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Figure S5

FIGURE S5. (A) Bar graph showing median-normalized expression of the indicated cytokines in BLCA
tumors with high or low MCOLN1 expression. Data represent mean ±95% confidence intervals. 
**, P < 0.01, Mann-Whitney test. (B) Heatmap depicting fractions of the indicated immune cells in BLCA
tumors separated on the basis of MCOLN1 expression. Statistical tests used are described in Figure 5E.
Heatmap on the top depicts MCOLN1 expression.
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Figure S6

FIGURE S6. (A) Bar graph showing relative number of 5637 cells treated as
indicated at the bottom. Values shown were normalized to untreated cells. 
Circles represent independent biological repeats and the values shown 
represent mean ± SEM; ****, P < 0.0001, t-tests. Concentrations, 200 nM 
MCOLN1 siRNA and 10 μM ML-SI1. (B) Bar graph showing expression of the
indicated cytokines in 5637 cells treated as indicated at the bottom. Values 
shown were normalized to untreated cells. Circles represent independent 
biological repeats and the values shown represent mean ± SEM; *, P < 0.05, 
t-tests. (C) Bar graph showing cytokine expression in the indicated cell lines 
treated with DMSO or 10 μM MEKi. Values shown were normalized to untreated
HT1197 cells. Circles represent independent biological repeats and the values 
shown represent mean ± SEM; **, P < 0.01, ***, P < 0.001, t-tests with Bonferroni
correction in the case of samples that were subject to multiple pairwise comparisons. 
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