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Simple Summary: Excessive exercise can lead to muscle atrophy, which is particularly concerning
in professional athletes. However, the effects of excessive exercise on the skeletal muscle system
remain unclear. Here, we used a zebrafish model of excessive exercise to identify genes that are
dysregulated during excessive exercise. We mapped the identified genes to regulatory networks to
gain an understanding of their functions during muscle atrophy. We identified several important
mechanisms by which excessive exercise can lead to muscle wasting and prevent regeneration. Our
findings provide fundamental knowledge on the effect of overtraining on the skeletal muscle system,
and will enable better monitoring of muscle condition in athletes.

Abstract: Long-term imbalance between fatigue and recovery may eventually lead to muscle weak-
ness or even atrophy. We previously reported that excessive exercise induces pathological cardiac
hypertrophy. However, the effect of excessive exercise on the skeletal muscles remains unclear. In
the present study, we successfully established an excessive-exercise-induced skeletal muscle atrophy
zebrafish model, with decreased muscle fiber size, critical swimming speed, and maximal oxygen
consumption. High-throughput RNA-seq analysis identified differentially expressed genes in the
model system compared with control zebrafish. Gene ontology and KEGG enrichment analysis
revealed that the upregulated genes were enriched in autophagy, homeostasis, circadian rhythm,
response to oxidative stress, apoptosis, the p53 signaling pathway, and the FoxO signaling pathway.
Protein–protein interaction network analysis identified several hub genes, including keap1b, per3,
ulk1b, socs2, esrp1, bcl2l1, hsp70, igf2r, mdm2, rab18a, col1a1a, fn1a, ppih, tpx2, uba5, nhlrc2, mcm4,
tac1, b3gat3, and ddost, that correlate with the pathogenesis of skeletal muscle atrophy induced
by excessive exercise. The underlying regulatory pathways and muscle-pressure-response-related
genes identified in the present study will provide valuable insights for prescribing safe and accurate
exercise programs for athletes and the supervision and clinical treatment of muscle atrophy induced
by excessive exercise.

Keywords: skeletal muscle atrophy; excessive exercise; FoxO signaling pathway; Wnt signaling
pathway; p53 signaling pathway

1. Introduction

Proper exercise can improve skeletal muscle adaptability through increased endurance
and strength, by inducing mitochondrial regeneration, angiogenesis, and hypertrophy in
skeletal muscle tissue [1,2]. In the process of adaptive formation, the recovery period after
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exercise is considered important to provide enough time for skeletal muscle metabolism
and structural adaptation [3,4]. Therefore, the balance between muscle fatigue and re-
covery is particularly critical. Unfortunately, there is a lack of information regarding the
appropriate recovery period of skeletal muscle for optimizing adaptation, causing frequent
occurrence of unreasonable exercise [5]. About 60% of elite runners declared that they
had suffered from overtraining syndrome [5]. Long-term imbalance between fatigue and
recovery may eventually lead to muscle weakness, or even muscle atrophy, resulting in a
diminished quality of life and an increase in both morbidity and mortality in numerous
pathologies [6–9].

The most prominent feature of muscular atrophy is the loss of skeletal muscle, which
is related to various physiological and pathological conditions, such as aging, trauma, im-
mobilization, denervation, cancer, diabetes, inflammation, and starvation [10–17]. Skeletal
muscle mass depends on the delicate equilibrium between the rates of protein synthesis
and degradation [18]. Accumulating evidence suggests that the accumulation of protein
misfolding and endoplasmic reticulum (ER) stress is caused by various catabolic stimuli,
including aging, disease, and malnutrition [19–21], which may be a potential trigger of
skeletal muscle atrophy. However, the molecular mechanisms of skeletal muscle atrophy
induced by excessive exercise are unclear. Elucidating the pathogenesis of exercise-induced
skeletal muscle atrophy is potentially helpful for controlling sports risk and providing new
strategies for the treatment of muscular atrophy.

In zebrafish, skeletal muscle accounts for a large proportion of the trunk, and is highly
similar to human muscle, both molecularly and histologically [22]. The relatively simple
genome and easy gene manipulation of zebrafish are advantageous in myopathy and
muscular dystrophy research [23–25]. Zebrafish are also an excellent model to facilitate
excessive exercise interventions, because the aquatic environment is unlikely to cause
injury following high-intensity forced exercise. In the present study, we trained zebrafish
using a previously designed overtraining program and successfully constructed a model of
excessive-exercise-induced skeletal muscle atrophy. Using this model, we applied high-
throughput RNA-seq analysis to unravel the key genes and pathways that contribute to
the pathogenesis of skeletal muscle atrophy induced by excessive exercise. Our findings
contribute to the development of more biologically informed exercise regimens, partic-
ularly for professional sportspeople, which are less likely to cause injury by prescribing
excessive exercise.

2. Materials and Methods
2.1. Animal Experiments

AB-strain male zebrafish (approximately 6 months old, n = 60) were purchased from
the National Zebrafish Resource Center (Wuhan, China) and raised in a flow-through
system with a water temperature of 28 ± 1 ◦C on a 12 h light/dark cycle. All animal
experiments followed the Guidelines for Proper Conduct of Animal Experiments (Sci-
ence Council of China) and were approved by the Ethics Committee of Hunan Normal
University (approval number: 2018/046, approved date: 9 March 2019).

2.2. Swimming Exercises and Experimental Conditions

The zebrafish were randomly divided into two groups, both fed normally: the control
group (n = 30) and the excessive exercise group (n = 30). The excessive exercise conditions
were set up as described previously [26]. In brief, the excessive exercise group was forced
to swim in a water current at a speed equivalent to 80% critical swimming speed (Ucrit,
24 cm/s) for 4 weeks (6 h for 6 days per week). A month later, the zebrafish were sacrificed
after deep anesthetization in 300 mg/L MS-222, and muscle tissue samples were collected
and stored at −80 ◦C.



Biology 2021, 10, 761 3 of 16

2.3. Hematoxylin and Eosin Staining

Hematoxylin and eosin (H&E) staining was performed as described previously [27].
The muscle tissues of zebrafish were fixed in 4% paraformaldehyde, dehydrated through
an ethanol series, dewaxed with xylene, and embedded in paraffin wax. The samples were
transversely cut into 4 µm thick slices, dewaxed, dried, and stained with hematoxylin and
eosin under standard conditions. The images were captured with a microscope (Leica,
Heidelberg, Germany) and analyzed using ImageJ (NIH, Bethesda, MD, USA).

