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Supplementary information includes three supplementary tables (provided as separate excel files) and one supplementary figure.
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Supplementary Figure 1. Pathway enrichment analysis confirms the biological features of PAAS-RMS in the Davicioni datasets. A-B. Bubble plots illustrate the top-30 negative (left panels) and top-30 positive (right panels) enriched gene sets identified by GSEA in the NE-LINhigh/MClow vs NE-LINlow/MChigh + NE-LINlow/MClow comparison, ranked according to their normalized enrichment score (NES); only significantly enriched pathways are shown. C. Selected myogenesis-related gene sets significantly enriched in the NE-LINhigh/MClow cluster. The table reports NES and adjusted P value for each gene set.
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