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Platelet degranulation (G0O:0002576 ) Complement and coagulation cascades (hsa04610)
mRNA splicing 4 Biosynthesis of antibiotics (hsa01130)
Gluconeogenesis (G0:0006094) Carbon metabolism (hsa01200)
Cell-cell adhesion (GO:0098609) Fatty acid degradation (hsa00071)+
Negative regulation of endopeptidase activity (GO:0010951) Spliceosome (hsa03040)
Platelet aggregation (G0O:0070527) Biosynthesis of amino acids (hsa01230)
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Gene expression (GO:0010467) Fatty acid metabolism (hsa01212)
Osteoblast differentiation (GO:0001649) Protein processing in endoplasmic reticulum (hsa04141)4
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Figure S2 — Functional annotation of the differentially expressed proteins identified in the MLN x MNT tissues' comparison. According to the functional classification of the PANTHER
system v. 13.1, based on the gene ontology (GO) terms: I. Protein class; 1. Molecular function; 111. Biological process. According to the functional enrichment analysis of the DAVID v.
6.8 database: IV. Top enriched biological processes (GO terms, p<0.05); V. Top enriched KEGG pathways (p<0.05). Predicted protein interactive networks of the differentially
expressed proteins identified in the MLN x MNT tissues' comparison (VI-VIII), according to the IPA analysis.