2.4. Swimming Performance and Oxygen Consumption

Analysis of the swimming performance and oxygen consumption of zebrafish was
performed using a miniature swimming tunnel respirator (Loligo Systems, Viborg, Den-
mark). The following formula was used to calculate Ucrit values for the swimming tests:
Ucrit = Uf + US × (Tf/TS), where Uf (cm/s) is the highest velocity, US (2.7 L) is the velocity
increment, Tf (min) is the time elapsed at fatigue velocity, and TS (14 min) is the prescribed
interval time. Ucrit is expressed in terms of body lengths per second (BL/s). Maximal
oxygen consumption (MO2) was calculated using AutoRespTM 1 software (Loligo Systems,
Viborg, Denmark).

2.5. Identification of Differentially Expressed Genes

Total RNA was extracted from the zebrafish skeletal muscle in the control and exercise
groups, n = 3 for each group. Paired sequencing was performed using an Illumina NovaSeq
6000 platform (Illumina, San Diego, CA, USA) at Majorbio Technology Co., Ltd. (Shang-
hai, China). Trimmomatic (Max Planck Institute of Molecular Plant Physiology, Berlin,
Germany) was used to process the acquired raw data, and pure data were obtained after
discarding extended adaptor sequences and low-quality sequences. Hisat2 (University of
Texas Southwestern Medical Center, Dallas, TX, USA) was used for gene mapping, and
FeatureCounts was used for quantitative analysis. Comparison of the two groups was
performed using the DESeq2 package to identify differentially expressed genes (DEGs).

2.6. Gene Ontology and Kyoto Encyclopedia of Genes and Genomes Enrichment Analysis of DEGs

To identify the physiological changes during skeletal muscle atrophy, the David online
database (available online: https://david.ncifcrf.gov/ (accessed on 20 January 2021).)
and ‘cluster profiler’ package in R were used to perform gene ontology (GO) and Kyoto
encyclopedia of genes and genomes (KEGG) pathway enrichment analysis of DEGs.

2.7. Clusters of Orthologous Groups Analysis of DEGs

We used the bioMart package to obtain DEG protein sequences, and clusters of
orthologous groups (COGs) analysis was performed using the COG database (NCBI,
Bethesda, MD, USA).

2.8. Total RNA Extraction and qRT-PCR

The total RNA of zebrafish muscle tissue was extracted by homogenization in TRIzol
solution according to the manufacturer′s protocol (Thermo Fisher Scientific, Waltham,
MA, USA). RNA was converted to cDNA using a reverse transcription system kit (Takara,
Tokyo, Japan). Real-time PCR was performed using a SYBR green master mix (Thermo
Fisher Scientific, Waltham, MA, USA). Relative mRNA expression was determined using
a Bio-Rad real-time PCR system (CFX96, Bio-Rad, Hercules, CA, USA). Sangon Biotech
synthesized primers for the detected genes and the reference gene, gapdh. The relative
mRNA expression was determined using the 2−∆∆CT method, and the primer sequences
used are listed in Table S1.

2.9. Western Blot

The zebrafish skeletal muscle tissue was taken out and lysed in cold RIPA buffer
(Solarbio, Beijing, China) containing a mixture of protease and phosphatase inhibitors

https://david.ncifcrf.gov/
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(Solarbio, Beijing, China). Protein quantification was performed using a bicinchoninic acid
(BCA) protein assay kit (Vazyme, E112-01/02, Nanjing, China), and the protein (30 mg) in
each sample was separated by 10% or 15% SDS-PAGE and then transferred to 0.45 mm or
0.22 mm polyvinylidene difluoride (PVDF) membranes. The membranes of phosphory-
lated protein were blocked with 5% BSA, and others were blocked with 5% fat-free milk.
Membranes were incubated with the primary antibodies overnight at 4 ◦C and washed
with TBST. Subsequently, membranes were incubated with appropriate secondary HRP-
linked antibodies. The proteins were detected with a gel imaging system (Tanon, Shanghai,
China). The antibodies used in the present research were as follows: rabbit anti-GAPDH
antibody (1:2000, Servicebio, Wuhan, China), rabbit anti-MURF antibody (1:2000, Abcam,
Boston, MA, USA), rabbit anti-FBXO32 antibody (1:2000, Abcam, Boston, MA, USA), rabbit
anti-P53 antibody (1:2000, Abcam, Boston, MA, USA), rabbit anti-AKT antibody (1:2000,
CST, Boston, MA, USA), rabbit anti-p-AKT antibody (1:2000, CST, Boston, MA, USA),
rabbit anti-PI3K antibody (1:1000, Proteintech, Wuhan, China), rabbit anti-p-PI3K antibody
(1:2000, CST, Boston, MA, USA), rabbit anti-LC3 antibody (1:1000, Proteintech, Wuhan,
China), rabbit anti-BCL-2 antibody (1:1000, 1:1000, Proteintech, Wuhan, China), and rabbit
anti-AMPK antibody (1:1000, 1:1000, Proteintech, Wuhan, China). The expressions of the
phosphorylated proteins p-AKT and p-PI3K were normalized to total AKT and PI3K, and
the expressions of other proteins were normalized to GAPDH.

2.10. Protein–Protein Interaction Network

The protein–protein interaction (PPI) network was predicted using the ‘search tool for
the retrieval of interacting genes’ (STRING) online database. Interactions with a combined
score > 0.7 were considered statistically significant. The bioinformatics platform Cytoscape
was used to visualize the molecular interaction network, and the MCODE extension was
used to cluster the PPI network of DEGs.

2.11. Statistical Analysis

Statistical analysis was performed using SPSS (version 22.0; IBM, Chicago, IL, USA)
or GraphPad Prism software (version 7.0; San Diego, CA, USA). Data were expressed as
the mean ± SD of three independent experiments. Unpaired t-tests were used to compare
the mean values of the two groups. All experiments were repeated three times. Statistical
significance was set at p < 0.05.

