplementary Table 3. 1205 differential genes between cluster1 and cluster2 (| logFC | > 1, FDR < 0.05).
Supplementary Table 4. 162 prognostic-related LAG regulators were identified by univariate cox analysis (p<0.05).
Supplementary Table 5. All patients in TCGA cohort were divided into high LAG-score and low LAG-score groups based on median LAG-score.
Supplementary Table 6. All patients in GSE32894 cohort were divided into high LAG-score and low LAG-score groups based on median LAG-score of TCGA cohort.

