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Introduction
In response to injury, skeletal muscle undergoes a synchronized 
sequence of events over several days, including clearance of mus-
cle debris, revascularization of the damaged region, activation and 
proliferation of adult muscle stem cells (MuSCs), fusion of MuSCs 
to form new myofibers, and maturation of new myofibers into 
adult fiber types (1). Promoting and accelerating muscle repair fol-
lowing injury has been a clinical goal for many years, and several 
supplements and therapies have been evaluated (2–4), although 
the underlying mechanisms are not well known. An understand-
ing of how the individual steps in regeneration are coordinated 
would positively impact our ability to design therapies promoting 
efficient and rapid tissue regeneration in the setting of traumatic 
injury. To this end, a body of work has investigated requirements 
for efficient muscle repair, largely focusing on early events, includ-
ing maintenance of the MuSC population through asymmetric 
division and niche factors, activation of MuSCs via expression of 
the myogenic regulatory factors and miRNAs, and modulation/
clearance of the immune infiltrate (5–8).

In contrast, the requirements for the growth and maturation 
of myofibers during the late stages of muscle repair are relatively 
understudied, and whether the maturation stage of regeneration 
can be accelerated is unknown. During this latter stage, myofibers 
grow in size and sequentially express distinct myosin heavy chain 
(Myh) genes, transitioning from embryonic (Myh3) to neonatal 
(Myh8) to adult (Myh1, -2, -4, and -7) myosin expression. These 
myosin genes are functionally distinct, and confer contractile prop-
erties to the myofiber (9). Concomitant with these fate specifica-
tion events, changes in mitochondrial content and morphology are 
apparent, and constitute a hallmark of myofiber maturation into 
adult muscle fibers (10–12). Establishment of a large mitochondrial 
population is critical to the health of adult myofibers; however, it 
is not known whether mitochondrial changes represent a passive 
characteristic of adult fiber specification, or whether the organelle 
directly regulates the myofiber maturation process itself.

Here, we investigated the role of mitochondria in impacting 
regeneration following muscle injury, focusing on the mitochon-
drial outer membrane protein mitofusin 2 (Mfn2). We found that 
Mfn2 is upregulated during MuSC activation, and is specifically 
required for the growth and adult fate specification in the latter 
stage of myofiber maturation. This finding is in contrast to the 
lack of a requirement for Mfn2 in fully differentiated muscle 
fibers. Mechanistically, regenerating Mfn2-knockout myofibers 
exhibited excess and sustained hypoxia-induced factor 1α (HIF1α) 
activity, which results in epigenetic alterations at the Myh locus, 
an accumulation of centrally nucleated growth-arrested myofi-
bers, and a pause at the neonatal-to-adult fiber type transition. 

A fundamental issue in regenerative medicine is whether there exist endogenous regulatory mechanisms that limit the 
speed and efficiency of the repair process. We report the existence of a maturation checkpoint during muscle regeneration 
that pauses myofibers at a neonatal stage. This checkpoint is regulated by the mitochondrial protein mitofusin 2 (Mfn2), the 
expression of which is activated in response to muscle injury. Mfn2 is required for growth and maturation of regenerating 
myofibers; in the absence of Mfn2, new myofibers arrested at a neonatal stage, characterized by centrally nucleated myofibers 
and loss of H3K27me3 repressive marks at the neonatal myosin heavy chain gene. A similar arrest at the neonatal stage was 
observed in infantile cases of human centronuclear myopathy. Mechanistically, Mfn2 upregulation suppressed expression 
of hypoxia-induced factor 1α (HIF1α), which is induced in the setting of muscle damage. Sustained HIF1α signaling blocked 
maturation of new myofibers at the neonatal-to-adult fate transition, revealing the existence of a checkpoint that delays 
muscle regeneration. Correspondingly, inhibition of HIF1α allowed myofibers to bypass the checkpoint, thereby accelerating 
the repair process. We conclude that skeletal muscle contains a regenerative checkpoint that regulates the speed of myofiber 
maturation in response to Mfn2 and HIF1α activity.
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PGC-1β has been established to promote transcription of 
genes involved in numerous mitochondrial processes, including 
biogenesis, oxidative phosphorylation, and mitochondrial dynam-
ics (19). In particular, PGC-1β promotes transcription of the Mfn 
genes, which are localized to the mitochondrial outer membrane 
and responsible for initiation of mitochondrial fusion, as well as 
calcium homeostasis (20–22). Indeed, exogenous PGC-1β overex-
pression in vitro is selectively associated with Mfn2 (but not Mfn1) 
accumulation (Figure 1F). We found that Mfn2, but not Mfn1, was 
selectively induced in ASCs versus QSCs (Figure 2, A and B), sug-
gesting a specific role for Mfn2 in muscle regeneration. We there-
fore made use of conditional knockout alleles for Mfn1 or Mfn2 
(23), combined with the Pax7-CreERT2 driver, to deplete Mfn1 or 
Mfn2 levels in MuSCs (Supplemental Figure 1, A and B) and assess 
their role in muscle regeneration. Following tamoxifen-induced 
depletion and muscle injury (Figure 2C), animals with Mfn2- 
deleted MuSCs (hereafter, mfn2–/–) were able to generate MyoD+ 
and MyoG+ ASCs at 2 dpi (Figure 2, D and E). At 5 dpi, mfn2–/– 
animals formed a large number of de novo myofibers, identified 
by expression of the embryonic myosin heavy chain (Myh3) and 
prominent centralized nuclei; however, the mutant myofibers 
were significantly diminished in size, and the injured muscle area 
retained a significant amount of interstitial tissue (Figure 2, D and 
F). At 14 and 42 dpi, new myofibers (marked by centralized nuclei) 
from wild-type animals continued to grow in size; however, myofi-
bers and muscle in mfn2–/– animals remained significantly smaller 
with retained centralized nuclei (Figure 2, D, F, and G). In contrast, 
animals with Mfn1-deleted MuSCs (hereafter mfn1–/–) displayed no 
defects in stem cell activation, myofiber formation, fiber growth, 
or muscle growth (Figure 2, D–G).

The above results indicate that Mfn2 is not required in vivo 
for MuSC activation and fusion to form new myofibers, but is 
necessary for myofiber growth after fusion. We investigated the 
requirement for Mfn2 in vitro, making use of primary MuSCs 
purified from tamoxifen-treated animals. Mfn2–/– MuSCs exhib-
ited no defects in their ability to generate a membrane potential 
in response to mitochondrial substrates (Supplemental Figure 2, 
A and B). Additionally, we did not observe elevated mitochondrial 
superoxide levels (Supplemental Figure 2, C and D) or defects in 
oxygen consumption rates (Supplemental Figure 2E). Proliferation 
of MuSCs was unaffected by Mfn2 loss (Supplemental Figure 2F), 
and mfn2–/– MuSCs were able to fuse and form myotubes at similar 
rates to wild-type MuSCs (Supplemental Figure 2, G and H). Thus, 
Mfn2 is dispensable for myoblast proliferation and differentiation 
in vitro, similar to our observations in vivo.

MFN2 mutations in humans are a common cause of Charcot- 
Marie-Tooth disease (type 2A), an autosomal dominant axonal 
neuropathy with associated muscle atrophy (24, 25). We tested 
the effect of the disease-associated T105M mutation, making use 
of a Cre-inducible Mfn2T105M allele inserted into the Rosa26 locus 
(26). Like mfn2–/– animals, expression of the dominant negative 
Mfn2T105M did not inhibit MuSC activation or myofiber formation, 
but severely restricted the growth of new myofibers (Figure 3, A 
and B, and Supplemental Figure 1, C–E).

Regenerating mfn2–/– myofibers arrest at the neonatal stage. During 
regenerative growth, new myofibers proceed from an embryon-
ic to neonatal to adult fate, classified by sequential expression of 

Interestingly, we observed a similar neonatal pause in pediatric 
cases of severe centronuclear myopathy (CNM). Further analysis 
in animal models revealed that elevated HIF1α signaling is suf-
ficient to arrest regenerating myofibers at the neonatal-to-adult 
transition, thereby delaying the growth and maturation of regen-
erating muscle. During severe injury, we found that myofibers 
engage this regenerative checkpoint at the neonatal-to-adult fiber 
type transition that synchronizes the maturation of muscle fibers 
with the reestablishment of perfusion. Pharmacologic or genetic 
inhibition of HIF1α resulted in this checkpoint being bypassed, 
thereby accelerating the regenerative process. Together, these 
findings reveal a role for mitochondria and HIF1α in regulating 
late stages of regeneration, and inform on a strategy to accelerate 
muscle repair in response to traumatic injury.