3. Results
3.1. Excessive Exercise Caused Muscle Atrophy of Zebrafish Skeletal Muscle

After 4 weeks of excessive exercise, we found that the body size of the zebrafish in
the excessive exercise group was significantly smaller than that of the control zebrafish
(Figure 1A,B). H&E staining showed that the muscle fiber size of transverse sections in the
excessive exercise group was 55.7% smaller than that in the control group (Figure 1C,D).
The expression levels of the muscle atrophy marker genes trim63a, trim63b, fbxo25, fbxo32,
capn1, and casp3a increased in the excessive exercise group compared with the control
group (Figure 1E). Simultaneously, the expression levels of cyclin-encoding genes (ccnd1,
ccne1, ccng2), mitochondrial cytochrome C protein (cyc1), NADH dehydrogenase 4 (nd4),
NADH dehydrogenase 5 (nd5), and nuclear transcription coactivated peroxisome (ppargc1a)
decreased compared with the control group (Figure 1E). We also found that the protein
expressions of muscle atrophy markers (Murf and Fbox32) were evidently upregulated in
the excessive exercise group compared with the control group (Figure 1F–I). Next, to study
the changes in zebrafish exercise capacity under excessive exercise, we compared Ucrit
and MO2 in the excessive exercise and control zebrafish. Excessive exercise reduced the
Ucrit and MO2 of the zebrafish, suggesting decreased athletic ability as a result of excessive
exercise (Figure 1J,K). Overall, these data indicate that excessive exercise causes muscle
atrophy in zebrafish skeletal muscle.
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Figure 1. Excessive exercise causes skeletal muscle atrophy in zebrafish. (A) Representative image of excessive exercise and
control zebrafish. (B) Changes in the body weight of zebrafish with or without excessive exercise over a 4-week period.
(C) Representative photomicrographs of muscle sections stained with H&E. Scale bars = 20 µm. (D) Average fiber size (based
on H&E staining). (E) The expression of muscle-atrophy-related genes (trim63a, trim63b, fbxo25, fbxo32, capn1, and casp3a),
cyclin (ccnd1, ccne1, and ccng2), mitochondrial function markers (cyc1, nd4, and nd5), and ppargc1a in muscle tissue detected
using real-time PCR. (F–I) Western blot analysis of Murf and Fbox32 proteins (representative blot). All uncut western blot
images are provided in Supplementary Materials. Data represent mean ± SD (n = 6). (J,K) The critical swimming speed
(Ucrit) and oxygen consumption (MO2) were measured using the Loligo System. * p < 0.05, ** p < 0.01, and *** p < 0.001.

3.2. Functional Annotation of DEGs

We next investigated the underlying mechanisms of excessive-exercise-induced skele-
tal muscle atrophy using high-throughput transcriptome analysis. Compared with the
control group, 972 genes (3.7%) were specifically expressed and 2661 genes (10.2%) were
not detected in the exercise-atrophied zebrafish skeletal muscle (Figure 2A). In the paired
control and skeletal muscle atrophy samples, 2499 mRNA transcripts were differentially
expressed between the groups (Padj < 0.05, fold changes > 2). Among these, 1337 were
upregulated and 1162 were downregulated as a result of excessive exercise (Figure 2B). GO
enrichment analysis showed that the enriched terms for the upregulated genes included
autophagy, myeloid cell homeostasis, erythrocyte differentiation, response to abiotic stimu-
lus, circadian rhythm, positive regulation of the apoptotic process, regulation of caspase
activation, negative regulation of cell cycle, regulation of TORC1 signaling, inhibition of
RNA synthesis, and response to oxidative stress (Figure 2C, Table S2). Conversely, the
downregulated genes were significantly enriched in skeletal system development, extra-
cellular matrix (ECM) organization, microtubule cytoskeleton organization, prereplicative
complex assembly, noncanonical Wnt signaling pathway synapse assembly, axon guidance,
cell junction assembly, and protein folding (Figure 2D, Table S3).
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enriched in downregulated genes.

3.3. KEGG Pathway and COG Analysis of DEGs

The DEGs were mapped to known pathways by KEGG pathway analysis, and most
of the upregulated genes were enriched in the p53 signaling pathway, lysosomes, FoxO
signaling pathway, apoptosis, regulation of autophagy, RNA degradation, adipocytokine
signaling pathway, protein processing in the ER, RIG-I-like receptor signaling pathway, and
ABC transporters (Figure 3A). The downregulated genes were enriched in ECM–receptor
interaction, protein processing in the ER, focal adhesion, N-glycan biosynthesis, gap
junction, phagosomes, oocyte meiosis, and GnRH signaling pathway (Figure 3B). We also
classified the DEGs according to the homology group database in the COG database. Signal
transduction mechanism, transcription, posttranslational modification, and cytoskeleton
were the most representative functional clusters among the DEGs (Figure 3C).
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Next, to identify the high-level GO terms that explain the pathology of muscle atrophy
after excessive exercise, we validated the expression of genes enriched in these GO terms
by RT-qPCR. We found that genes involved in protein ubiquitination, including the FoxO
signaling pathway (foxo1a, foxo3, foxo4, and mdm2), p53 signaling pathway (tp53, cdkn1a,
and gadd45bb), apoptosis (casp9, baxa, bcl2l1, ankrd1a, apaf1, bbc3, pmaip1, and hif3α),
and autophagy (prkaa1, tsc1b, tsc2, becn1, sqstm1, atg9a, atg9b, and lc3a) were upregulated
after excessive exercise (Figure 4A). Genes involved in ECM remodeling, including ECM–
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receptor interaction (col1a2, col1a1a, col1a1b, col2a1b, and fn1a), focal adhesion (itga11a,
tnc, vwf, and rac3b), gap junctions (tuba1c and gnaq), protein synthesis (igf1, igf1ra,
pik3r4, pik3r3b, pik3r2, akt3a, and ztor), and cell cycle (elavl1a, mcm6, and mcm3) were
downregulated (Figure 4B). Further, we validated the expression of the PI3K–AKT signal,
the key signal of protein synthesis, and found that the phosphorylation levels of Pi3k and
Akt were downregulated, and the expression of Ampk was upregulated (Figure 5A). We
also verified the expression of proteins in the apoptosis signal (p53 and Bcl2) and autophagy
signal (Lc3) and found that the expressions of these proteins in the excessive exercise group
were upregulated compared with the control group (Figure 5B,C).
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3.4. Construction of PPI Network and Cluster Identification

