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Supplementary Fig. 1: Heat maps mouse: Smooth muscle subclusters
Heatmap of significant marker genes among mouse Smooth muscle cell types.  All significant marker 
genes (Supplementary Data 2) were used to generate these heatmaps, gene names listed on the 
beginning of each row. Each column represents an individual cell (grouped together by cell type 
identification). Color indicates normalized expression level as shown in legend).
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Supplementary Fig. 2: Heat maps mouse: Endothelial subclusters
Heatmap of significant marker genes among mouse Endothelial cell types.  All significant marker genes 
(Supplementary Data 2) were used to generate these heatmaps, gene names listed on the beginning 
of each row. Each column represents an individual cell (grouped together by cell type identification). 
Color indicates normalized expression level as shown in legend).
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Supplementary Fig. 3. Lineage tracing analysis of subpopulations identifies functional relatedness of 
endothelial and smooth muscle sub populations.   
Lineage tracing analysis of (a) Endothelial subpopulations, (b) Smooth muscle subpopulations. 
Subcluster populations are labeled with adjacent, color matched text.
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Supplementary Fig. 4: Heat maps mouse: Myofiber subclusters
Heatmap of significant marker genes among mouse myofiber cell types.  All significant marker genes 
(Supplementary Data 2) were used to generate these heatmaps, gene names listed on the beginning of each row. 
Each column represents an individual cell (grouped together by cell type identification). Color indicates 
normalized expression level as shown in legend).
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Supplementary Fig. 5: Heat maps mouse: Myoprogenitor subclusters
Heatmap of significant marker genes among mouse Myoprogenitor cell types.  All significant marker genes 
(Supplementary Data 2) were used to generate these heatmaps, gene names listed on the beginning of each row. 
Each column represents an individual cell (grouped together by cell type identification). Color indicates 
normalized expression level as shown in legend).



19 
 

  

Supplementary Fig. 6 Exon skipping events are mapped to specific nuclei in e23AON-treated mdx

Diagram of Dmd expression and e22-e24 Dmd exon skipping. Number of nuclei containing Dmd e22-
e24 (skipped light blue) and e22-e23 (unskipped dark blue) junction reads are shown to the left of the 
splicing events for each treatment condition. Nuclei where e22-e24 was observed are color coded on 
the UMAP of myolineage nuclei (from Fig. 3a) with overall Dmd abundance shown (Yellow-Red color 
scale). 
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Supplementary Fig. 7.  Dystrophin staining MOUSE 25 – mdx
Whole quadricep muscles from untreated mdx was frozen, cryosectioned and subjected to 
immunofluorescent staining for dystrophin protein (green).  Scale bar = 500mm

500mm
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Supplementary Fig. 8.  Dystrophin staining MOUSE 73 - mdx: 
Whole quadricep muscles from untreated mdx was frozen, cryosectioned and subjected to 
immunofluorescent staining for dystrophin protein (green).  Scale bar = 500mm

500mm
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Supplementary Fig. 9.  Dystrophin staining MOUSE 128 - mdx: 
Whole quadricep muscles from untreated mdx was frozen, cryosectioned and subjected to 
immunofluorescent staining for dystrophin protein (green).  Scale bar = 500mm

500mm
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Supplementary Fig. 10.  Dystrophin staining MOUSE 155 - mdx: 
Whole quadricep muscles from untreated mdx was frozen, cryosectioned and subjected to 
immunofluorescent staining for dystrophin protein (green).  Scale bar = 500mm

500mm
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Supplementary Fig. 11.  Dystrophin staining MOUSE 43 - mdx e23AON: 
Whole quadricep muscles from e23AON treated mdx was frozen, cryosectioned and 
subjected to immunofluorescent staining for dystrophin protein (green).  Scale bar = 
500mm

500mm
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Supplementary Fig. 12.  Dystrophin staining MOUSE 45 - mdx e23AON: 
Whole quadricep muscles from e23AON treated mdx was frozen, cryosectioned and 
subjected to immunofluorescent staining for dystrophin protein (green).  Scale bar = 
500mm

500mm



11 

Supplementary Fig. 13.  Dystrophin staining MOUSE 152 - mdx e23AON: 
Whole quadricep muscles from e23AON treated mdx was frozen, cryosectioned and 
subjected to immunofluorescent staining for dystrophin protein (green).  Scale bar = 
500mm