Results
Induction of Mfn2 in activated MuSCs is required for growth of new 
myofibers. Recent results from in vitro–cultured C2C12 myoblasts 
and myotubes suggested that mitochondrial genes may be under 
the control of myogenic regulatory factors (13). We therefore 
performed ChIP sequencing (ChIP-seq) analysis to investigate 
whether mitochondrial genes are regulated by the master myo-
genic regulatory factors MyoG and MyoD during in vivo muscle 
regeneration. We injured tibialis anterior (TA) muscles of wild-
type mice containing the MuSC-specific Pax7-CreERT2 allele (14) 
driving conditional expression of a fluorescent and mitochondri-
ally localized Dendra2 protein (15), which allows the facile detec-
tion and isolation of MuSCs and their progeny by FACS (Figure 
1A). The TA muscle is routinely used in experimental studies of 
muscle regeneration, and exhibits robust activation of MuSCs, 
formation of new myofibers, and complete functional recov-
ery in response to muscle injury (16, 17). In noninjured vehicle- 
injected muscle, quiescent Dendra2+ MuSCs (QSCs) were large-
ly CD34+, a marker of quiescence in this lineage, while in 2 day 
post injury (dpi) muscle, Dendra2+ MuSCs lost CD34 expression, 
indicating an activated state (ASCs) (18) (Figure 1A). ChIP-seq 
experiments from these 2 populations allowed the identification 
of differentially bound peaks in QSCs versus ASCs; this analysis 
revealed binding of MyoG and MyoD to candidate regulatory ele-
ments for 42 and 867 genes (respectively) specific to ASCs (FDR 
< 0.05; Supplemental Table 1; supplemental material available 
online with this article; https://doi.org/10.1172/JCI161638DS1), 
including previously validated targets (Figure 1B). We compared 
our identified MyoD and MyoG targets in ASCs against a list of 
known regulators of mitochondrial biology (Supplemental Table 1;  
696 genes). MyoG was not bound to any mitochondrial genes, 
and MyoD was bound to 24 mitochondrial genes (Supplemental 
Table 1 and Figure 1C), including the master mitochondrial reg-
ulator Pgc-1β. MyoD bound in vivo to 3 discrete genomic regions 
within the Pgc-1β gene, including peaks in the proximity of the 
promoter and intron 1 (Figure 1D). We did not detect binding 
of MyoD or MyoG to the related family member, Pgc-1α (Fig-
ure 1E), and overexpression of MyoD in mouse 3T3 fibroblasts 
was sufficient to induce expression of Pgc-1β (Figure 1F). Corre-
spondingly, we found that Pgc-1β transcripts were significantly 
induced in vivo in ASCs versus QSCs, while Pgc-1α transcripts 
were unchanged (Figure 1G).

https://doi.org/10.1172/JCI161638
https://www.jci.org/articles/view/161638#sd
https://www.jci.org/articles/view/161638#sd
https://www.jci.org/articles/view/161638#sd
https://www.jci.org/articles/view/161638#sd
https://www.jci.org/articles/view/161638#sd
https://www.jci.org/articles/view/161638#sd
https://www.jci.org/articles/view/161638#sd
https://www.jci.org/articles/view/161638#sd
https://doi.org/10.1172/JCI161638DS1
https://www.jci.org/articles/view/161638#sd
https://www.jci.org/articles/view/161638#sd
https://www.jci.org/articles/view/161638#sd


The Journal of Clinical Investigation   R E S E A R C H  A R T I C L E

3J Clin Invest. 2022;132(23):e161638  https://doi.org/10.1172/JCI161638

but potentially rely on epigenetic histone marks, which have been 
previously implicated in MuSC maintenance (30–32). Western 
blot analysis of 14-dpi regenerating myofibers revealed upregu-
lation of a subset of lysine demethylase (KDM) family members, 
including KDM4 and KDM6 family members (Figure 4C). As 
these enzymes exhibit H3K9 and H3K27 demethylase activity, 
respectively, we therefore examined H3K9me3 and H3K27me3 
deposition in 14-dpi wild-type and mfn2–/– myofibers. Global lev-
els of H3K9me3 and H3K27me3 were not significantly affected 

Myh genes localized at the Myh locus (27–29). By 14 dpi, wild-type 
myofibers have taken on adult fates indicated by a mixture of adult 
type I (Myh7), type IIa (Myh2), type IIx (Myh1), and type IIb (Myh4) 
fiber types, and a lack of embryonic (Myh3) and neonatal (Myh8) 
fiber types (Figure 4, A and B). The growth-arrested mfn2–/– myofi-
bers do not adopt an adult fate, as evidenced by a lack of adult Myh 
expression; instead the vast majority of new fibers adopt a neona-
tal Myh8+ fate (Figure 4, A and B). The mechanisms underlying 
sequential expression of Myh genes are not currently understood, 

Figure 1. MyoD promotes expression of PGC-1β and mitochondrial genes in activated MuSCs. (A) Schematic of muscle injury experiments and FACS 
isolation of MuSCs. Tamoxifen was administered for 5 consecutive days to induce recombination, followed by BaCl2 (or vehicle) administration to induce 
muscle injury. Dendra2+DAPI– MuSCs were collected at 2 days post injury (dpi). In vehicle-treated muscle, quiescent (CD34+) MuSCs (QSCs) were harvested. 
In injured muscle, activated (CD34–) MuSCs (ASCs) were harvested. (B) Representative snapshots of MyoD binding at the MyoG and Mef2a genes in 2-dpi 
QSCs and ASCs. Identified peaks in the proximity of the transcriptional start site are indicated by red boxes. (C) Venn diagram of MyoG- and MyoD-bound 
genes in 2-dpi ASCs. Genes were compared with a list of known mitochondrial regulators (Supplemental Table 1). (D) Representative snapshots of MyoD 
binding at the Pgc-1β gene in 2-dpi QSCs and ASCs. (E) Representative snapshots of MyoD and MyoG binding at the Pgc-1α gene in 2-dpi QSCs and ASCs. 
(F) Mouse 3T3-L1 fibroblasts were transfected with empty vector (pQC-empty) or MyoD-expressing vector (pQC-MyoD) and assessed by Western blotting 
48 hours after transfection for the indicated targets. Histone 2B (H2B) is shown as a loading control. Molecular weight markers (in kDa) are indicated. (G) 
Pgc-1α and Pgc-1β mRNA levels (normalized to β2-microglobulin) assessed by qRT-PCR in wild-type QSCs and ASCs at 2 dpi. Statistical significance was 
assessed using 2-tailed t tests with adjustments for multiple comparisons (G). For each ChIP-seq data set, 3 biological replicates were analyzed. Box-and-
whisker plots indicate median (horizontal line) and interquartile ranges (bounds of the box) from the indicated number of biological replicates; whiskers 
were plotted using Tukey’s method.
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H3K27me3 peak at the Myh8 locus was significantly reduced in 
mfn2–/– regenerating myofibers (Figure 4, F and G). This identified 
region spanned multiple introns, and was verified by ChIP-qPCR 
in independent experiments (Supplemental Figure 3, D and E). 
No significant deposition of H3K27me3 was noted at other Myh 
genes, and no deposition of H3K9me3 was observed within the 
Myh locus (Figure 4F). We also did not observe differential deposi-
tion or enrichment of H3K9me3 or H3K27me3 in MyoD or MyoG 
targeted regions (Supplemental Figure 3F). Thus, the observed 
maturation arrest at the neonatal (Myh8+) stage observed in 
mfn2–/– regenerating myofibers correlates with loss of repressive 
H3K27me3 marks at the Myh8 locus.

Sustained HIF1α signaling underlies the regenerative arrest in 
mfn2–/– myofibers. To examine the underlying mechanisms regard-
ing regulation of the neonatal-to-adult transition in mfn2–/– ani-
mals, we employed RNA-seq to compare wild-type and mfn2–/– 
ASCs (Supplemental Figure 4A and Supplemental Table 3). Gene 
ontology analysis of downregulated genes revealed enrichment in 
developmental pathways, consistent with the observed effects on 
myofiber development (Supplemental Figure 4B and Supplemen-
tal Table 3). In contrast, genes upregulated in mfn2–/– ASCs were 
enriched for metabolic pathways, which included the transcription-
al upregulation of HIF1α (Supplemental Figure 4, A and C, and Sup-
plemental Table 3). Indeed, gene set enrichment analysis indicated 
that HIF1α targets were significantly enriched among upregulated 
genes in mfn2–/– ASCs (Figure 5A). At 14 dpi, mfn2–/– and Mfn2T105M 
regenerating myofibers exhibited continued upregulation of Hif1α 
transcripts and protein, as well as increased levels of HIF1α tar-
gets (including the histone demethylases KDM4B, KDM4C, and 
KDM6B), increased phosphorylation of pyruvate dehydrogenase 
(PDH), and impaired mitochondrial biogenesis (Figure 4C and Fig-
ure 5, B–D); these effects are consistent with known roles of HIF1α 
in regulation of mitochondrial biology (38). To further investigate 
consequences of these arrested myofibers, we performed steady-
state metabolomics measurements in wild-type and mfn2–/– regen-
erating myofibers at 5 and 14 dpi. Unsupervised hierarchical clus-
tering separated mature 14-dpi wild-type myofibers; however, the 
metabolic profiles of 14-dpi mfn2–/– myofibers were interspersed 
with the 5-dpi immature myofibers (Supplemental Figure 5A). We 
identified a number of metabolites altered in mfn2–/– myofibers at 

(Figure 4C). To more precisely examine genome-wide deposition, 
we performed ChIP-seq analysis in 14-dpi wild-type and mfn2–/– 
regenerating myofibers. H3K9me3 deposition was observed at 
expected loci based on previous reports (33, 34) (Supplemental 
Figure 3A), and k-means clustering revealed similar deposition 
patterns between wild-type and mfn2–/– regenerating myofibers 
(Figure 4D and Supplemental Table 2). H3K27me3 is deposited 
by polycomb gene (PcG) complexes, and evaluation of H3K27me3 
deposition revealed similar patterns at known PcG-binding genes 
(35) between wild-type and mfn2–/– myofibers (Supplemental 
Figure 3, B and C). However, k-means analysis of genome-wide 
H3K27me3 peaks revealed a cluster with significantly decreased 
deposition in mfn2–/– myofibers (Figure 4E), which included peaks 
in the Myh8 locus (Supplemental Table 2). Examination of the Myh 
locus revealed significant deposition of H3K27me3 marks in an 
intragenic region of the Myh8 locus in wild-type 14-dpi myofibers 
(Figure 4, F and G). Intragenic deposition of H3K27me3 is highly 
associated with repressed transcription (36, 37). Interestingly, the 

