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Supplemental Figure 5: Secretome-receptome analysis of cellular communications between IGF1, WNT5A and FGF10 ligands from SCMF and receptors from SCMF, 
AT2 and AT1 as calculated on different data sources: bulk RNAseq data (A), scRNAseq data from Negretti et al., 2021 (B) and scRNAseq data from Zepp et al., 2021 (C).
Receptors are rendered as magenta for those from SCMF, yellow for AT2 and cyan for AT1, and are arranged on their abundance within each cell type with high on top/left and low 
on bottom/right. Ligands are connected to the receptors (labelled in black) predicted to be restrictive and decisive for the function of the respective signaling while other receptors 
(labelled in gray) are ignored at this time because of: 1. their lower abundance – only the top 150 highly expressed receptors from each cell type are considered; 2. less binding 
affinity – i.e. IGF1R vs INSR; 3. broad expression – i.e. LRP5 and FZD proteins are ubiquitously expressed across all cell types studied here; 4. known gene spatial expression – i.e. 
Fgfr2 is specifically expressed in alveolar epithelium. See Supplemental Table for the full list of these signaling genes selected for each cell type and from each dataset.