The PPI networks of the upregulated and downregulated genes were generated using
the STRING database and Cytoscape software (Figure S1A,B), and the top 10 clusters in the
PPI networks were generated using the MCODE extension (Figure 6A,B). The genes keap1b,
per3, ulk1b, socs2, esrp1, bcl2l1, hsp70, igf2r, mdm2, and rab18a were the hub genes in the
clusters of the PPI network of upregulated genes with the highest fold change. Similarly,
col1a1a, fn1a, ppih, tpx2, uba5, nhlrc2, mcm4, tac1, b3gat3, and ddost were the hub genes
in the clusters of the PPI network of downregulated genes (Table 1). Finally, we performed
an additional round of GO enrichment analysis on the proteins in the PPI network. The
10 representative biological process GO terms are listed in Table 2. We found that most
of the upregulated genes were involved in protein ubiquitination, circadian regulation of
gene expression, response to abiotic stimulus, response to hydrogen peroxide, erythrocyte
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homeostasis, ADP metabolic process, negative regulation of the biosynthetic process, em-
bryonic hemopoiesis, proteasome-mediated ubiquitin-dependent protein catabolic process,
and autophagy. The most downregulated genes were involved in the ECM organization,
skeletal system development, axon guidance, regulation of the retinoic acid receptor sig-
naling pathway, noncanonical Wnt signaling pathway, glycoprotein biosynthetic process,
carbohydrate derivative biosynthetic process, retinoic acid metabolic process, glial cell
differentiation, and cellular hormone metabolic process.
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Table 1. Hub genes of clusters of protein–protein interaction networks.

Hub Gene Description

UP

keap1b kelch-like ECH-associated protein 1b
per3 period circadian clock 3

ulk1b unc-51-like kinase 1b
socs2 suppressor of cytokine signaling 2
esrp1 epithelial splicing regulatory protein 1
bcl2l1 bcl2-like 1
hsp70 heat shock cognate 70-kd protein
igf2r insulin-like growth factor 2 receptor

mdm2 MDM2 oncogene, E3 ubiquitin protein ligase
rab18a RAB18A, member RAS oncogene family

DOWN

col1a1a collagen, typeI, alpha1a
fn1a fibronectin 1a
ppih peptidylprolyl isomerase h
tpx2 tpx2, microtubule-associated, homolog
uba5 ubiquitin-like modifier activating enzyme 5

nhlrc2 nhl repeat containing 2
mcm4 minichromosome maintenance complex component 4
tac1 tachykinin 1

b3gat3 beta-1,3-glucuronyltransferase 3

ddost dolichyl-diphosphooligosaccharide-protein
glycosyltransferase subunit
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Table 2. Gene ontology enrichment analysis of the intersect proteins of gene clusters.

ID Term p-Value

Up

GO:0016567 protein ubiquitination 8.60 × 10−14

GO:0032922 circadian regulation of gene expression 9.17 × 10−12

GO:0009628 response to abiotic stimulus 9.19 × 10−8

GO:0042542 response to hydrogen peroxide 2.22 × 10−6

GO:0034101 erythrocyte homeostasis 1.089 × 10−5

GO:0046031 ADP metabolic process 1.34 × 10−5

GO:0009890 negative regulation of biosynthetic process 1.76 × 10−5

GO:0035162 embryonic hemopoiesis 3.25 × 10−5

GO:0043161 proteasomal pathway 3.61 × 10−5

GO:0006914 autophagy 4.51 × 10−5

Down

GO:0030198 extracellular matrix organization 2.00 × 10−7

GO:0001501 skeletal system development 4.01 × 10−5

GO:0007411 axon guidance 0.00045
GO:0048385 regulation of retinoic acid receptor signaling pathway 0.00051
GO:0035567 noncanonical Wnt signaling pathway 0.00054
GO:0009101 glycoprotein biosynthetic process 0.0013
GO:1901137 carbohydrate derivative biosynthetic process 0.0014
GO:0042573 retinoic acid metabolic process 0.0015
GO:0010001 glial cell differentiation 0.0016
GO:0034754 cellular hormone metabolic process 0.0020

4. Discussion

Overtraining is a potential cause of muscle atrophy [7]. After applying an overtraining
regimen in zebrafish to model excessive exercise, the morphology of zebrafish skeletal
muscles displayed decreased mass and cross-sectional muscle fiber size. The Ucrit and MO2
of zebrafish in the excessive exercise model also decreased significantly compared with
the control group. Based on these factors, we successfully established a zebrafish model of
exercise-induced muscle atrophy that presented a measurable decline in exercise perfor-
mance. Transcriptome analysis of the skeletal muscle of zebrafish under excessive exercise
revealed that overtraining could lead to changes in protein synthesis and degradation,
redox homeostasis, ER stress and apoptosis, muscle regeneration, and ECM remodeling,
which may contribute to the pathological mechanism of excessive-exercise-induced muscle
atrophy. A schematic regulatory network for excessive-exercise-induced muscle atrophy in
zebrafish is presented in Figure 7.