Figure 2. Mfn2 is required for growth of regenerating myofibers.  
(A) Mfn1 and Mfn2 transcript levels (normalized to β2-microglobulin) in 
wild-type QSCs and 2-dpi ASCs. (B) Western blots for Mfn1 and Mfn2 in 
wild-type QSCs and 2-dpi ASCs. Histone 2B (H2B) is displayed as a loading 
control; molecular weight (kDa) is indicated. (C) Schematic of muscle 
injury experiments. Tamoxifen (TMX) was given for 5 consecutive days to 
induce recombination, followed by BaCl2-mediated muscle injury. Muscles 
were analyzed at the indicated time points. (D) Representative histology 
(H&E) and immunofluorescence images of muscle cross sections of the 
indicated genotypes and time points. Staining for nuclei (DAPI, blue), 
myofiber boundaries (wheat germ agglutinin [WGA, green] or laminin 
[green]), and MyoD, MyoG, or Myh3 (red) is presented. Scale bars: 50 μm. 
(E) MyoD+ and MyoG+ cell numbers from 2-dpi muscles, normalized to 
cross-sectional area. (F) Tibialis anterior (TA) muscle weight (normalized 
to body weight) from mice at the indicated time points. (G) Cross- 
sectional area of regenerating fibers from muscles at 5, 14, and 42 dpi. 
n = 100–300 myofibers analyzed from 6–11 mice per group. Statistical 
significance was assessed using 2-tailed t test (A), 1-way ANOVA (E and 
F), or Kruskal-Wallis test (G) with adjustments for multiple comparisons. 
P values reflect comparison with the wild-type group. Box-and-whisker 
plots indicate median (horizontal line) and interquartile ranges (bounds 
of the boxes) from the indicated number of biological replicates; whiskers 
were plotted using Tukey’s method.

Figure 3. The CMT2A Mfn2T105M allele inhibits growth of regenerating myofibers. (A) Representative histology (H&E) and immunofluorescence images 
of muscle cross sections from Mfn2T105M mice at 5 and 14 dpi. Myh3 (red), laminin (green), and DAPI (blue) staining are presented. Scale bars: 50 μm. (B) 
Cross-sectional area of regenerating fibers from muscles at 5 and 14 dpi. n = 100–300 myofibers analyzed from 6–10 mice per group. Statistical significance 
was assessed using the Kolmogorov-Smirnov test (B). P values reflect comparison with the wild-type group. Box-and-whisker plots indicate median (hori-
zontal line) and interquartile ranges (bounds of the boxes) from the indicated number of biological replicates; whiskers were plotted using Tukey’s method.
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5 and 14 dpi (Supplemental Figure 5B and Supplemental Table 4). 
Overall, we did not observe changes in most TCA cycle metabo-
lites (Supplemental Figure 5C). Interestingly, metabolites related 
to ketone and amino acid oxidation (acetoacetate, β-hydroxybu-

tyrate, glutarylcarnitine) were significantly upregulated in mfn2–/– 
myofibers at both 5 and 14 dpi (Supplemental Figure 5C).

We examined HIF1α protein levels in vivo during muscle 
regeneration in wild-type, mfn2–/–, and Mfn2T105M animals. Consis-

Figure 4. Regenerating mfn2–/– myofibers are arrested at a neonatal fate. (A) Representative immunofluorescence images of muscle cross sections from 
mice of the indicated genotype at 14 dpi. Sections were stained with antibodies targeting fiber-type-specific myosin heavy chains, including Myh7 (type I, 
purple), Myh2 (type IIa, red), Myh4 (type IIb, blue), Myh1 (type IIx, red), Myh3 (embryonic, red), and Myh8 (neonatal, red). Myofiber borders were visualized 
with laminin staining (green). Scale bar: 50 μm. (B) Quantification of fiber types (as a percentage of total regenerating fibers) in wild-type and mfn2–/– ani-
mals at 14 and 42 dpi. (C) Levels of H3K9me3, H3K27me3, and a number of KDM family members in 14-dpi myofibers. Molecular weight markers (in kDa) 
are indicated. Histone 2B (H2B) and histone 3 (H3) are shown as loading controls. (D) Heatmaps representing normalized H3K9me3 ChIP-seq intensities 
of identified genome-wide peaks in 14-dpi myofibers of the indicated genotype, after k-means clustering. Peaks were ranked according to their ChIP-seq 
intensity in wild-type samples. n = 3 mice per group. (E) Heatmaps representing normalized H3K27me3 ChIP-seq intensities of identified genome-wide 
peaks in 14 dpi myofibers of the indicated genotype, after k-means clustering. Peaks were ranked according to their ChIP-seq intensity in wild-type sam-
ples. n = 3 mice per group. (F) Representative snapshots for H3K9me3 and H3K27me3 ChIP-seq analyses performed in 14-dpi myofibers of the indicated 
genotype, focusing on the myosin heavy chain locus. Increased deposition of H3K27me3 at the Myh8 gene is highlighted (red box). (G) Representative 
snapshots of H3K9me3 and H3K27me3 deposition at the Myh8 gene in 14-dpi myofibers of the indicated genotype. For each ChIP-seq data set, 3 biological 
replicates were analyzed. Box-and-whisker plots indicate median (horizontal line) and interquartile ranges (bounds of the boxes) from the indicated num-
ber of biological replicates; whiskers were plotted using Tukey’s method.
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tent with previous reports (39), wild-type animals exhibited a sig-
nificant increase in HIF1α protein levels 2 days after injury within 
the damaged region of muscle (Figure 5E). By 5 dpi, HIF1α levels 
were largely reduced to preinjury levels, indicating that the injury- 
induced rise in HIF1α is transient in wild-type animals (Figure 5E). 
Injured mfn2–/– and Mfn2T105M animals also display a significant 
upregulation of HIF1α at 2 dpi, and HIF1α levels remained high 
and present in the nuclei of new myofibers at 5 and 14 dpi (Figure 

5E). This was not due to impaired vascularization of the regen-
erating region, based on CD31 staining for capillaries at 14 dpi 
(Supplemental Figure 4D). Thus, Mfn2 is required after injury to 
lower HIF1α levels in later stages of regeneration. Mfn2 has been 
previously shown to regulate localization of NFATC2 (NFAT1), a 
calcium-dependent transcription factor (40). At 5 dpi and 14 dpi, 
mfn2–/– and Mfn2T105M regenerating myofibers displayed substan-
tial increases in nuclear localization of NFATC2 (Supplemental 

Figure 5. Mfn2-mutant regenerating myofibers exhibit sustained HIF1α signaling. (A) Gene set enrichment analysis of HIF1α target genes in mfn2–/– ver-
sus wild-type ASCs. NES, normalized enrichment score. (B) Hif1α mRNA (normalized to β2-microglobulin) in 14-dpi myofibers. (C) Western blot analysis 
of the indicated proteins in 14-dpi myofibers. Molecular weights (kDa) are indicated. (D) Mitochondrial genome (mtDNA) content, normalized to nuclear 
genome content (nDNA) in 14-dpi myofibers. (E) Representative immunofluorescence images of HIF1α (red), nuclei (DAPI, blue), and myofiber boundaries 
(wheat germ agglutinin [WGA], green) in muscle cross sections at indicated time points. Scale bars: 50 μm. Statistical significance was assessed using 
1-way ANOVA (B and D) with adjustments for multiple comparisons. Box-and-whisker plots indicate median (horizontal line) and interquartile ranges 
(bounds of the boxes) from the indicated number of biological replicates; whiskers were plotted using Tukey’s method.
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animals with GSK-J4, a potent inhibitor of KDM6A and KDM6B 
demethylases (47). Two-week treatment starting at 14 dpi (Sup-
plemental Figure 7A) was sufficient to restore H3K27me3 deposi-
tion at the Myh8 locus (Supplemental Figure 7B). We observed that 
GSK-J4–treated animals were able to proceed through the neonatal 
stage and express adult myosins (Supplemental Figure 7C), accom-
panied by increased fiber size and muscle growth (Supplemental 
Figure 7, D and E). Thus, inhibition of H3K27 demethylases regu-
lates procession through the neonatal stage during muscle regener-
ation in our Mfn2-mutant animal models.

Excess HIF1α is sufficient to arrest regenerating myofibers at the 
neonatal-adult transition. Loss of Mfn2 is predicted to have myriad 
cellular and organellar effects in regenerating myofibers. However, 
our above results with the PX-478 compound suggest that elevat-
ed HIF1α signaling represents a key feature governing regenera-
tive defects in our animal model. To definitively test the relevance 
of excess HIF1α signaling in mfn2–/– regenerating myofibers, we 
made use of a conditional knockout allele to deplete HIF1α levels 
in MuSCs (Supplemental Figure 8A). Consistent with a previous 
report (39), Hif1α deletion alone in MuSCs did not impair regener-
ation of myofibers in response to injury, including the activation of 
MuSCs, and the formation and maturation of new myofibers (Fig-
ure 7, A–D, and Supplemental Figure 8, B and C). In the background 
of Mfn2 deletion, Hif1α removal largely rescued myofiber matura-
tion defects, including significant improvements in myofiber and 
muscle size, mitochondrial content, as well as robust differentia-
tion into adult fiber types (Figure 7, A–D, and Supplemental Figure 
8D). Thus, elevated HIF1α signaling is a key functional mechanism 
by which Mfn2 governs muscle regeneration.

