Legend to Supplementary Figure 1
Immune single-cell transcriptomic map of regenerating murine skeletal muscle that we have already published (17,20,24) demonstrating the expression of various genes investigated in this study. A Workflow used for the isolation and analysis of single-cell RNAseq datasets from CD45+ cells isolated at day 4 following cardiotoxin-induced injury (17). B Upper left panel: unsupervised clustering and t-SNE representation of CD45+ myeloid cells isolated from day 4 post CTX injury (colored by 12 clusters defined using cluster resolution 0.4; dotted line indicates the four macrophage clusters 1-4; 1: Resolution-related, 2: Growth Factor-Expressing, 3: Pro-inflammatory, 4: Antigen-presenting macrophages). The rest of the panels indicate Adora 3, Adora 2a, Adora 2b and C Mrc1/CD206+, Il10, Il1b, Nr4a1/Nur77, and Gdf3 mRNA expression in the single-cell dataset. Please, note co-expression of the Adora 2a and 2b gene in the Ly6Chigh pro-inflammatory and in the Nur77-expressing antigen presenting or GDF3-expressing macrophage subsets (Adora 2b expression being dominant), while expression of Adora 3 in the resolution-related, Nur77-expressing subset. Il1b-expressing cells overlap with the Nur77-expressing cells, while the majority of Il10-expressing cells are CD206+ (20).
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