
A

B

C

Supplemental Fig 1Dell’Orso et al.

CC1

C
C
2

CC1

Mouse 1

Mouse 1

Mouse 2

Mouse 2

Myf5

Vcam Myod

Des

Development: doi:10.1242/dev.174177: Supplementary information

D
ev

el
o

pm
en

t •
 A

cc
ep

te
d 

m
an

us
cr

ip
t



Fig. S1 
(A) Canonical correlation (left panel) and monodimensional (right panel) analyses of two 

independent scRNA-seq experiments from mononucleated cells isolated from total 

muscle. Canonical correlation analysis finds linear combinations of features across 

datasets that are maximally correlated to identify shared correlation structures (Butler et 

al., 2018). (B) Quality control from “Chromium Control” report for individual scRNA-seq 

experiments. (C) Pattern expression of Vcam, MyoD, Myf5, and Des transcripts in single 

cells with MuSC transcriptome characteristics. 
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Fig. S2 

(A) Canonical correlation (left panel) and monodimensional (right panel) analysis of two 

independent scRNA-seq MuSC experiments. (B) Scatter plot showing correlation of gene 

expression for two independent scRNAseq MuSC experiments. (C) Quality control from 

“Chromium Control” report for individual scRNA-seq MuSC experiments. (D) GO analysis 

for transcripts enriched in either MuSC cQ or MuSC eA and bulk PFA-fixed t0 MuSCs 

(Machado et al., 2017). (E) Graph-based clustering of 2000 randomly selected FACS-

isolated MuSCs and primary myoblasts (PMs). MuSCs close-to-quiescence (cQ), MuSCs 

early activation (eA), primary myoblasts cluster 1(PM1), and cluster 2 (PM2), 

differentiating myocytes (DM). (F) Silhouette index graphs used to evaluate the best 

clustering quality measure (CQM) for FACS-isolated MuSCs and primary myoblasts 

(PMs) by data modeling with 10 (left), 8 ( middle), and 5 (right) cell clusters.
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Fig. S3 
(A) Quality control from “Chromium Control” report for individual scRNA-seq PM 

experiments. (B) FACS profiles of uninjured and injured 60h MuSCs. MuSCs are in green. 

(C) Quality control from “Chromium Control” report for individual scRNA-seq MuSC 60h 

experiments. (D) Canonical correlation (left panel) and monodimensional (right panel) 

analyses of two independent scRNA-seq MuSC 60h experiments (Butler et al., 2018). (E) 

Scatter plot showing correlation of gene expression for two independent MuSC 60h Inj. 

Experiments. (F) GO analysis of terms enriched in MuSCs 60h Inj Cl1, Cl2, and Cl3. (G) 
Graph-based clustering of 2000 randomly selected FACS-isolated MuSCs. Homeostatic 

MuSCs (in grey) are composed of two clusters, cQ and eA, and MuSCs 60h Inj of three 

clusters, 60h Inj Cl1, Cl2, and Cl3. (H) Silhouette index graphs used to evaluate the best 

clustering quality measure (CQM) for homeostatic and injured MuSCs 60h (Inj) by data 

modeling with 10 (top), 8 (middle), and 5 (bottom) cell clusters. (I) Expression patter for 

Pfn1, Park7, Npm1, and Rlp31 in MuSC homeostatic and MuSC 60h Inj clusters. 
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Fig. S4 
(A) Pseudotime single-cell trajectory reconstructed by Monocle2 for 2000 randomly 

selected homeostatic, MuSCs 60h Inj and primary myoblasts (PMs). (B) Pseudotemporal 

heatmap showing gene expression dynamics in homeostatic and MuSCs 60h Inj for 

metabolic genes. Genes (row) are clustered and cells (column) are ordered according to 

pseudotime. (C) Distance matrices indicating gene connectivity in homeostatic, 60hInj 

MuSCs and primary myoblasts (top to bottom): electron transfer chain (ETC), ribosomal 

biogenesis, protein folding, structural proteins. 
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Table S1 

Gene expression values and Gene Ontology analyses of scRNA-seq datasets for single 

cells from total muscle and FACS-isolated homeostatic MuSCs. 

Table S2 
Gene expression values and Gene Ontology analyses of scRNA-seq datasets for injured 

MuSCs 60h and primary myoblasts. 

Click here to Download Table S1

Click here to Download Table S2
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http://www.biologists.com/DEV_Movies/DEV174177/TableS1.xlsx
http://www.biologists.com/DEV_Movies/DEV174177/TableS2.xlsx
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