These data suggest the possibility of a HIF1α-mediated 
regeneration checkpoint that regulates the transition between 
neonatal and adult fiber types. While loss of HIF1α has been 
previously studied in MuSCs (39), the effects of excess HIF1α 
in regenerating myofibers has yet to be examined to the best of 
our knowledge. We therefore made use of conditional alleles tar-
geting HIF1α stability, combined with the Pax7-CreERT2 driver. In 
these experiments, we prevented degradation of HIF1α by either 
conditional removal of VHL (the substrate recognition module 
for E3 ligase–mediated degradation of HIF1α), or conditional 
expression of a proline→alanine mutant of HIF1α (HA-HIF1dPA) 
that prevents recognition by VHL (Supplemental Figure 8, E and 
F) (48, 49). In both models, we observed significant increases 
in HIF1α levels after tamoxifen and during regeneration (Figure 
8A). Both genetic models largely recapitulated key features of the 
mfn2–/– model, including normal activation of MuSCs, decreased 
fiber size and muscle weight, arrested fibers at the neonatal 
Myh8+ stage, and loss of H3K27me3 deposition at the Myh8 locus 
(Figure 8, A–D, and Supplemental Figure 8, G and H). Thus, ele-
vated HIF1α signaling during muscle regeneration is sufficient to 
inhibit myofiber maturation, including a specific blockade of the 
neonatal-to-adult fiber type transition.

Neonatal Myh8+ fibers are characteristic in severe CNM. The 
histological deficits present in mfn2–/– regenerating myofibers 
are reminiscent of a CNM phenotype. CNM comprises a group 
of rare genetic muscle disorders with variable severity, ranging 
from life-threatening infantile presentations to milder adult-on-
set forms (50). Histological findings include centrally placed 

Figure 4E). Transcription of Hif1α has been previously suggested 
to be induced by altered calcium levels (41), and we found that 
NFATC2 overexpression was sufficient to induce HIF1α protein 
levels in hypoxia-treated cells in vitro (Supplemental Figure 4F). 
We also observed NFATC2 nuclear localization and stimulated 
transcription of Hif1α in mfn2–/– myotubes in vitro (Supplemental 
Figure 2, I and J). We therefore performed in vivo ChIP-seq anal-
ysis of NFATC2 binding regions, which indicated significantly 
increased occupancy of NFATC2 at the Hif1α promoter in 14-dpi 
mfn2–/– myofibers (Supplemental Figure 4G). We did not observe 
changes in methylation marks at either Hif1α or NFATC2 loci (Sup-
plemental Figure 6, A and B). These data support a model where-
by upregulation of Mfn2 during muscle regeneration negatively 
regulates NFATC2 activity in order to suppress Hif1α transcription 
induced by muscle injury; however, we cannot rule out the possi-
bility of alternative mechanisms for HIF1α stabilization.

HIF1α signaling has been previously linked to alterations in his-
tone methylation, via the induction of demethylases or regulation 
of the PRC2 complex (42–44). We therefore tested whether excess 
HIF1α signaling mediates the neonatal (Myh8+) arrest observed in 
regenerating Mfn2-mutant myofibers. We first arrested mfn2–/– or 
Mfn2T105M myofibers in the Myh8+ state at 14 dpi, and then treated 
animals for an additional 2 weeks with vehicle or PX-478, a com-
pound known to reduce HIF1α levels (45, 46) (Figure 6A). PX-478 
treatment for 14 days was sufficient to lower HIF1α levels in both 
mfn2–/– and Mfn2T105M myofibers (Figure 6B). ChIP-qPCR analysis 
targeting the Myh8 allele revealed that PX-478 treatment restored 
H3K27me3 deposition at the Myh8 locus (Figure 6C). Strikingly, 
we observed that PX-478 (but not vehicle) treatment was suffi-
cient to release mfn2–/– and Mfn2T105M myofibers from their neona-
tal arrested state, allowing them to now adopt adult fates (Figure 
6F). This was accompanied by a partial rescue of fiber and muscle 
size (Figure 6, D and E) by 28 dpi. Thus, inhibition of HIF1α signal-
ing is sufficient to release myofibers from the maturation arrest in 
these Mfn2-mutant animal models. To test the role of H3K27me3 
demethylases, we repeated these experiments, but instead treated 

Figure 6. HIF1α inhibition enables maturation of Mfn2-mutant regen-
erating myofibers. (A) Schematic of PX-478 experiment. Tamoxifen 
(TMX) administration (5 consecutive days) was followed by BaCl2-induced 
muscle injury. At 14–28 dpi, mice were treated with PX-478 (or vehicle). (B) 
Representative immunofluorescence images of HIF1α (red), nuclei (DAPI, 
blue), and myofiber boundaries (wheat germ agglutinin [WGA], green) in 
28-dpi muscle cross sections of the indicated genotype and treatment. 
Scale bars: 50 μm. (C) Enrichment (% of input) from H3K27me3 ChIP-qPCR 
experiments targeting Myh8 in 28-dpi myofibers. (D) Cross-sectional area 
of 28-dpi myofibers of the indicated genotype and treatment. n = 300 
myofibers analyzed from 6 mice per group. (E) TA muscle weight (normal-
ized to body weight) of the indicated genotype and treatment at 28 dpi. (F) 
Representative immunofluorescence images of 28-dpi muscle cross sec-
tions of the indicated genotype and treatment. Sections were stained with 
antibodies targeting fiber-type-specific myosin heavy chains: Myh7 (type I,  
purple), Myh2 (type IIa, red), Myh4 (type IIb, blue), Myh1 (type IIx, red), 
Myh8 (neonatal, red), and myofiber boundaries (laminin, green). Scale bar: 
50 μm. Statistical significance was assessed using 2-way ANOVA (C and 
E) or Kruskal-Wallis (D) test with adjustments for multiple comparisons. 
Box-and-whisker plots indicate median (horizontal line) and interquartile 
ranges (bounds of the boxes) from the indicated number of biological 
replicates; whiskers were plotted using Tukey’s method.
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target and marker of hypoxia in clinical specimens (51, 52). From 
this analysis, we observed elevated CA3 levels in the severe CNM 
samples as compared with controls (Figure 9). We also observed 
increased nuclear localization of NFATC2 in CNM patients, par-
ticularly the patient with a DNM2 mutation (CNM1; Figure 9). 
Thus, our findings suggest that affected fibers in severe CNM 
mimic results from our Mfn2-mutant animal models, including a 
maturation arrest at the neonatal MyH8 stage and elevated HIF1α 
activity, although CNM disease is not associated with MFN2 defi-
ciencies (Supplemental Figure 9A).

Regenerating myofibers following ischemic injury engage a 
HIF1α-dependent checkpoint at the neonatal-adult fate transition. 
The above results reveal that genetic modifications associated 

nuclei within muscle fibers, sometimes accompanied by peri-
nuclear mitochondria. A number of genes have been implicated 
in CNM, including Mtm1, Dnm2, Bin1, and Ryr1; however, the 
precise disease pathophysiology is still under investigation. We 
therefore investigated myofiber fate and HIF1α status in muscle 
biopsies from genetically confirmed CNM patients and age- and 
sex-matched controls (Supplemental Table 5). Two patients with 
infantile CNM displayed a substantial number of central nuclei 
myofibers with perinuclear mitochondrial localization (Figure 
9 and Supplemental Figure 9A). Interestingly, CNM myofibers 
stained strongly positive for the neonatal MYH8 marker (Figure 
9). We investigated HIF1α status in the severely affected patients, 
making use of staining for carbonic anhydrase 3 (CA3), a HIF1α 

