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Supplementary figure 1: (a) Expression of selected differentially expressed genes (DEGs) for ECM gel

treatment with respect to PBS controls genes are presented as log ratio (log2FC). (b) Expression of selected
shared genes (apoptosis process) between ECM gel treatment and PBS controls with respect to uninjured
controls are presented as log ratio (log2FC). (c) Selected shared differentially expressed proteins (mitochondrial
oxidative metabolism, apoptosis process) for ECM gel treatment with respect to PBS controls genes (3DPI and

14 DPI) are presented as log ratio (log2FC).



a . No Repair (Transcript) b . No Repair (Proteome)

Apelin Adipocyte Signaling s Serine and Glycine Biosynthesis |
GP6 Signaling wmm Clathrin-mediated Endocytosis m—————
» Complement System m—m » RHOA Signaling m—
z RhoGDI Signaling s s Remodeling of EAJs m—
E Hepatic Stellate Cell Activation m— .E Agranulocyte Diapedesis I —
& White Adipose Tissue Browning s & FXR/RXR Activation m——
g- elF4 and p70S6K Signaling m— g- Signaling by Rho Family GTPases m—
b mTOR Signaling m— L Actin Cytoskeleton Signaling
Coronavirus Pathogenesis m— RHOGDI Signaling /s —
EIF2 Signaling /s — LXR/RXR Activation /s ——
0 10 20 30 40 0 2 4 6 8 10
-log (p-value) -log (p-value)
Repair (Transcript) Repair (Proteome)
Actin Cytoskeleton Signaling — Coagulation System —
Leukocyte Extravasation Signaling m—— Atherosclerosis Signaling m—
" Tumor Microenvironment E—— P Sirtuin Signaling
E‘ Atherosclerosis Signaling —— :‘ Oxidative Phosphorylation m—
g Hepatic Fibrosis Signaling m— .g Mitochondrial Dysfunction ———
& GP6 Signaling —— é_“ Complement System I
g' Osteoarthritis E————————— % Clathrin-mediated Endocytosis m—————
k= Axonal Guidance Signaling m—— = FXR/RXR Activation
EIF2 Signaling LXR/RXR Activation
Hepatic Stellate Cell Activation Acute Phase Response Signaling /5
0 5 10 15 20 25 30 0 5 10 15 20 25 30
-log (p-value) -log (p-value)
Repair+Gel (Transcript) Repair+Gel (Proteome)
Role of Osteoblasts in Rheumatoid. . m— Production of NO in Macrophages m—
Axonal Guidance Signaling Estrogen Receptor Signaling m—
» Protein Ubiquitination s e Complement System —
T Hepatic Stellate Cell Activation m— g Sirtuin Signaling  E—
g Clathrin-mediated Endocytosis mm— .g Mitochondrial Dysfunction ————
g Hepatic Fibrosis Signaling a_“ Oxidative Phosphorylation ——————
g elF4 and p70S6K Signaling m— S Clathrin-mediated Endocytosis m—
ke Coronavirus Pathogenesis m—— = FXR/RXR Activation —
mTOR Signaling m———— LXR/RXR Activation I ——
EIF2 Signaling Acute Phase Response Signaling
0 5 10 15 20 25 0 5 10 15 20 25 30
-log (p-value) -log (p-value)

Supplementary figure 2: (a) Top pathways given by Ingenuity Pathway Analysis (IPA) based on differentially

expressed genes (cut off for DEGs was FDR < 0.05 and |log2FC| > 1.5) compared to uninjured muscle. (b) Top
pathways given by IPA based on differentially expressed proteins (cut off for DEPs was p < 0.05 and [log2FC| >

1) compared to uninjured muscle (EAJs = epithelial adherens junctions).