500mm
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Supplementary Fig. 14.  Dystrophin staining MOUSE 169 – mdx e23AON: 
Whole quadricep muscles from e23AON treated mdx was frozen, cryosectioned and 
subjected to immunofluorescent staining for dystrophin protein (green).  Scale bar = 
500mm

500mm
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Supplementary Fig. 15.  Dystrophin staining MOUSE c57 WT: 
Whole quadricep muscles from c57 WT was frozen, cryosectioned and subjected to immunofluorescent 
staining for dystrophin protein (green).  Scale bar = 500mm

500mm
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Supplementary Figure 16: Cell type identity based on expression of significantly expressed genes 
(additional cell types) 
Gene expression differences between subtypes of major cell classes, not shown in other figures within 
the main text. (a) endothelial, smooth muscle, other.  (b) non-macrophage immune cells, Subtype 
names indicated on x-axis, gene names indicated on y-axis.  Log2 (Average gene expression) for 
each subtype shown by Blue-Red gradient. Percentage of cells expressing genes from 0% to 100% 
indicated by dot size. Gray background indicates known markers of the respective cell type on x-axis. 
Marker genes are listed in Supplementary Data 2, 3a. 
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Supplementary Fig. 17: Heat maps mouse: Immune cell subclusters
Heatmap of significant marker genes among mouse Immune cell types.  All significant marker genes 
(Supplementary Data 2) were used to generate these heatmaps, gene names listed on the beginning of each row. 
Each column represents an individual cell (grouped together by cell type identification). Color indicates 
normalized expression level as shown in legend).
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Supplementary Figure 18: Biological processes and proportional shift in immune and fibroblast cell 
types
(a) Depletion of M1/M2 trans and expansion of MDSC with e23AON treatment. Y-axis shows the
relative percentage M1/M2 trans and MDSC populations in mdx and mdx e23AON. (b) Representative
list of enriched GO terms (Y-axis) based on genes upregulated in MDSC relative to M1/M2 trans. Fold
enrichment indicated on x-axis. List of DE Genes between MDSC and M1/M2 transitional cells listed in
Supplementary Data 5.  (c) Relative changes in cell proportions of Fb CCL11 and Fb POSTN1
populations and WT intermediates (Fb MME and Fb NMB) between mdx, mdx e23AON and WT
conditions, Y-axis shows percentages of cell types (d) Representative list of enriched GO terms (Y-
axis) based on genes differentially expressed between Fb CCL11 and Fb POSTN1. Fold enrichment
indicated on x-axis, >0 shows GO terms enriched for genes upregulated in Fb POSTN1, <0 shows GO
terms enriched for genes upregulated in Fb CCL11. List of DE Genes between Fb POSTN1 and Fb
CCL11 listed in Supplementary Data  6.
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Supplementary Fig. 19: Heat maps mouse: Fibroblast subclusters
Heatmap of significant marker genes among mouse Fibroblast cell types.  All significant marker genes 
(Supplementary Data 2) were used to generate these heatmaps, gene names listed on the beginning of each row. 
Each column represents an individual cell (grouped together by cell type identification). Color indicates 
normalized expression level as shown in legend).
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Supplementary Fig. 20. e23AON treatment in mdx shifts multiple distinct cell types towards more WT 
behavior (additional cell types) part 1
Average expression of genes upregulated or downregulated in WT relative to untreated mdx. Cell type 
names are listed above plot. Y axes = log2average UMI for differentially expressed genes. White dot 
represents mean, box = q1 to q3, thin line represents min and max values. List of Genes between WT 
and mdx are listed in Supplementary Data 1.



15 

−
2

0
2

4

b

lo
g

2(
av

e 
ge

n
e 

e
xp

re
ss

io
n)

0
2

4
6

a 
lo

g
2(

a
ve

 g
en

e 
e

xp
re

ss
io

n)

−
2 

  
0 

2
4

6

c 

lo
g

2(
a

ve
 g

en
e 

e
xp

re
ss

io
n

)

1 
2

 3
 4

 5
 6

d 

lo
g

2(
av

e 
ge

ne
 e

xp
re

ss
io

n)

−
2

2 
4 

6

f 

lo
g

2(
av

e 
ge

ne
 e

xp
re

ss
io

n)
−

2
2 

4 
6

g 

lo
g

2(
av

e 
ge

ne
 e

xp
re

ss
io

n)

−
3 

−
1

1
3

h 

lo
g

2(
av

e 
ge

ne
 e

xp
re

ss
io

n)