Figure 7. Hif1α deletion enables maturation 
in mfn2–/– regenerating myofibers. (A) 
Representative histology (H&E) and immu-
nofluorescence images of muscle cross 
sections (5 dpi). Muscle cross sections were 
stained for Myh3 (red), nuclei (DAPI, blue), 
and myofiber boundaries (laminin, green). 
Scale bars: 50 μm. (B) Cross-sectional area 
of regenerating myofibers at 5 and 14 dpi; 
100–300 myofibers were analyzed from n = 
6 mice per group. (C) Tibialis anterior (TA) 
muscle weight (normalized to body weight) 
from mice of the indicated genotype and 
treatment condition at 14 dpi. (D) Repre-
sentative H&E and immunofluorescence 
images of muscle cross sections at 14 dpi. 
Sections were stained with antibodies 
targeting fiber-type-specific myosin heavy 
chains, including Myh7 (type I, purple), 
Myh2 (type IIa, red), Myh4 (type IIb, blue), 
Myh1 (type IIx, red), and Myh8 (neonatal, 
red), and myofiber boundaries (laminin, 
green). Scale bars: 50 μm. Statistical signif-
icance was assessed using 1-way ANOVA (C) 
or Kruskal-Wallis (B) test with adjustments 
for multiple comparisons. Box-and-whisker 
plots indicate median (horizontal line) and 
interquartile ranges (bounds of the boxes) 
from the indicated number of biological 
replicates; whiskers were plotted using 
Tukey’s method.
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Figure 8. Increased HIF1α signaling inhibits maturation in regenerating myofibers. (A) Representative H&E and immunofluorescence images of muscle 
cross sections at 5 and 14 dpi. Sections were stained with antibodies targeting Myh3 (red), HIF1α (red), or Myh8 (red), as well as nuclei (DAPI, blue), and 
myofiber boundaries (wheat germ agglutinin [WGA, green] or laminin [green]). Scale bars: 50 μm. (B) Cross-sectional area of regenerating fibers from 
muscles at 5 and 14 dpi; 300 myofibers were analyzed from n = 6 mice per group. P values reflect comparison with wild-type group. (C) TA muscle weight 
(normalized to body weight) from mice of the indicated genotype and treatment condition at 14 dpi. P values reflect comparison with wild-type group. 
(D) Representative snapshots of H3K27me3 deposition at the Myh8 gene in 14-dpi myofibers of the indicated genotype. For each ChIP-seq data set, 3 
biological replicates were analyzed. Statistical significance was assessed using 1-way ANOVA (C) or Kruskal-Wallis (B) test with adjustments for multiple 
comparisons. Box-and-whisker plots indicate median (horizontal line) and interquartile ranges (bounds of the boxes) from the indicated number of biolog-
ical replicates; whiskers were plotted using Tukey’s method.
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Myh8 levels began declining and were undetectable by day 12 
(Figure 10B and Supplemental Figure 10A). Concomitantly, we 
observed an increasing deposition of H3K27me3 marks at the 
Myh8 locus starting on day 9 (Figure 11D), as well as the appear-
ance and growth of adult fiber types starting on day 10 (Figure 
11A and Supplemental Figure 10A). Thus, in response to ischemic 
injury, regenerating myofibers remain arrested in a Myh8+ state 
for several days, and transition from a neonatal to adult fate coin-
cident with reperfusion, lowering of HIF1α levels, and H3K27me3 
deposition at the Myh8 locus.

To assess the role of HIF1α in this process, we performed 
femoral artery ligations in the setting of conditional removal of 
Hif1α. In these animals, myofiber maturation was significantly 
accelerated (Figure 11, B and C). In particular, Myh8+ fibers had 
completely differentiated by day 8, approximately 4 days earlier 

with excess HIF1α levels are sufficient to arrest regenerating myo-
fibers at the neonatal (Myh8+) stage following chemically induced 
injury. In principle, arrested myofibers may delay muscle recov-
ery by inhibiting tissue maturation and growth. We therefore 
investigated whether wild-type animals engage a similar arrest 
during recovery from severe muscle injury. We implemented an 
ischemic injury model, making use of a femoral artery ligation 
protocol that robustly limits blood flow to the affect limb and is 
associated with severe muscle injury (53, 54). We assessed wild-
type animals at 5 to 14 days post ligation (dpl), and noted that 
HIF1α levels declined at 7–9 dpl in the TA muscle (Figure 10A 
and Supplemental Figure 10A), which correlates with the timing 
of reperfusion of the limb by peripheral arteries (based on previ-
ous studies; ref. 54). Wild-type regenerating myofibers remained 
arrested in the neonatal Myh8+ state until day 9, at which point 

Figure 9. Myh8+ fibers are characteristic of severe centronuclear myopathy. Representative images of histology (H&E) and immunofluorescence for 
MYH8, CA3, and NFATC2 from a patient with infantile CNM due to a Dnm2 mutation (CNM1) and an age- and sex-matched control (Control 1), and a patient 
with infantile CNM due to a Mtm1 mutation (CNM2) and an age- and sex-matched control (Control 2). Myofiber boundaries were visualized with wheat 
germ agglutinin (WGA) staining, and nuclei were visualized with DAPI staining. Scale bars: 20 μm.
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Discussion
The ability of HIF1α to regulate fate 
specification of regenerating myofibers 
constitutes a new physiological role 
for its already versatile signaling path-
way. In regenerating muscle, HIF1α 
activity regulates myofiber fate spec-
ification and epigenetic control of the 
neonatal Myh8 locus, where repressive 
H3K27me3 marks appear necessary to 
suppress expression of developmental 
myosins and allow fibers to adopt adult 
fates. These data support a model in 
which muscle regeneration contains 
a checkpoint that prevents adult fiber 
type specification in the presence of 
HIF1α signaling. Importantly, inhibi-
tion of HIF1α allows myofibers to pass 
this checkpoint, thereby accelerating 
the regeneration process. We note that 
a limitation of our study is that our 
experiments exclusively focused on 
the TA muscle of mice, which predom-
inantly consists of fast-twitch (type IIX 
and IIB) fibers. It is possible that oth-
er muscles with alternative fiber type 
compositions, including human mus-
cles, may respond differently during the 
regenerative process.

The involvement of HIF1α suggests 
that ischemia and reperfusion of the 

injured area play important roles in regulating myofiber speci-
fication during muscle repair. Indeed, a large number of studies 
have previously assessed the role of both hypoxia and hyperox-
ia in MuSC activation, in both in vitro and in vivo contexts (55). 
Although some of these studies have provided mixed results, 
hyperbaric oxygen therapy has been shown in animal models 
to increase the size of myofibers following muscle injury, and is 
commonly used in athletes to promote muscle recovery (56–58). 

as compared with wild-type animals (Figure 10B, Figure 11B, and 
Supplemental Figure 10A). These events correlated with an earlier 
deposition of H3K27me3 marks at the Myh8 locus, and an earlier 
appearance and growth of adult fiber types (Figure 11, A, C, and 
D). Thus, regenerating myofibers arrest at a Myh8+ state in the set-
ting of severe injury in a HIF1α-dependent manner. In the setting 
of Hif1α removal, this arrest is bypassed, resulting in accelerated 
growth and maturation of muscle tissue.

Figure 10. Regenerating myofibers pause at 
the neonatal-adult transition in response 
to ischemic injury. (A) Representative 
immunofluorescence images of muscle cross 
sections from wild-type and hif1α–/– mice at 
the indicated time points (days post ligation, 
dpl). Muscle cross sections were stained 
with antibodies targeting HIF1α (red). Nuclei 
were visualized with DAPI, and myofiber 
boundaries were visualized with laminin 
staining (green) or wheat germ agglutinin 
(WGA, green). Scale bar: 50 μm. (B) Same as 
A, except cross sections were stained with 
antibodies targeting Myh8 (neonatal myosin 
heavy chain, red). Myofiber boundaries were 
visualized with laminin staining (green). 
Scale bar: 50 μm.
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Figure 11. Hif1α deletion accelerates myofiber maturation during muscle regeneration in response to ischemic injury. (A) Representative immunofluo-
rescence images of muscle cross sections from wild-type and hif1α–/– mice at the indicated time points (days post ligation, dpl). Muscle cross sections were 
stained with antibodies targeting fiber-type-specific myosin heavy chains, including Myh7 (type I, purple), Myh2 (type IIa, red), Myh4 (type IIb, blue), and 
Myh1 (type IIx, red). Myofiber boundaries were visualized with laminin staining (green). Scale bar: 50 μm. (B) Quantification of the percentage of regener-
ating myofibers positive for Myh8 staining in the indicate genotypes. (C) Quantification of the percentage of regenerative myofibers of the indicated adult 
fiber type, in the indicated genotypes. (D) Quantification of enrichment (% of input) from H3K27me3 ChIP-qPCR experiments targeting the Myh8 gene. 
Experiments were performed in regenerating myofibers from animals of the indicated genotype and time point. n = 1 animal per genotype per time point. 
Statistical significance was assessed using 2-way ANOVA (B and D).
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Expression Omnibus (GEO GSE185106). Other data and materials 
are provided within the manuscript and supplementary materials, or 
available upon reasonable request.

Study approval. All animal studies were approved by the Univer-
sity of Texas Southwestern Medical Center Institutional Animal Care 
& Use Committee. Human studies were approved as a retrospective 
study on archived excess patient tissue by the University of Texas 
Southwestern Medical Center Institutional Review Board.
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The precise mechanisms relating hyperoxia to muscle regener-
ation are unknown, but have largely focused on proliferation of 
activated MuSCs. A previous study (39) indicated that removal 
of HIF1α in MuSCs allows for an increased number of ASCs that 
promoted increased size of regenerated myofibers. Our results 
complement these findings by showing that loss of HIF1α also 
promotes muscle regeneration by accelerating transition of myo-
fibers into an adult fate.

Our data add to the proposed techniques to enhance muscle 
regeneration by suggesting a therapeutic intervention targeted to 
the latter stages of muscle repair, when newly developed myofibers 
are growing and transitioning into adult fiber types. Previous work 
on enhancing muscle growth during recovery has largely focused 
on nutrient supplementation, physical therapy, and mechanical 
scaffolds (59). We show above that there exists a HIF1α-depen-
dent pause at the neonatal-adult transition, which is targetable 
and offers an opportunity to accelerate muscle repair through the 
use of orally available HIF1α or KDM6 inhibitors. HIF1α loss in 
skeletal muscle is well tolerated in animal studies (60), indicating 
that bypassing this checkpoint does not significantly impair tissue 
health. The KDM6 inhibitor used here (GSK-J4) has been report-
ed to inhibit the expression of myogenin during early stages of 
muscle regeneration (61), suggesting that the beneficial effects of 
demethylase inhibition are restricted to the latter stage of muscle 
regeneration. In future work, it will be interesting to test whether 
these inhibitors synergize with therapies targeted to earlier stages 
of muscle regeneration (MuSC activation, immune cell clearance). 
In addition, developing muscle fibers in the embryonic and neona-
tal stages go through a parallel fate specification pattern (9), and 
we found that pediatric CNM patients with severe disease exhib-
it histological and fate specification characteristics similar to our 
mfn2–/– regenerating myofibers. It will be interesting to explore 
whether a similar HIF1α checkpoint regulates the timing of adult 
fiber specification and growth during development, and impacts 
the development of CNM pathology.

