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Figure S1. Functional evaluation of the protein profile characterized from equine mesenchymal stem/stromal cells. A)
Biological Processes, B) Cellular Components and C) Molecular Functions enriched by considering protein secreted by
equine mesenchymal stem/stromal cells. Fold enrichment was calculated by DAVID db (p<0.01).
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Figure S2. Equus caballus protein-protein interaction (PPI) network reconstruction. A) Homology between Eguus
caballus and Homo sapiens protein sequences. B) Distribution of the global STRING score, C) experiments STRING score
and D) database STRING score found for the protein-protein interactions used to reconstruct the Equus caballus PPI
network.