Skeletal muscle mass depends on the balance between the rate of protein synthesis
and degradation. Only when the rate of protein synthesis exceeds the rate of degradation
will the muscle mass increase; otherwise, the muscle will decrease in mass, or even atrophy
may occur in severe cases [28]. Protein synthesis depends on intracellular mTOR signaling,
which is activated by insulin/IGF-1–PI3K–Akt cascade phosphorylation signals [29,30].
The genetic inactivation of IGF1R or mTOR in the muscle can result in decreased muscle
fiber size or muscular dysplasia [31,32]. However, in the excessive exercise zebrafish model,
the PI3K–AKT signal igf1, igf1ra, pik3r4, pik3r3b, pik3r2, and akt3a were significantly
downregulated. Importantly, the phosphorylation levels of Pi3k and Akt proteins were
downregulated. The downregulation of PI3K–AKT phosphorylation signals may contribute
to inhibited protein synthesis after excessive exercise training. In contrast, members of the
FoxO family, such as foxO1, foxO3, and foxO4, as negative regulators of insulin/IGF-1
signaling, were significantly upregulated. FoxO signaling, which is an important intracel-
lular emergency response to starvation or hypoxia, can cause protein degradation through
the ubiquitin–proteasome and autophagy–lysosome pathways [33]. Consistently, the GO
analysis of upregulated genes showed that autophagy was the most significantly enriched
term. The transcriptional targets of FoxO proteins, such as atrogin-1 (fbox32) and MuRF-1
(trim63a, trim63b), which mediate the ubiquitination and subsequent degradation of mus-
cle structural proteins [33,34], were also significantly upregulated. The inhibition of mTOR
signaling and the activation of FoxO signaling suggest that the total amount of protein in
zebrafish skeletal muscles is reduced after excessive training. Under normal conditions,
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autophagy can maintain cell homeostasis by clearing metabolic waste. Autophagy is a
mechanism of maintaining survival under external pressure, hypoxia, starvation, and ER
stress. According to the transcriptional analysis, the protein-folding-related genes in the ER
were downregulated, while oxidative stress response genes were upregulated, indicating
that ER stress and oxidative stress also cause autophagy. Reactive oxygen species (ROS)
are metabolites of oxygen consumption and important signaling molecules in muscles that
maintain increased contractile activity [35]. However, excessive ROS levels that exceed the
abilities of antioxidant defenses and disturb redox homeostasis negatively affect muscle
contractile proteins, mitochondrial phospholipids, and DNA, and are associated with the
pathophysiology of muscle aging (sarcopenia) and various muscular disorders [36–39]. The
mitochondria are the main sites of ROS production. Oxidative stress can trigger mitochon-
drial autophagy to recover nutrients and reduce ROS. In the excessive exercise zebrafish
model, the upregulated genes were significantly enriched in mitochondrial autophagy
and oxidative stress. In addition to the mitochondria, the ER of skeletal muscle cells also
produces ROS to trigger muscle contraction. Recent evidence suggests that ER stress is
associated with skeletal muscle atrophy caused by aging, disease, and malnutrition [40,41].
Many stimuli, such as exercise, hypoxia, redox balance changes, and nutrition/energy
deprivation, can interfere with the homeostasis of the ER, which may lead to the accu-
mulation of unfolded and misfolded proteins in the ER lumen, eventually resulting in
ER stress and autophagy to maintain protein homeostasis by scavenging nonfunctional
proteins. In addition, ER stress can activate p53 signaling and induce apoptosis [42–45].
In our excessive exercise zebrafish model, p53 signaling and apoptosis were significantly
enriched, and the RT-qPCR showed that p53-signaling-pathway-related genes, such as tp53,
cdkn1α, and gadd45bb, and apoptosis-related genes, such as lc3a, baxa, bcl2l1, ankrd1a,
and casp9, were upregulated. Although p53 signaling can respond to cell pressure and reg-
ulate autophagy, apoptosis, and the cell cycle to maintain cell homeostasis, dysfunctional
p53 signaling is associated with a variety of diseases. Increased expression of p53 and its
target genes has been previously observed in muscle atrophy models of aging [46], muscle
denervation [47], and Huntington′s disease [48]. Therefore, we speculate that the starvation
and oxidative stress induced by excessive exercise lead to ER pressure and activate p53
signaling. Autophagy and apoptosis induced by excessive exercise are two of the causes of
exercise-induced muscular atrophy.

In addition to the homeostasis of muscle cells, the strong regenerative ability of muscle
satellite cells also plays a key role in the maintenance of adult muscle tissue homeostasis.
Stimulated by growth signals or physical trauma, activated satellite cells proliferate and
differentiate into mature myocytes, replacing lost or senescent myocytes. In a mouse model
with severe muscle injury, the proliferation of stem cells could completely regenerate
muscles, and normal exercise could be resumed after severe muscle injury [49,50]. Unfortu-
nately, in the present study, the cell cycle arrest genes cdkn1a, cdkn3, and cdkn1bb were
upregulated. According to the GO enrichment analysis of the DEGs, the Wnt signaling
pathway, which has been implicated in muscle repair and regulates satellite cell differen-
tiation and self-renewal, was inhibited, potentially affecting myocyte regeneration. The
suppression of the cell cycle and Wnt signaling suggests that weakened muscle regenerative
capabilities also contribute to skeletal muscle atrophy induced by excessive exercise.

Transcriptional analysis showed that ECM–receptor interactions and the focal ad-
hesion of overexercised zebrafish skeletal muscle were also repressed. The ECM plays
a key role in maintaining the quality and strength of skeletal muscles [51]. Degrada-
tion of the ECM leads to muscle damage caused by structural and functional changes to
myocytes [52]. The loss of collagen and fibroblast function, and the increase in matrix
metalloproteinase activity, can promote the degradation of the ECM, leading to cell shrink-
age and senescence [53]. qRT-PCR verified that ECM (col1a2, col1a1a, col1a1b, col2a1b,
and fn1a), focal adhesion (itga11a, vwf, and rac3b), and gap junction (tuba1c and gnaq)
genes were downregulated by excessive exercise, indicating that the ECM of the skeletal
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muscle was degraded. However, whether this indicates a phenotype or the cause of muscle
atrophy needs further study.
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Figure 7. The hypothetical pathogenesis mechanism of muscle atrophy induced by excessive exercise
in zebrafish. The upregulated genes are shown in red ovals, and the downregulated genes are shown
in green ovals. In response to excessive exercise, the muscle cells may undergo the following events:
(1) the inhibition of IGF–PI3K signaling and upregulation of AMPK inhibit the function of the TORC1
complex to suppress protein synthesis and promote autophagy; (2) excessive exercise activates
FoxO signaling, which promotes the expression of protein hydrolysis, autophagy, and muscle-
atrophy-related gene expression; (3) excessive exercise induces oxidative stress, and the accumulation
of misfolded proteins in the endoplasmic reticulum and the activation of p53 signaling lead to
proteolysis, autophagy, and apoptosis; (4) overtraining inhibits Wnt signaling and the expression of
the MCM complex, which suppresses the proliferation of muscle satellites; and (5) excessive exercise
destroys ECM–receptor interaction, focal adhesion, and the gap junction of muscle cells, leading to
cytoskeleton damage and inducing apoptosis. (Created with BioRender.com.)