These results also highlight a role for mitochondria in MuSC 
function beyond their function as ATP generators. Here, we find 
that a key role for Mfn2 in regenerating myofibers relates to its 
ability to negatively regulate HIF1α signaling. Removal of Mfn2 
alone is largely dispensable in adult muscle fibers (23, 62, 63), 
but is predicted to have myriad cellular and organellar effects. 
Our results instead highlight a context-specific requirement for 
Mfn2 in regenerating myofibers that is functionally mediated 
by alterations in HIF1α signaling. Interestingly, we observed 
similar phenotypes with overexpression of the CMT2A disease–
associated Mfn2T105M allele, suggesting that delayed myofiber 
regeneration may contribute to the disease pathophysiology 
in associated patients. Muscle biopsies are not routinely per-
formed on CMT2A patients, and thus it will be important to 
assess in a future prospective study whether these patients suf-
fer from impaired tissue regeneration.

Methods
Detailed method information, including information on statistical 
analyses, is included in Supplemental Methods.

Data and material availability. Raw and processed data for 
RNA-seq and ChIP-seq experiments are available at the NCBI Gene 

https://doi.org/10.1172/JCI161638
mailto://prashant.mishra@utsouthwestern.edu
mailto://prashant.mishra@utsouthwestern.edu
https://www.jci.org/articles/view/161638#sd


The Journal of Clinical Investigation   R E S E A R C H  A R T I C L E

J Clin Invest. 2022;132(23):e161638  https://doi.org/10.1172/JCI1616381 6

 1. Charge SB, Rudnicki MA. Cellular and molecular 
regulation of muscle regeneration. Physiol Rev. 
2004;84(1):209–238.

 2. Morton RW, et al. A systematic review, meta-anal-
ysis and meta-regression of the effect of protein 
supplementation on resistance training-induced 
gains in muscle mass and strength in healthy 
adults. Br J Sports Med. 2018;52(6):376–384.

 3. Howatson G, et al. Exercise-induced muscle 
damage is reduced in resistance-trained males 
by branched chain amino acids: a randomized, 
double-blind, placebo controlled study. J Int Soc 
Sports Nutr. 2012;9:20.

 4. Jiaming Y, Rahimi MH. Creatine supplementa-
tion effect on recovery following exercise- 
induced muscle damage: A systematic review 
and meta-analysis of randomized controlled  
trials. J Food Biochem. 2021;45(10):e13916.

 5. Feige P, et al. Orienting muscle stem cells for 
regeneration in homeostasis, aging, and disease. 
Cell Stem Cell. 2018;23(5):653–664.

 6. Raimondo TM, Mooney DJ. Functional muscle 
recovery with nanoparticle-directed M2 macro-
phage polarization in mice. Proc Natl Acad Sci  
U S A. 2018;115(42):10648–10653.

 7. Seo BR, et al. Skeletal muscle regeneration with 
robotic actuation-mediated clearance of neutro-
phils. Sci Transl Med. 2021;13(614):eabe8868.

 8. Ho ATV, et al. Prostaglandin E2 is essential for 
efficacious skeletal muscle stem-cell function, 
augmenting regeneration and strength. Proc Natl 
Acad Sci U S A. 2017;114(26):6675–6684.

 9. Schiaffino S, et al. Developmental myosins: 
expression patterns and functional significance. 
Skelet Muscle. 2015;5:22.

 10. Mishra P, et al. Mitochondrial dynamics is a dis-
tinguishing feature of skeletal muscle fiber types 
and regulates organellar compartmentalization. 
Cell Metab. 2015;22(6):1033–1044.

 11. Duguez S, et al. Mitochondrial biogenesis during 
skeletal muscle regeneration. Am J Physiol Endo-
crinol Metab. 2002;282(4):E802–E809.

 12. Rahman FA, Quadrilatero J. Mitochondrial net-
work remodeling: an important feature of myo-
genesis and skeletal muscle regeneration. Cell 
Mol Life Sci. 2021;78(10):4653–4675.

 13. Shintaku J, et al. MyoD regulates skeletal muscle 
oxidative metabolism cooperatively with alterna-
tive NF-κB. Cell Rep. 2016;17(2):514–526.

 14. Murphy MM, et al. Satellite cells, connective 
tissue fibroblasts and their interactions are 
crucial for muscle regeneration. Development. 
2011;138(17):3625–3637.

 15. Pham AH, et al. Mouse lines with photo- 
activatable mitochondria to study mitochondrial 
dynamics. Genesis. 2012;50(11):833–843.

 16. Sicherer ST, et al. Recent trends in injury models 
to study skeletal muscle regeneration and repair. 
Bioengineering (Basel). 2020;7(3):76.

 17. Hardy D, et al. Comparative study of injury  
models for studying muscle regeneration in mice. 
PLoS One. 2016;11(1):e0147198.

 18. Beauchamp JR, et al. Expression of CD34 
and Myf5 defines the majority of quiescent 
adult skeletal muscle satellite cells. J Cell Biol. 
2000;151(6):1221–1234.

 19. Finck BN, Kelly DP. PGC-1 coactivators: induc-
ible regulators of energy metabolism in health 

and disease. J Clin Invest. 2006;116(3):615–622.
 20. Liesa M, et al. Mitochondrial fusion is increased 

by the nuclear coactivator PGC-1beta. PLoS One. 
2008;3(10):e3613.

 21. Filadi R, et al. Mitofusin 2 ablation increases endo-
plasmic reticulum-mitochondria coupling. Proc 
Natl Acad Sci U S A. 2015;112(17):E2174–E2181.

 22. de Brito OM, Scorrano L. Mitofusin 2 tethers 
endoplasmic reticulum to mitochondria. Nature. 
2008;456(7222):605–610.

 23. Chen H, et al. Mitochondrial fusion is required for 
mtDNA stability in skeletal muscle and tolerance 
of mtDNA mutations. Cell. 2010;141(2):280–289.

 24. Feely SM, et al. MFN2 mutations cause severe 
phenotypes in most patients with CMT2A. Neu-
rology. 2011;76(20):1690–1696.

 25. Zuchner S, et al. Mutations in the mitochondrial 
GTPase mitofusin 2 cause Charcot- 
Marie-Tooth neuropathy type 2A. Nat Genet. 
2004;36(5):449–451.

 26. Bannerman P, et al. Mice hemizygous for a 
pathogenic mitofusin-2 allele exhibit hind 
limb/foot gait deficits and phenotypic per-
turbations in nerve and muscle. PLoS One. 
2016;11(12):e0167573.

 27. Weiss A, et al. Organization of human and 
mouse skeletal myosin heavy chain gene clusters 
is highly conserved. Proc Natl Acad Sci U S A. 
1999;96(6):2958–2963.

 28. Sartore S, et al. Fetal myosin heavy 
chains in regenerating muscle. Nature. 
1982;298(5871):294–296.

 29. Whalen RG, et al. Three myosin heavy-chain iso-
zymes appear sequentially in rat muscle develop-
ment. Nature. 1981;292(5826):805–809.

 30. Palacios D, et al. TNF/p38α/polycomb signaling 
to Pax7 locus in satellite cells links inflammation 
to the epigenetic control of muscle regeneration. 
Cell Stem Cell. 2010;7(4):455–469.

 31. Juan AH, et al. Polycomb EZH2 controls self- 
renewal and safeguards the transcriptional 
identity of skeletal muscle stem cells. Genes Dev. 
2011;25(8):789–794.

 32. Liu L, et al. Chromatin modifications as determi-
nants of muscle stem cell quiescence and chrono-
logical aging. Cell Rep. 2013;4(1):189–204.

 33. O’Geen H, et al. Genome-wide analysis of KAP1 
binding suggests autoregulation of KRAB-ZNFs. 
PLoS Genet. 2007;3(6):e89.

 34. Blahnik KR, et al. Characterization of the contra-
dictory chromatin signatures at the 3’ exons of 
zinc finger genes. PLoS One. 2011;6(2):e17121.

 35. Bracken AP, et al. Genome-wide mapping of Poly-
comb target genes unravels their roles in cell fate 
transitions. Genes Dev. 2006;20(9):1123–1136.

 36. Boyer LA, et al. Polycomb complexes repress 
developmental regulators in murine embryonic 
stem cells. Nature. 2006;441(7091):349–353.

 37. Young MD, et al. ChIP-seq analysis reveals 
distinct H3K27me3 profiles that correlate 
with transcriptional activity. Nucleic Acids Res. 
2011;39(17):7415–7427.

 38. Semenza GL. Hypoxia-inducible factor 1: regula-
tor of mitochondrial metabolism and mediator of 
ischemic preconditioning. Biochim Biophys Acta. 
2011;1813(7):1263–1268.

 39. Majmundar AJ, et al. HIF modulation of Wnt 
signaling regulates skeletal myogenesis in vivo. 

Development. 2015;142(14):2405–2412.
 40. Luchsinger LL, et al. Mitofusin 2 maintains hae-

matopoietic stem cells with extensive lymphoid 
potential. Nature. 2016;529(7587):528–531.

