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Supplementary Figure 2

A GSEA of Hallmark gene sets comparing stroma to epithelium samples in the LCM discovery cohort.
Orange bars indicate gene sets significantly enriched in stroma, while blue bars indicate gene sets
significantly enriched in epithelium (adjusted p-value < 0.02). B GSEA of Hallmark gene sets
comparing stroma to epithelium samples in the LCM validation cohort. Orange bars indicate gene
sets significantly enriched in stroma, while blue bars indicate gene sets significantly enriched in
epithelium (adjusted p-value < 0.02). Gene sets are arranged in the same order as in the LCM
discovery cohort (Supplementary Figure 2A). C Heatmap of ssGSEA scores for the Hallmark gene
sets in the FACS validation cohort samples. Gene sets are arranged in same order as in the LCM
discovery cohort GSEA (Supplementary Figure 2A). D GSEA of KEGG pathway gene sets comparing
stroma to epithelium samples in the LCM discovery and validation cohorts. Gene sets with names
coloured orange were significantly enriched in stroma in the LCM discovery and LCM validation
cohorts and gene sets with names coloured blue were significantly enriched in epithelium in the LCM
discovery and LCM validation cohorts. Only the gene sets significantly and concordantly enriched in
stroma or epithelium in both the LCM discovery and LCM validation cohorts are shown (adjusted p-
value < 0.02). E Heatmap of ssGSEA scores for the KEGG pathway gene sets in the FACS validation
cohort samples. Only the gene sets significantly and concordantly enriched in stroma or epithelium in
both the LCM discovery and LCM validation cohorts are shown (adjusted p-value < 0.02). Gene sets
with names coloured orange were significantly enriched in stroma in the LCM discovery and LCM
validation cohorts and gene sets with names coloured blue were significantly enriched in epithelium
in the LCM discovery and LCM validation cohorts. Gene sets are arranged in the same order as in
the LCM discovery cohort GSEA result (Supplementary Figure 2D). F Heatmap of ssGSEA scores for
the Gene Ontology Biological Processes (GO BP) gene sets in the FACS validation cohort samples.
Only the gene sets significantly and concordantly enriched in stroma or epithelium in both the LCM
discovery and LCM validation cohorts are shown (adjusted p-value < 0.02) (Supplementary Table 1).
G-K GSEA of Hallmark gene sets comparing stroma to epithelium samples in the G breast cancer, H
triple negative breast cancer (TNBC), | pancreatic ductal adenocarcinoma (PDAC), J ovarian cancer
and K prostate cancer cohorts. Gene sets are arranged in in the same order as in the LCM discovery
cohort GSEA result (Supplementary Figure 2A).



