
Supplementary Figure 3

A B C

Supplementary Figure 3

A Boxplots showing desmoplastic stroma percentage across Consensus Molecular Subtype 

(CMS) calls (CMS1: n=62; CMS2: n=155; CMS3: n=29; CMS4: n=66; UNK: n=44) within FOCUS 

clinical trial cohort (**** p < 0.0001, t test). B Scatterplot showing correlation between desmoplastic 

stroma percentage determined from H&E and Fibroblast score determined by MCP-counter within 

the FOCUS clinical trial cohort (Spearman’s rho  = 0.64, p < 2.2e-16) coloured by CMS calls 

(CMS1: n=62; CMS2: n=155; CMS3: n=29; CMS4: n=66; UNK: n=44). C GSEA of Hallmark gene 

sets comparing samples with above median desmoplastic stroma percentage to samples with 

below median desmoplastic stroma percentage. Orange bars indicate gene sets significantly 

enriched in samples with above median desmoplastic stroma percentage while blue bars indicate 

gene sets significantly enriched in samples with below median desmoplastic stroma percentage 

(adjusted p-value < 0.02). Only the gene sets significantly and concordantly enriched in stroma or 

epithelium in both the LCM discovery and LCM validation cohorts are shown and gene sets are 

arranged in same order as in the LCM discovery cohort (Supplementary Figure 2A). 