 41. Walczak-Drzewiecka A, et al. HIF-1alpha is 
up-regulated in activated mast cells by a process 
that involves calcineurin and NFAT. J Immunol. 
2008;181(3):1665–1672.

 42. Xia X, et al. Integrative analysis of HIF binding 
and transactivation reveals its role in maintaining 
histone methylation homeostasis. Proc Natl Acad 
Sci U S A. 2009;106(11):4260–4265.

 43. Mahara S, et al. HIFI-α activation underlies a 
functional switch in the paradoxical role of Ezh2/
PRC2 in breast cancer. Proc Natl Acad Sci U S A. 
2016;113(26):E3735–E3744.

 44. Chakraborty AA, et al. HIF activation causes 
synthetic lethality between the VHL tumor sup-
pressor and the EZH1 histone methyltransferase. 
Sci Transl Med. 2017;9(398):eaal5272.

 45. Koh MY, et al. Molecular mechanisms for the 
activity of PX-478, an antitumor inhibitor of the 
hypoxia-inducible factor-1alpha. Mol Cancer 
Ther. 2008;7(1):90–100.

 46. Welsh S, et al. Antitumor activity and pharma-
codynamic properties of PX-478, an inhibitor 
of hypoxia-inducible factor-1alpha. Mol Cancer 
Ther. 2004;3(3):233–244.

 47. Kruidenier L, et al. A selective jumonji H3K27 
demethylase inhibitor modulates the proin-
flammatory macrophage response. Nature. 
2012;488(7411):404–408.

 48. Kim WY, et al. Failure to prolyl hydroxylate hypox-
ia-inducible factor alpha phenocopies VHL inacti-
vation in vivo. EMBO J. 2006;25(19):4650–4662.

 49. Haase VH, et al. Vascular tumors in livers with 
targeted inactivation of the von Hippel-Lindau 
tumor suppressor. Proc Natl Acad Sci U S A. 
2001;98(4):1583–1588.

 50. Gomez-Oca R, et al. Common pathogenic mech-
anisms in centronuclear and myotubular myopa-
thies and latest treatment advances. Int J Mol Sci. 
2021;22(21):11377.

 51. Wykoff CC, et al. Hypoxia-inducible expression 
of tumor-associated carbonic anhydrases. Cancer 
Res. 2000;60(24):7075–7083.

 52. Cai C, et al. Regional ischemic immune myopa-
thy: a paraneoplastic dermatomyopathy. J Neuro-
pathol Exp Neurol. 2014;73(12):1126–1133.

 53. Niiyama H, et al. Murine model of hindlimb isch-
emia. J Vis Exp. 2009;(23):1035.

 54. Skuli N, et al. Endothelial HIF-2α regulates murine 
pathological angiogenesis and revascularization 
processes. J Clin Invest. 2012;122(4):1427–1443.

 55. Pircher T, et al. Hypoxic signaling in skeletal 
muscle maintenance and regeneration: a system-
atic review. Front Physiol. 2021;12:684899.

 56. Oyaizu T, et al. Hyperbaric oxygen reduces 
inflammation, oxygenates injured muscle, and 
regenerates skeletal muscle via macrophage and 
satellite cell activation. Sci Rep. 2018;8(1):1288.

 57. Ishii Y, et al. Hyperbaric oxygen as an adjuvant 
for athletes. Sports Med. 2005;35(9):739–746.

 58. Chen CY, et al. Early recovery of exercise- 
related muscular injury by HBOT. Biomed Res Int. 
2019;2019:6289380.

 59. Liu J, et al. Current methods for skeletal muscle 
tissue repair and regeneration. Biomed Res Int. 

https://doi.org/10.1172/JCI161638
https://doi.org/10.1152/physrev.00019.2003
https://doi.org/10.1152/physrev.00019.2003
https://doi.org/10.1152/physrev.00019.2003
https://doi.org/10.1136/bjsports-2017-097608
https://doi.org/10.1136/bjsports-2017-097608
https://doi.org/10.1136/bjsports-2017-097608
https://doi.org/10.1136/bjsports-2017-097608
https://doi.org/10.1136/bjsports-2017-097608
https://doi.org/10.1186/1550-2783-9-20
https://doi.org/10.1186/1550-2783-9-20
https://doi.org/10.1186/1550-2783-9-20
https://doi.org/10.1186/1550-2783-9-20
https://doi.org/10.1186/1550-2783-9-20
https://doi.org/10.1016/j.stem.2018.10.006
https://doi.org/10.1016/j.stem.2018.10.006
https://doi.org/10.1016/j.stem.2018.10.006
https://doi.org/10.1073/pnas.1806908115
https://doi.org/10.1073/pnas.1806908115
https://doi.org/10.1073/pnas.1806908115
https://doi.org/10.1073/pnas.1806908115
https://doi.org/10.1126/scitranslmed.abe8868
https://doi.org/10.1126/scitranslmed.abe8868
https://doi.org/10.1126/scitranslmed.abe8868
https://doi.org/10.1073/pnas.1705420114
https://doi.org/10.1073/pnas.1705420114
https://doi.org/10.1073/pnas.1705420114
https://doi.org/10.1073/pnas.1705420114
https://doi.org/10.1186/s13395-015-0046-6
https://doi.org/10.1186/s13395-015-0046-6
https://doi.org/10.1186/s13395-015-0046-6
https://doi.org/10.1016/j.cmet.2015.09.027
https://doi.org/10.1016/j.cmet.2015.09.027
https://doi.org/10.1016/j.cmet.2015.09.027
https://doi.org/10.1016/j.cmet.2015.09.027
https://doi.org/10.1152/ajpendo.00343.2001
https://doi.org/10.1152/ajpendo.00343.2001
https://doi.org/10.1152/ajpendo.00343.2001
https://doi.org/10.1007/s00018-021-03807-9
https://doi.org/10.1007/s00018-021-03807-9
https://doi.org/10.1007/s00018-021-03807-9
https://doi.org/10.1007/s00018-021-03807-9
https://doi.org/10.1016/j.celrep.2016.09.010
https://doi.org/10.1016/j.celrep.2016.09.010
https://doi.org/10.1016/j.celrep.2016.09.010
https://doi.org/10.1242/dev.064162
https://doi.org/10.1242/dev.064162
https://doi.org/10.1242/dev.064162
https://doi.org/10.1242/dev.064162
https://doi.org/10.1002/dvg.22050
https://doi.org/10.1002/dvg.22050
https://doi.org/10.1002/dvg.22050
https://doi.org/10.3390/bioengineering7030076
https://doi.org/10.3390/bioengineering7030076
https://doi.org/10.3390/bioengineering7030076
https://doi.org/10.1371/journal.pone.0147198
https://doi.org/10.1371/journal.pone.0147198
https://doi.org/10.1371/journal.pone.0147198
https://doi.org/10.1083/jcb.151.6.1221
https://doi.org/10.1083/jcb.151.6.1221
https://doi.org/10.1083/jcb.151.6.1221
https://doi.org/10.1083/jcb.151.6.1221
https://doi.org/10.1172/JCI27794
https://doi.org/10.1172/JCI27794
https://doi.org/10.1172/JCI27794
https://doi.org/10.1371/journal.pone.0003613
https://doi.org/10.1371/journal.pone.0003613
https://doi.org/10.1371/journal.pone.0003613
https://doi.org/10.1038/nature07534
https://doi.org/10.1038/nature07534
https://doi.org/10.1038/nature07534
https://doi.org/10.1016/j.cell.2010.02.026
https://doi.org/10.1016/j.cell.2010.02.026
https://doi.org/10.1016/j.cell.2010.02.026
https://doi.org/10.1212/WNL.0b013e31821a441e
https://doi.org/10.1212/WNL.0b013e31821a441e
https://doi.org/10.1212/WNL.0b013e31821a441e
https://doi.org/10.1038/ng1341
https://doi.org/10.1038/ng1341
https://doi.org/10.1038/ng1341
https://doi.org/10.1038/ng1341
https://doi.org/10.1371/journal.pone.0167573
https://doi.org/10.1371/journal.pone.0167573
https://doi.org/10.1371/journal.pone.0167573
https://doi.org/10.1371/journal.pone.0167573
https://doi.org/10.1371/journal.pone.0167573
https://doi.org/10.1073/pnas.96.6.2958
https://doi.org/10.1073/pnas.96.6.2958
https://doi.org/10.1073/pnas.96.6.2958
https://doi.org/10.1073/pnas.96.6.2958
https://doi.org/10.1038/298294a0
https://doi.org/10.1038/298294a0
https://doi.org/10.1038/298294a0
https://doi.org/10.1038/292805a0
https://doi.org/10.1038/292805a0
https://doi.org/10.1038/292805a0
https://doi.org/10.1016/j.stem.2010.08.013
https://doi.org/10.1016/j.stem.2010.08.013
https://doi.org/10.1016/j.stem.2010.08.013
https://doi.org/10.1016/j.stem.2010.08.013
https://doi.org/10.1101/gad.2027911
https://doi.org/10.1101/gad.2027911
https://doi.org/10.1101/gad.2027911
https://doi.org/10.1101/gad.2027911
https://doi.org/10.1016/j.celrep.2013.05.043
https://doi.org/10.1016/j.celrep.2013.05.043
https://doi.org/10.1016/j.celrep.2013.05.043
https://doi.org/10.1371/journal.pgen.0030089
https://doi.org/10.1371/journal.pgen.0030089
https://doi.org/10.1371/journal.pgen.0030089
https://doi.org/10.1371/journal.pone.0017121
https://doi.org/10.1371/journal.pone.0017121
https://doi.org/10.1371/journal.pone.0017121
https://doi.org/10.1101/gad.381706
https://doi.org/10.1101/gad.381706
https://doi.org/10.1101/gad.381706
https://doi.org/10.1038/nature04733
https://doi.org/10.1038/nature04733
https://doi.org/10.1038/nature04733
https://doi.org/10.1093/nar/gkr416
https://doi.org/10.1093/nar/gkr416
https://doi.org/10.1093/nar/gkr416
https://doi.org/10.1093/nar/gkr416
https://doi.org/10.1016/j.bbamcr.2010.08.006
https://doi.org/10.1016/j.bbamcr.2010.08.006
https://doi.org/10.1016/j.bbamcr.2010.08.006
https://doi.org/10.1016/j.bbamcr.2010.08.006
https://doi.org/10.1038/nature16500
https://doi.org/10.1038/nature16500
https://doi.org/10.1038/nature16500
https://doi.org/10.4049/jimmunol.181.3.1665
https://doi.org/10.4049/jimmunol.181.3.1665
https://doi.org/10.4049/jimmunol.181.3.1665
https://doi.org/10.4049/jimmunol.181.3.1665
https://doi.org/10.1073/pnas.0810067106
https://doi.org/10.1073/pnas.0810067106
https://doi.org/10.1073/pnas.0810067106
https://doi.org/10.1073/pnas.0810067106
https://doi.org/10.1126/scitranslmed.aal5272
https://doi.org/10.1126/scitranslmed.aal5272
https://doi.org/10.1126/scitranslmed.aal5272
https://doi.org/10.1126/scitranslmed.aal5272
https://doi.org/10.1158/1535-7163.MCT-07-0463
https://doi.org/10.1158/1535-7163.MCT-07-0463
https://doi.org/10.1158/1535-7163.MCT-07-0463
https://doi.org/10.1158/1535-7163.MCT-07-0463
https://doi.org/10.1158/1535-7163.233.3.3
https://doi.org/10.1158/1535-7163.233.3.3
https://doi.org/10.1158/1535-7163.233.3.3
https://doi.org/10.1158/1535-7163.233.3.3
https://doi.org/10.1038/nature11262
https://doi.org/10.1038/nature11262
https://doi.org/10.1038/nature11262
https://doi.org/10.1038/nature11262
https://doi.org/10.1038/sj.emboj.7601300
https://doi.org/10.1038/sj.emboj.7601300
https://doi.org/10.1038/sj.emboj.7601300
https://doi.org/10.1073/pnas.98.4.1583
https://doi.org/10.1073/pnas.98.4.1583
https://doi.org/10.1073/pnas.98.4.1583
https://doi.org/10.1073/pnas.98.4.1583
https://doi.org/10.3390/ijms222111377
https://doi.org/10.3390/ijms222111377
https://doi.org/10.3390/ijms222111377
https://doi.org/10.3390/ijms222111377
https://doi.org/10.1097/NEN.0000000000000132
https://doi.org/10.1097/NEN.0000000000000132
https://doi.org/10.1097/NEN.0000000000000132
https://doi.org/10.3791/1035 
https://doi.org/10.3791/1035 
https://doi.org/10.1172/JCI57322
https://doi.org/10.1172/JCI57322
https://doi.org/10.1172/JCI57322
https://doi.org/10.3389/fphys.2021.684899
https://doi.org/10.3389/fphys.2021.684899
https://doi.org/10.3389/fphys.2021.684899
https://doi.org/10.1038/s41598-018-19670-x
https://doi.org/10.1038/s41598-018-19670-x
https://doi.org/10.1038/s41598-018-19670-x
https://doi.org/10.1038/s41598-018-19670-x
https://doi.org/10.2165/00007256-200535090-00001
https://doi.org/10.2165/00007256-200535090-00001