0 
  1

  
 2

  
 3

   
4 

  5

e 

lo
g

2(
av

e 
ge

ne
 e

xp
re

ss
io

n)

mdx mdx
e23AON

WT

mdx mdx
e23AON

WT

mdx mdx
e23AON

WT

mdx mdx
e23AON

WT

mdx mdx
e23AON

WT

mdx mdx
e23AON

WT

mdx mdx
e23AON

WT

mdx mdx
e23AON

WT

0

7/8

6/6

2/2

7/7 21/25

0/1

2/2

2/2

NMJ

MTJ

Stalk−like

tcap

Muscle derived endothelial cells

M1 macrophage

Quiescent SC

cDC1

15 

Supplementary Fig. 21. e23AON treatment in mdx shifts multiple distinct cell types towards more WT 
behavior (additional cell types) part 2
Average expression of genes upregulated  or downregulated in WT relative to untreated mdx. Cell type 
names are listed above plot. Y axes = log2average UMI for differentially expressed genes.  (a - d) no 
significant genes were detected to be down regulated in WT. (e – h) no significant genes were 
detected to be up regulated in WT.  White dot represents mean, box = q1 to q3, thin line represents 
min and max values.  List of Genes between WT and mdx are listed in Supplementary Data 1.   
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Supplementary Figure 22: Frequencies of cell subsets in human muscle tissue
Frequencies of cell populations identified in human healthy and DMD muscle. Percentages for each 
cell population named in the 1st  column for healthy individuals and in the 2nd column for DMD 
affected individuals. Following the major cell types, cell types are further broken down to their 
respective subclusters. Yellow = increase and Blue = decrease in DMD percentage relative to healthy.  
Subsets within categories are listed in order of decreasing magnitude of difference between DMD and 
healthy. 