Although nerve loss is the main characteristic of spinal muscular atrophy, we found
that some key factors of axon guidance were significantly downregulated by overtraining
in zebrafish. The key to repairing defects of the peripheral nervous system is to promote
the regeneration of axons and prevent the atrophy of muscles under the control of the
nervous system [54]. During such repair, axon guidance molecules play an important role
in the orderly growth of axons [55]. In the present study, the downregulation of key factors
relating to axon guidance indicates that axons may be unable to form in an orderly manner
during or after excessive exercise, further contributing to muscle atrophy. Further research
and analysis of these axon guidance factors could enable the prevention and treatment of
muscle atrophy caused by peripheral nervous system defects.

5. Conclusions

Through the construction of an excessive exercise zebrafish model and high-throughput
sequencing analysis, we uncovered the potential mechanisms of excessive-exercise-induced
skeletal muscle atrophy. However, the order of these events has not been clearly unraveled.
Further, detailed exercise intervention regimes and sampling analysis will provide more
information about the order of these events during muscle atrophy. As zebrafish and
human muscles are extremely similar, this model could be used for testing newly devel-
oped drugs targeting muscle atrophy. Furthermore, the underlying regulatory pathways
and hub genes that correlate with the pathogenesis of skeletal muscle atrophy induced
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by excessive exercise can be used to facilitate informed clinical decision making and to
prescribe safe training regimens for athletes. Taken together, these pathways will provide
valuable insights for the supervision and clinical treatment of muscle atrophy induced by
excessive exercise.
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Western blot original images.

Author Contributions: C.-F.T. and X.-Y.P. conceived and designed the experiments. C.-C.S., Z.-Q.Z.,
Z.-L.C., R.-K.Z. and D.Y. performed the experiments. C.-C.S. and Z.-Q.Z. analyzed the data. C.-F.T.,
X.-Y.P. and L.Z. contributed to reagents/materials/analysis tools. C.-C.S. and Z.-Q.Z. wrote the
paper. C.-F.T. and X.-Y.P. reviewed the manuscript critically. All authors have read and agreed to the
published version of the manuscript.

Funding: This research was funded by National Natural Science Foundation of China (Grant Num-
ber: 81801392, 32071175), Hunan Provincial Natural Science Foundation of China (Grant Number:
2020JJ5354) and Postgraduate Scientific Research Innovation Project of Hunan Province (Grant
Number: CX20200532).

Institutional Review Board Statement: All experiments in this study were approved by the Experi-
mental Animal Use Ethics Committee of Hunan Normal University (Ref. No. 2018-046).

Informed Consent Statement: Not applicable.

Data Availability Statement: The data used to support the findings of this study are available from
the corresponding author upon request.

Acknowledgments: This study was supported by the National Natural Science Foundation of China
(Grant Numbers 81801392 and 32071175), the Hunan Provincial Natural Science Foundation of China
(Grant Number 2020JJ5354), and the Postgraduate Scientific Research Innovation Project of Hunan
Province (Grant Number CX20200532).

Conflicts of Interest: The authors declare no competing financial interests.

References
1. Deldicque, L. Protein intake and exercise-induced skeletal muscle hypertrophy: An Update. Nutrients 2020, 12, 2023. [CrossRef]
2. Konopka, A.R.; Harber, M.P. Skeletal Muscle hypertrophy after aerobic exercise training. Exerc. Sport Sci. Rev. 2014, 42, 53–61.

[CrossRef]
3. Barnett, A. Using recovery modalities between training sessions in elite athletes. Sports Med. 2006, 36, 781–796. [CrossRef]

[PubMed]
4. Figueiredo, V.C.; Roberts, L.; Markworth, J.F.; Barnett, M.P.G.; Coombes, J.S.; Raastad, T.; Peake, J.M.; Cameron-Smith, D. Impact

of resistance exercise on ribosome biogenesis is acutely regulated by post-exercise recovery strategies. Physiol. Rep. 2016, 4, e12670.
[CrossRef] [PubMed]

5. Cheng, A.J.; Jude, B.; Lanner, J.T. Intramuscular mechanisms of overtraining. Redox Biol. 2020, 35, 101480. [CrossRef]
6. Pereira, B.C.; da Rocha, A.L.; Pinto, A.P.; Pauli, J.R.; Moura, L.P.; Mekary, R.A.; De Freitas, E.C.; Da Silva, A.S.R. Excessive training

impairs the insulin signal transduction in mice skeletal muscles. J. Endocrinol. 2016, 230, 93–104. [CrossRef]
7. da Rocha, A.L.; Pereira, B.C.; Pauli, J.R.; de Souza, C.T.; Teixeira, G.; Lira, F.S.; Cintra, D.E.; Ropelle, E.; Júnior, C.R.; da Silva, A.S.

Downhill running excessive training inhibits hypertrophy in mice skeletal muscles with different fiber type composition. J. Cell.
Physiol. 2016, 231, 1045–1056. [CrossRef] [PubMed]

8. Pereira, B.C.; da Rocha, A.L.; Pinto, A.P.; Pauli, J.R.; de Souza, C.T.; Cintra, D.E.; Ropelle, E.; de Freitas, E.C.; Zagatto, A.; da Silva,
A.S. Excessive eccentric exercise-induced overtraining model leads to endoplasmic reticulum stress in mice skeletal muscles. Life
Sci. 2016, 145, 144–151. [CrossRef]

9. da Rocha, A.L.; Pereira, B.C.; Teixeira, G.; Pinto, A.P.; Frantz, F.; Elias, L.; Lira, F.S.; Pauli, J.R.; Cintra, D.E.; Ropelle, E.R.; et al.
Treadmill Slope Modulates Inflammation, Fiber Type Composition, Androgen, and Glucocorticoid Receptors in the Skeletal
Muscle of Overtrained Mice. Front. Immunol. 2017, 8, 1378. [CrossRef] [PubMed]

