Assessment of Luminal and Basal Phenotypes in Bladder Cancer
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Supplementary Figures
Supplementary Fig. 1. Dysregulation of the EMT network in the MDACC fresh frozen bladder cancer cohort (n=132). a Expression pattern of representative genes in the EMT regulatory network. b EMT scores in molecular subtypes of bladder cancer. c Box plot of EMT scores in molecular subtypes of bladder cancer. d Box plot analyses of expression levels of a signature transcription factor (ZEB2) and adhesion molecules (CDH1 and CLDN1) involved in EMT. Panel a was generated using the R package ComplexHeatmap (version 1.14.0) panels b-d were generated using the R package ggplot2 (version 3.2.1).
Supplementary Fig. 2. Immune signature in the MDACC fresh frozen bladder cancer cohort (n=132). a Expression pattern of immune cell infiltrate in molecular subtypes of bladder cancer. Top to bottom: B cell, T cell, CD8, MacTH1, and dendritic cell expression clusters. Boxed areas identify samples with enrichment of immune cell infiltrate. b Box plot of immune scores calculated using the expression profile shown in a in molecular subtypes of bladder cancer. c Heat map of CIBERSORT scores for 22 immune cell types in molecular subtypes of bladder cancer. d Proportion of cases with significant CIBERSORT score in molecular subtypes of bladder cancer. e Expression of immune checkpoint genes in molecular subtypes of bladder cancer. f Box plot of immune checkpoint scores calculated using the gene expression profile in e. g Box plot of mRNA PD-L1 expression levels in molecular subtypes of bladder cancer. Panels a, c, and e were generated using the R package ComplexHeatmap (version 1.14.0). Panels b, d, f, and g were generated using the R package ggplot2 (version 3.2.1).

Supplementary Fig. 3. Dysregulation of the EMT network in the MDACC FFPE bladder cancer cohort (n=89). a Expression pattern of representative genes in the EMT regulatory network. b EMT scores in molecular subtypes of bladder cancer. c Box plot of EMT scores in molecular subtypes of bladder cancer. d Box plot analyses of expression levels of a signature transcription factor (ZEB2) and adhesion molecules (CDH1 and CLDN1) involved in EMT. Panel a was generated using the R package ComplexHeatmap (version 1.14.0). Panels b-d were generated using the R package ggplot2 (version 3.2.1).
Supplementary Fig. 4. Immune signature in the MDACC FFPE bladder cancer cohort (n=89). A Expression pattern of immune cell infiltrate in molecular subtypes of bladder cancer. Top to bottom: B cell, T cell, CD8, MacTH1, and dendritic cell expression clusters. Boxed areas identify samples with enrichment of immune cell infiltrate. b Box plot of immune scores calculated using the expression profile shown in A in molecular subtypes of bladder cancer. c Heat map of CIBERSORT scores for 22 immune cell types in molecular subtypes of bladder cancer. d Proportion of cases with significant CIBERSORT score in molecular subtypes of bladder cancer. e Expression of immune checkpoint genes in molecular subtypes of bladder cancer. f Box plot of immune checkpoint scores calculated using the gene expression profile in e. g Box plot of mRNA PD-L1 expression levels in molecular subtypes of bladder cancer. Panels a, c, and e were generated using the R package ComplexHeatmap (version 1.14.0). Panels b, d, f, and g were generated using the R package ggplot2 (version 3.2.1).
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