typ
e 1

typ

e 2
x

typ
e2

a

myo
cy

tes

CALD1
MAST4
FRAS1
IGFN1
DNAH11
RNLS
NAV3
RAD51B
ANTXR1
CADPS2
CHRNA1
DCLK1
PLCE1
MYH8
ANKRD1
PTPRD
GALNTL6
COL19A1
TENM2
RUNX1
HSPA8
NDUFA1
RPL35
RPS14
NDUFB10
YBX1
ATP5G2
RPL32
TOMM7
ATP5G3
BIN1
CHCHD2
CSDE1
GNAS
RPL15
COX6B1
ATP5J
RPL4
RPS18
NDUFB2
RPL7A
MT−ATP8
MT1X
LINC00116
RPL29
RPL19
SYNM
LDHA
SYNPO
ATP5B
RPS24
GAMT
RPL30
RPS23
RPL8
SLC25A3
RPS2
RPS8
RPS15
HSP90AB1
CALM1
S100A6
UQCR10
COX6C
HSP90AA1
ATP5D
UQCRB
RPL37A
CHCHD10
PDE3A
RPL10
LGALS1
COX4I1
RPL13
UBB
IL32
HBA2
COX7B
COX7C
KLHL41
RPL41
FTH1
EEF2
NDUFA4
RP5−857K21.4
MTRNR2L8
COX5B
TPI1
SLC25A4
YBX3
EIF1
MT−ND4L
MYH11
EEF1A2
AK1
MYOZ1
PGAM2
HBB
RPLP1
MT−ND5
HFM1
COX6A2
COX7A1
SLN
TPT1
AC105402.4
MT−ND2
TCAP
MB
MT−CO3
MT−ND3
MT−ND1
MYL1
MT−CO1
MT−ATP6
MT−ND4
MT−CYB
DHFR
MT−CO2
MTRNR2L12
ENO3
DES
TPM2
ALDOA
GAPDH
TNNI2
CKM
ACTA1
MYLPF
TNNC2
MTRNR2L11
NDUFA11
S100A11
ECH1
HSPB6
SLC25A41
PYGM
RIF1
GGT7
GATS
OGT
SEMA6C
MIB1
TNRC6A
SLC2A4
ACYP2
LPP
N4BP2L2
FAM189A2
NFIA
TMEM161B−AS1
TNRC6B
JMJD1C
NEB
EGF
INADL
IMMP2L
ZFPM2
ARID1B
ANK3
SSH2
ITGA7
FSD2
KLHL31
ABCA5
SGCD
MYBPC1
PDLIM7
MAP4K3
FHL1
RASGEF1B
PFKM
LINGO1
PTPRG
PPP1R12B
USP53
MYO18B
ART3
TTLL11
FBXL17
PPP1R3A
HDAC4
ABLIM2
GHR
STIM1
MSI2
CPED1
PPP3CA
RP11−296E23.1
TNKS2
NEDD4
DYSF
GPATCH8
CADM2
NCALD
SLC36A2
SAMD4A
MYOZ3
UBE2G1
PTPRM
CACNG1
PHTF2
OSBPL6
SRL
ASPH
PFKFB1
TTN
DDX17
ANKS1B
LINC00486
KIF13A
MLF1
C9orf3
MEF2C
PRR16
ANKRD23
MYOT
ITGB6
AKAP9
GBE1
RBFOX2
SLC7A2
TBC1D4
ROBO1
FOXP2
SVIL
TPM1
MALAT1
CECR2
COL4A4
PALLD
PARK2
EYA4
MAP4
SESN1
SYPL2
PPP1R3C
LUC7L3
RBFOX1
ANK2
KIAA1217
TMEM38A
WDPCP
KIF1B
CAPN3
ZBTB16
DIAPH2
AMPD1
PDE4DIP
NPHP1
FBXO32
NEXN
RBM24
MYBPC2
UNC13B
AGBL1
FTX
PDLIM3
FHIT
PLCL2
SOX6
ADCY2
KCNQ5
TACC2
CACNA2D1
CTNNA3
OBSCN
PDE4D
CMSS1
SETBP1
ZBTB20
TTN−AS1
CDH13
MBNL1
MYPN
CASQ1
DMD
DEPTOR
RHOBTB1
DTNA
PEBP4
RORA
FGF13
TRDN
MLIP
ARHGAP6
MIR1−2
DENND2C
LDB3
TNNT3
NEAT1
AGL
CTD−2545M3.8
C20orf166
COL4A3
FILIP1L
RYR1
MYH2
ATP1A2
CTC−297N7.11
ATP2A1
RCSD1
FBP2
TULP4
LMOD1
HNRNPM
AC007970.1
ABCA10
MEG3
LRRC3B
MYH1
AHI1
CYP2J2
SLC16A1
MLTK
TFPI
HOOK2
OSBPL8
SH3D19
SNX11
ARFGEF1
TIAM2
HDAC8
PDE4B
RP11−87H9.3
DOCK4
LIMS1
NAA50
ATP1B4
ETFDH
MYH6
CLSTN2
HADHB
ARIH2
LRRC7
GPR125
CEP128
ANKRD2
CREB5
NEK10
MALT1
STARD13
IL17D
ADCK3
CYTH1
PLA2G4C
JAZF1
ACSS2
EPB41L5
UGP2
SIRT2
LINC00202−1
FOS
TMEM65
DGKZ
ZNF106
IFRD1
SPATS2
EGLN1
GAREM
NARG2
BRE
TMEM245
FBXO40
VPS13C
MYL2
FOCAD
RP11−453O5.1
MAP2K5
RBM20
ASB18
CCSER2
FOXO3
ACOT11
RP1−46F2.2
SPPL2A
MACF1
PLIN5
SACS
AC007401.2
NNT
TENM3
ARID5B
PPP3CC
FNIP2
FNDC3A
PGM5
APBB2
PPM1B
P4HA1
PRUNE2
MAP2K6
UBAC2
LMO7
SETX
B3GALNT2
PPP1R27
CTD−2341M24.1
FBXW7
C10orf71
ACADVL
FCHSD2
SMG1
RP11−451G4.2
RNF115
STK31
AGPAT9
AIG1
NFIB
TBC1D8
MYLK3
RRAD
COLQ
INPP4B
PSME4
TMEM108
SYNPO2
ALPK2
ROCK2
ESYT2
CFLAR
CA3
TMEM131
JAK2
CASQ2
TECRL
SLC1A3
G3BP2
MYL3
FHOD3
RP11−141M1.3
SLMAP
LRRC39
LMCD1
PRRX1
ERBB2IP
ABCC5
CYB5R1
MBNL2
MYH7
ABLIM1
HS3ST5
EXOC6
USP13
ANKRD28
SLC25A36
RYR3
MYOZ2
LMOD2
SLC38A2
RP11−145A3.1
WIPF3
AKAP13
KALRN
TEAD1
LRRC2
SIK2
KCNMA1
KLF12
SLC20A2
FMNL2
TPD52L1
NRAP
RCAN2
MICU1
NT5C2
PDK4
ARHGEF12
PAM
ARPP21
ENAH
MYOM3
ALPK3
MAGI1
HERC1
THRB
ZNF385B
RP11−739N10.1
FLRT2
TNNI1
CCDC39
CRIM1
FOXN3
BICC1
FAM214A
MCU
SORBS1
TTTY14
USP54
ACTN2
MYH7B
ESRRG
QKI
CD36
TNNT1
TPM3
XPO4
ATP2A2
COL28A1
COL21A1