10. Dennison, E.; Sayer, A.A.; Cooper, C. Epidemiology of sarcopenia and insight into possible therapeutic targets. Nat. Rev.
Rheumatol. 2017, 13, 340–347. [CrossRef]

https://www.mdpi.com/article/10.3390/biology10080761/s1
https://www.mdpi.com/article/10.3390/biology10080761/s1
http://doi.org/10.3390/nu12072023
http://doi.org/10.1249/JES.0000000000000007
http://doi.org/10.2165/00007256-200636090-00005
http://www.ncbi.nlm.nih.gov/pubmed/16937953
http://doi.org/10.14814/phy2.12670
http://www.ncbi.nlm.nih.gov/pubmed/26818586
http://doi.org/10.1016/j.redox.2020.101480
http://doi.org/10.1530/JOE-16-0063
http://doi.org/10.1002/jcp.25197
http://www.ncbi.nlm.nih.gov/pubmed/26381504
http://doi.org/10.1016/j.lfs.2015.12.037
http://doi.org/10.3389/fimmu.2017.01378
http://www.ncbi.nlm.nih.gov/pubmed/29163473
http://doi.org/10.1038/nrrheum.2017.60


Biology 2021, 10, 761 15 of 16

11. Chen, R.; Lei, S.; Jiang, T.; She, Y.; Shi, H. Regulation of Skeletal Muscle Atrophy in Cachexia by MicroRNAs and Long Non-coding
RNAs. Front. Cell Dev. Biol. 2020, 8, 577010. [CrossRef]

12. Prado, C.M.; Lieffers, J.R.; McCargar, L.J.; Reiman, T.; Sawyer, M.B.; Martin, L.; Baracos, V.E. Prevalence and clinical implications
of sarcopenic obesity in patients with solid tumours of the respiratory and gastrointestinal tracts: A population-based study.
Lancet Oncol. 2008, 9, 629–635. [CrossRef]

13. Fearon, K.; Strasser, F.; Anker, S.D.; Bosaeus, I.; Bruera, E.; Fainsinger, R.L.; Jatoi, A.; Loprinzi, C.; MacDonald, N.; Mantovani,
G.; et al. Definition and classification of cancer cachexia: An international consensus. Lancet Oncol. 2011, 12, 489–495. [CrossRef]

14. Yang, X.; Xue, P.; Chen, H.; Yuan, M.; Kang, Y.; Duscher, D.; Machens, H.-G.; Chen, Z. Denervation drives skeletal muscle atrophy
and induces mitochondrial dysfunction, mitophagy and apoptosis via miR-142a-5p/MFN1 axis. Theranostics 2020, 10, 1415–1432.
[CrossRef] [PubMed]

15. Perry, B.D.; Caldow, M.; Brennan-Speranza, T.C.; Sbaraglia, M.; Jerums, G.; Garnham, A.; Wong, C.; Levinger, P.; Haq, M.A.U.;
Hare, D.L.; et al. Muscle atrophy in patients with Type 2 Diabetes Mellitus: Roles of inflammatory pathways, physical activity
and exercise. Exerc. Immunol. Rev. 2016, 22, 94–109. [PubMed]

16. Chen, H.; Qian, Z.; Zhang, S.; Tang, J.; Fang, L.; Jiang, F.; Ge, D.; Chang, J.; Cao, J.; Yang, L.; et al. Silencing COX-2 blocks
PDK1/TRAF4-induced AKT activation to inhibit fibrogenesis during skeletal muscle atrophy. Redox Biol. 2021, 38, 101774.
[CrossRef]

17. Goldbraikh, D.; Neufeld, D.; Eid-Mutlak, Y.; Lasry, I.; Gilda, J.E.; Parnis, A.; Cohen, S. USP 1 deubiquitinates Akt to inhibit PI
3K-Akt-FoxO signaling in muscle during prolonged starvation. EMBO Rep. 2020, 21, e48791. [CrossRef]

18. Schiaffino, S.; Dyar, K.; Ciciliot, S.; Blaauw, B.; Sandri, M. Mechanisms regulating skeletal muscle growth and atrophy. FEBS J.
2013, 280, 4294–4314. [CrossRef]

19. Bohnert, K.R.; McMillan, J.D.; Kumar, A. Emerging roles of ER stress and unfolded protein response pathways in skeletal muscle
health and disease. J. Cell. Physiol. 2018, 233, 67–78. [CrossRef]

20. Nath, S.R.; Lieberman, M.L.; Yu, Z.; Marchioretti, C.; Jones, S.T.; Danby, E.C.E.; Van Pelt, K.M.; Sorarù, G.; Robins, D.M.; Bates,
G.P.; et al. MEF2 impairment underlies skeletal muscle atrophy in polyglutamine disease. Acta Neuropathol. 2020, 140, 63–80.
[CrossRef]

21. Li, S.; Hao, M.; Li, B.; Chen, M.; Chen, J.; Tang, J.; Hong, S.; Min, J.; Hu, M.; Hong, L. CACNA1H downregulation induces skeletal
muscle atrophy involving endoplasmic reticulum stress activation and autophagy flux blockade. Cell Death Dis. 2020, 11, 1–14.
[CrossRef] [PubMed]

22. Daya, A.; Donaka, R.; Karasik, D. Zebrafish models of sarcopenia. Dis. Model. Mech. 2020, 13, dmm042689. [CrossRef] [PubMed]
23. Gupta, V.; Kawahara, G.; Gundry, S.R.; Chen, A.T.; Lencer, W.I.; Zhou, Y.; Zon, L.I.; Kunkel, L.M.; Beggs, A.H. The zebrafish dag1

mutant: A novel genetic model for dystroglycanopathies. Hum. Mol. Genet. 2011, 20, 1712–1725. [CrossRef]
24. Bassett, D.; Currie, P.D. Identification of a zebrafish model of muscular dystrophy. Clin. Exp. Pharmacol. Physiol. 2004, 31, 537–540.

