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Figure S1. Flowchart representing the number of subjects recruited at the beginning of
the study and the number of cases removed at each steps of the work.
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Figure S2. Map of the GSEA on DEGs in the comparison between non-ePM and eMP.
Pathways are indicated with brown dots. Genes are colored based on their fold change
as indicated in the legend. Edges connect genes to the pathway they belong to.