Ty

pe
 1

 T
ca

ph
i /D

md
lo

Typ
e 

2 
Tca

phi /D
md

lo

−2

−1

0

1

2

Expression

Supplementary Fig. 23: Heat maps human: Myofiber subclusters
Heatmap of significant marker genes among human myofiber cell types.  All significant marker genes 
(Supplementary Data 9) were used to generate these heatmaps, gene names listed on the beginning of each row. 
Each column represents an individual cell (grouped together by cell type identification). Color indicates 
normalized expression level as shown in legend).



Fb2 Fb

3
Fb5 Fb4 Fb1

MAML3
RP11−608O21.1
AFF1
KCNT2
ARRDC3
SULF1
RAB30
DIO3OS
TCF12
ATP10A
ADAMTS15
IGFBP7
COL21A1
NBEA
TRIM22
LPHN2
UST
SH3PXD2A
ANTXR2
NLGN4Y
MAN1C1
GLUL
GLIS3
TANC2
KLF6
SGCD
MYO1D
PARK2
ACVR2A
RASAL2
WWOX
OGFRL1
SASH1
OPHN1
PHIP
PPFIBP1
KAZN
MBD5
FOXO1
MAP2K5
SPATS2L
ADAMTS17
ARL15
CAMK2D
MAP4K4
MAML2
NOTCH2
GLI3
PBX1
CNTN1
TACC1
PARD3
WIPF1
ABLIM1
PDS5B
CSGALNACT1
N4BP2L2
SEPP1
EPS8
FOXN3
PVRL3
APOD
RNF144A
CDKAL1
RGMA
PER1
FGF13
AKT3
NID1
CDK14
RBFOX2
SLC2A13
RBMS3
RUNX1T1
CPQ
TMEM132C
APBA1
HMGCLL1
BNC2
SNED1
CMTM8
ZFPM2
IGF1R
SBF2
MAP3K5
ANGPTL1
NCOA1
CYTH3
FILIP1L
FAM129A
PRR16
VPS13B
COL6A6
GAREM
ROR1
DIAPH2
TTC28
NTNG1
SOBP
PER3
IGF2
TGFBR2
ZNF385D
NCKAP5
AGTR1
CACNB4
PODN
HTRA3
PDE4D
SH3D19
SSH2
MED13L
ZEB2
IGFBP3
DUSP1
COLEC12
TCF7L2
COLGALT2
ARHGAP26
NR3C1
F3
C1orf21
PLD5
SPTBN1
ADAMTS9−AS2
TCF7L1
DDX17
SRPX
TMTC1
CRISPLD2
FMO2
SVIL
MOB3B
PTEN
EGR1
GFRA1
TMTC2
PPAP2B
AL163953.3
CXCL14
NEGR1
DPYD
PLXDC2
PAM
QKI
LINGO2
CELF2
RHOJ
ITGBL1
CXCL12
IMMP2L
GHR
ADAMTS12
PREX2
SLC9A9
NRK
FOS
7SK.2
LIFR
BICC1
RND3
ABCA6
TSC22D3
IL1RAPL1
ARHGAP6
PID1
LSAMP
LHFP
ABCA9
FKBP5
KCND2
FOXO3
COL6A3
FAM13A
ZBTB16
ADH1B
PLAGL1
COL4A2
LAMB1
ADAMTSL1
PDZRN3
COL4A1
PIK3R1
LDB2
PRKG1
NCAM2
ABCA10
SCN7A
HEG1
ELMO1
PLAC9
PTGIS
ZEB1
KANK1
MXRA8
LRRC4C
PRELP
ARHGEF3
LUZP2
FER
PDE4DIP
FHOD3
FAM46A
S100A10
ACTG1
FNDC1
TBC1D12
CLU
C3
RPL10
LAMB2
SRPK2
EPB41L3
CD34
PXN
PHLPP1
LRP4
MYADM
DST
CBLB
RP11−572C15.6
SLCO5A1
DPP4
LIMA1
EHBP1
TIMP2
LRP1
CST3
CHL1
ADK
PDGFD
MT−ND1
ANXA2
MT−ND4
GFPT2
S100A6
MRC2
PDE7A
MIR4435−1HG
AUTS2
C1R
COL6A2
COL5A1
NHSL1
ACKR3
DCLK1
RP11−399D6.2
AHNAK
ADAMTS5
EBF1
CAMK1D
MMP2
MT−ND2
MT−CO2
ITGA11
SCARA5
CD55
GSN
FBLN2
MT−CO3
RP11−14N7.2
EXT1
SPARC
GPC6
MT−CYB
MT−ND3
PI16
PCOLCE2
MT−CO1
PLCB1
AC105402.4
IGFBP6
MT−ATP6
MTRNR2L12
CFD
CD248
PDZRN4
SMURF2
TRIO
IGFBP5
FN1
COL1A2
NTM
PXDNL
MFAP5
NOVA1
DOCK4
COL3A1
TNXB
SDK1
CREB5
FSTL1
COL1A1
SEMA3C
FBN1
HFM1
AC074391.1
ACTA1
NTN4
DIRC3
FTX
MEG8
SLC26A3
SGIP1
CHST9
DCN
RET
NFIA
DLG2
BOC
LTBP4
SPON2
GAS7
LINGO1
ITGA8
MEOX2
SPRY1
LPP
STARD13
ANKS1B
GRK5
RHOBTB3
CDK8
EDA
PLD1
LINC01088
IGF1
RP11−138I17.1
CYP4X1
FNDC3B
SVEP1
ZBTB20
TBC1D19
LRRC7
LIMCH1
LRP1B
TRPS1
DOCK5
GULP1
MME
SPARCL1
PLCB4
RORA
KCNIP4
PDE5A
PTPRD
COL5A2
SPAG17
FAP
HSPG2
TFPI
LAMC1
ITIH5
GPHN
TCF4
PCDH9
DDX5
MEG3
PCSK6
ABCA8
RASGEF1B
LAMA2
CALCRL
CHD9
PTGDS
EGFR
AC007319.1
COL15A1
COL6A1
GREB1L
ALDH1A2
BMPER
LINC00486
ARHGAP24
HMCN2
SMOC2
LRRTM4
KCNQ1OT1
THBS4
DLC1
PIEZO2
USP53
MGP
RAD51B
PARD3B
WISP2
FBLN1
NAV2
RP11−38H17.1
COL14A1
NEAT1
MALAT1
SGCZ
VPS13D
NRP1
TSHZ2
PRRX1
PRICKLE1
SETBP1
CCDC80
HMCN1
LINC00478
AFF3
DHRS3
ROBO2