The Journal of Clinical Investigation   R E S E A R C H  A R T I C L E

1 7J Clin Invest. 2022;132(23):e161638  https://doi.org/10.1172/JCI161638

2018;2018:1984879.
 60. Mason SD, et al. Loss of skeletal muscle HIF- 

1alpha results in altered exercise endurance. 
PLoS Biol. 2004;2(10):e288.

 61. Faralli H, et al. UTX demethylase activity is 
required for satellite cell-mediated muscle regen-
eration. J Clin Invest. 2016;126(4):1555–1565.

 62. Bell MB, et al. Adult skeletal muscle deletion of 
Mitofusin 1 and 2 impedes exercise performance 
and training capacity. J Appl Physiol (1985). 
2019;126(2):341–353.

 63. Sebastian D, et al. Mfn2 deficiency links age- 
related sarcopenia and impaired autophagy to 
activation of an adaptive mitophagy pathway. 
EMBO J. 2016;35(15):1677–1693.

 64. Caldwell CJ, et al. Role of the basement mem-
brane in the regeneration of skeletal muscle. 

Neuropathol Appl Neurobiol. 1990;16(3):225–238.
 65. Agrawal S, et al. El-MAVEN: a fast, robust, and 

user-friendly mass spectrometry data process-
ing engine for metabolomics. Methods Mol Biol. 
2019;1978:301–321.

 66. Liu L, et al. Isolation of skeletal muscle stem cells 
by fluorescence-activated cell sorting. Nat Pro-
toc. 2015;10(10):1612–1624.

 67. Wang X, et al. Scinderin promotes fusion of elec-
tron transport chain dysfunctional muscle stem 
cells with myofibers. Nat Aging. 2022;2(2):155–169.

 68. Schaefer CF, et al. PID: the pathway 
interaction database. Nucleic Acids Res. 
2009;37(d1):D674–D679.

 69. Subramanian A, et al. Gene set enrichment analy-
sis: a knowledge-based approach for interpreting 
genome-wide expression profiles. Proc Natl Acad 

Sci U S A. 2005;102(43):15545–15550.
 70. Gu Z, et al. Loss of EZH2 reprograms BCAA 

metabolism to drive leukemic transformation. 
Cancer Discov. 2019;9(9):1228–1247.

 71. Xu J, et al. Transcriptional silencing of {gam-
ma}-globin by BCL11A involves long-range inter-
actions and cooperation with SOX6. Genes Dev. 
2010;24(8):783–798.

 72. Li H, Durbin R. Fast and accurate short read 
alignment with Burrows-Wheeler transform. Bio-
informatics. 2009;25(14):1754–1760.

 73. Zhang Y, et al. Model-based analysis of ChIP-Seq 
(MACS). Genome Biol. 2008;9(9):R137.

 74. Livak KJ, Schmittgen TD. Analysis of relative 
gene expression data using real-time quantitative 
PCR and the 2(-Delta Delta C(T)) method. Meth-
ods. 2001;25(4):402–408.

https://doi.org/10.1172/JCI161638
https://doi.org/10.1371/journal.pbio.0020288
https://doi.org/10.1371/journal.pbio.0020288
https://doi.org/10.1371/journal.pbio.0020288
https://doi.org/10.1172/JCI83239
https://doi.org/10.1172/JCI83239
https://doi.org/10.1172/JCI83239
https://doi.org/10.1152/japplphysiol.00719.2018
https://doi.org/10.1152/japplphysiol.00719.2018
https://doi.org/10.1152/japplphysiol.00719.2018
https://doi.org/10.1152/japplphysiol.00719.2018
https://doi.org/10.15252/embj.201593084
https://doi.org/10.15252/embj.201593084
https://doi.org/10.15252/embj.201593084
https://doi.org/10.15252/embj.201593084
https://doi.org/10.1111/j.1365-2990.1990.tb01159.x
https://doi.org/10.1111/j.1365-2990.1990.tb01159.x
https://doi.org/10.1111/j.1365-2990.1990.tb01159.x
https://doi.org/10.1007/978-1-4939-9236-2_19
https://doi.org/10.1007/978-1-4939-9236-2_19
https://doi.org/10.1007/978-1-4939-9236-2_19
https://doi.org/10.1007/978-1-4939-9236-2_19
https://doi.org/10.1038/nprot.2015.110
https://doi.org/10.1038/nprot.2015.110
https://doi.org/10.1038/nprot.2015.110
https://doi.org/10.1038/s43587-021-00164-x
https://doi.org/10.1038/s43587-021-00164-x
https://doi.org/10.1038/s43587-021-00164-x
https://doi.org/10.1073/pnas.0506580102
https://doi.org/10.1073/pnas.0506580102
https://doi.org/10.1073/pnas.0506580102
https://doi.org/10.1073/pnas.0506580102
https://doi.org/10.1158/2159-8290.CD-19-0152
https://doi.org/10.1158/2159-8290.CD-19-0152
https://doi.org/10.1158/2159-8290.CD-19-0152
https://doi.org/10.1101/gad.1897310
https://doi.org/10.1101/gad.1897310
https://doi.org/10.1101/gad.1897310
https://doi.org/10.1101/gad.1897310
https://doi.org/10.1093/bioinformatics/btp324
https://doi.org/10.1093/bioinformatics/btp324
https://doi.org/10.1093/bioinformatics/btp324
https://doi.org/10.1186/gb-2008-9-9-r137
https://doi.org/10.1186/gb-2008-9-9-r137
https://doi.org/10.1006/meth.2001.1262
https://doi.org/10.1006/meth.2001.1262
https://doi.org/10.1006/meth.2001.1262
https://doi.org/10.1006/meth.2001.1262

