Supplementary Fig. S10: Differential expression of genes and pathways between distinct LME

phenotypes
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Supplementary Fig. S10: Differential expression of genes and pathways between
distinct LME phenotypes. A) Volcano plot depicting differential pathway scores based
on ssGSEA analysis between groups with high and low proportion of T cells (inflamed
and non-inflamed) in the Reddy et al. cohort. B) Volcano plot depicting differential
pathway scores based on ssGSEA analysis between the T cell high/macrophage low
and T cell high/macrophage high groups in the Reddy et al cohort. C) Kaplan-Meier
(log-rank test) survival plot depicts PFS in the high and low/intermediate expression
groups of the T cell high/macrophage low gene expression profile in the Chapuy et al.

cohort.
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