−2

−1

0

1

2

Expression

Supplementary Fig. 24: Heat maps human: Fibroblast subclusters
Heatmap of significant marker genes among human Fibroblast cell types.  All significant marker genes 
(Supplementary Data 9) were used to generate these heatmaps, gene names listed on the beginning of each row. 
Each column represents an individual cell (grouped together by cell type identification). Color indicates 
normalized expression level as shown in legend).
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Supplementary Fig. 25: Heat maps human: Endothelial cell subclusters
Heatmap of significant marker genes among human Endothelial cell types.  All significant marker genes 
(Supplementary Data 9) were used to generate these heatmaps, gene names listed on the beginning of each row. 
Each column represents an individual cell (grouped together by cell type identification). Color indicates 
normalized expression level as shown in legend).
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Supplementary Fig. 26: Heat maps human: Smooth muscle subclusters
Heatmap of significant marker genes among human Smooth muscle  cell types.  All significant marker genes 
(Supplementary Data 9) were used to generate these heatmaps, gene names listed on the beginning of each row. 
Each column represents an individual cell (grouped together by cell type identification). Color indicates 
normalized expression level as shown in legend).
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Supplementary Fig. 27: Heat maps human: Macrophage subclusters
Heatmap of significant marker genes among human myofiber cell types.  All significant marker genes 
(Supplementary Data 9) were used to generate these heatmaps, gene names listed on the beginning of each row. 
Each column represents an individual cell (grouped together by cell type identification). Color indicates 
normalized expression level as shown in legend).
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