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Supplementary Figure 4

A Scatterplot showing the correlation between ssGSEA scores for the full Hallmark MYC Targets
V2 gene set and the GeoMx MYC Targets V2 gene set in the FOCUS clinical trial cohort
(Spearman’s rho = 0.75, p < 2.2e-16). Samples coloured by CMS subtype (CMS1: n=62; CMS2:
n=155; CMS3: n=29; CMS4: n=66; UNK: n=44). B GSEA comparing PanCK- areas (stroma) to
PanCK+ areas (epithelium) for the Hallmark gene sets (GeoMx versions). Orange bars indicate
gene sets significantly enriched in PanCK- areas (stroma) (n=11) while blue bars indicate gene
sets significantly enriched in PanCK+ areas (epithelium) (n=8) (adjusted p-value < 0.02).



