
 

 

Sup Fig 1: Protein network of transurethral resection samples from EPIC muscle-invasive 

bladder carcinoma patients built using probabilistic graphical models. Each color represents a 

functional node defined by Louvain community algorithm. Functions of each node determined 

by gene ontology analyses can be found at Sup Table 1. 
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Sup Fig 2: Differential functional node activities in EPIC-MIBC TURBT samples according to 

Layer1 groups. 
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Sup Fig 3: Expression of luminal and basal biomarkers in Layer1 groups in EPIC-MIBC TURBT 

samples. ns p> 0.05; * p ≤ 0.05; ** p ≤ 0.01; *** p ≤ 0.001; **** p ≤ 0.0001. 



 

Sup Fig 4: Distribution of MIBC consensus molecular subtypes in Layer1 groups of EPIC-MIBC 

TURBT samples.  
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Sup Fig 5: Distribution of Layer1 and Layer2 classifications. 







 

Sup Fig 6: Differential functional node activities in EPIC-MIBC TURBT samples according to 

Layer3 groups. 
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Sup Figure 7: Expression of luminal and basal biomarkers in Layer3 groups in EPIC-MIBC TURBT 

samples. 
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Sup Fig 8: Disease-free survival in each Layer classification. 

 

Sup Fig 9: Differential functional node activities according to response to NACT in samples 

from Layer3.1 group, which includes Luminal tumors. 
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Sup Fig 10: Differential functional node activities in BLA-TCGA cohort according to Layer1 

groups. 

being more frequent in Layer1.1 and Layer3.1 (Fig 6). 



P value 0.0072 P value < 0.0001

P value < 0.0001 P value < 0.0001 P value < 0.0001

P value < 0.0001 P value < 0.0001 P value 0.2735

P value < 0.0001

 

P value < 0.0001 P value < 0.0001P value < 0.0001

 

Sup Fig 11: Differential functional node activities in BLA-TCGA cohort according to Layer3 

groups. 

 

 

 

 