[CrossRef]
25. Bassett, D.I.; Bryson-Richardson, R.; Daggett, D.F.; Gautier, P.; Keenan, D.G.; Currie, P. Dystrophin is required for the formation of

stable muscle attachments in the zebrafish embryo. Development 2003, 130, 5851–5860. [CrossRef]
26. Zhou, Z.; Zheng, L.; Tang, C.; Chen, Z.; Zhu, R.; Peng, X.; Wu, X.; Zhu, P. Identification of Potentially Relevant Genes for Excessive

Exercise-Induced Pathological Cardiac Hypertrophy in Zebrafish. Front. Physiol. 2020, 11, 565307. [CrossRef]
27. Zhang, Y.-F.; Sun, C.-C.; Duan, J.-X.; Yang, H.-H.; Zhang, C.-Y.; Xiong, J.-B.; Zhong, W.-J.; Zu, C.; Guan, X.-X.; Jiang, H.-L.; et al. A

COX-2/sEH dual inhibitor PTUPB ameliorates cecal ligation and puncture-induced sepsis in mice via anti-inflammation and
anti-oxidative stress. Biomed. Pharmacother. 2020, 126, 109907. [CrossRef]

28. Bonaldo, P.; Sandri, M. Cellular and molecular mechanisms of muscle atrophy. Dis. Model. Mech. 2013, 6, 25–39. [CrossRef]
[PubMed]

29. Pelosi, M.; Alfò, M.; Martella, F.; Pappalardo, E.; Musarò, A. Finite mixture clustering of human tissues with different levels of
IGF-1 splice variants mRNA transcripts. BMC Bioinform. 2015, 16, 1. [CrossRef]

30. O’Neill, B.; Lee, K.Y.; Klaus, K.; Softic, S.; Krumpoch, M.T.; Fentz, J.; Stanford, K.I.; Robinson, M.M.; Cai, W.; Kleinridders, A.; et al.
Insulin and IGF-1 receptors regulate FoxO-mediated signaling in muscle proteostasis. J. Clin. Investig. 2016, 126, 3433–3446.
[CrossRef]

31. Kim, J.; Kundu, M.; Viollet, B.; Guan, K.-L. AMPK and mTOR regulate autophagy through direct phosphorylation of Ulk1. Nat.
Cell Biol. 2011, 13, 132–141. [CrossRef] [PubMed]

32. Ahmad, S.S.; Ahmad, K.; Lee, E.J.; Lee, Y.-H.; Choi, I. Implications of Insulin-Like Growth Factor-1 in Skeletal Muscle and Various
Diseases. Cells 2020, 9, 1773. [CrossRef]

33. Milan, G.; Romanello, V.; Pescatore, F.; Armani, A.; Paik, J.-H.; Frasson, L.; Seydel, A.; Zhao, J.; Abraham, R.; Goldberg, A.L.; et al.
Regulation of autophagy and the ubiquitin–proteasome system by the FoxO transcriptional network during muscle atrophy. Nat.
Commun. 2015, 6, 6670. [CrossRef] [PubMed]

34. Bodine, S.C.; Latres, E.; Baumhueter, S.; Lai, V.K.; Nunez, L.; Clarke, B.A.; Poueymirou, W.T.; Panaro, F.J.; Na, E.; Dharmarajan,
K.; et al. Identification of ubiquitin ligases required for skeletal muscle atrophy. Science 2001, 294, 1704–1708. [CrossRef]

35. Moulin, M.; Ferreiro, A. Muscle redox disturbances and oxidative stress as pathomechanisms and therapeutic targets in early-onset
myopathies. Semin. Cell Dev. Biol. 2017, 64, 213–223. [CrossRef] [PubMed]

http://doi.org/10.3389/fcell.2020.577010
http://doi.org/10.1016/S1470-2045(08)70153-0
http://doi.org/10.1016/S1470-2045(10)70218-7
http://doi.org/10.7150/thno.40857
http://www.ncbi.nlm.nih.gov/pubmed/31938072
http://www.ncbi.nlm.nih.gov/pubmed/26859514
http://doi.org/10.1016/j.redox.2020.101774
http://doi.org/10.15252/embr.201948791
http://doi.org/10.1111/febs.12253
http://doi.org/10.1002/jcp.25852
http://doi.org/10.1007/s00401-020-02156-4
http://doi.org/10.1038/s41419-020-2484-2
http://www.ncbi.nlm.nih.gov/pubmed/32332705
http://doi.org/10.1242/dmm.042689
http://www.ncbi.nlm.nih.gov/pubmed/32298234
http://doi.org/10.1093/hmg/ddr047
http://doi.org/10.1111/j.1440-1681.2004.04030.x
http://doi.org/10.1242/dev.00799
http://doi.org/10.3389/fphys.2020.565307
http://doi.org/10.1016/j.biopha.2020.109907
http://doi.org/10.1242/dmm.010389
http://www.ncbi.nlm.nih.gov/pubmed/23268536
http://doi.org/10.1186/s12859-015-0689-7
http://doi.org/10.1172/JCI86522
http://doi.org/10.1038/ncb2152
http://www.ncbi.nlm.nih.gov/pubmed/21258367
http://doi.org/10.3390/cells9081773
http://doi.org/10.1038/ncomms7670
http://www.ncbi.nlm.nih.gov/pubmed/25858807
http://doi.org/10.1126/science.1065874
http://doi.org/10.1016/j.semcdb.2016.08.003
http://www.ncbi.nlm.nih.gov/pubmed/27531051


Biology 2021, 10, 761 16 of 16

36. Ray, P.D.; Huang, B.-W.; Tsuji, Y. Reactive oxygen species (ROS) homeostasis and redox regulation in cellular signaling. Cell.
Signal. 2012, 24, 981–990. [CrossRef]

37. Kourakis, S.; Timpani, C.A.; de Haan, J.B.; Gueven, N.; Fischer, D.; Rybalka, E. Targeting Nrf2 for the treatment of Duchenne
Muscular Dystrophy. Redox Biol. 2021, 38, 101803. [CrossRef]

38. Höhn, A.; Weber, D.; Jung, T.; Ott, C.; Hugo, M.; Kochlik, B.; Kehm, R.; König, J.; Grune, T.; Castro, J.P. Happily (n)ever after:
Aging in the context of oxidative stress, proteostasis loss and cellular senescence. Redox Biol. 2017, 11, 482–501. [CrossRef]

39. Ohl, K.; Tenbrock, K.; Kipp, M. Oxidative stress in multiple sclerosis: Central and peripheral mode of action. Exp. Neurol. 2016,
277, 58–67. [CrossRef] [PubMed]

40. Afroze, D.; Kumar, A. ER stress in skeletal muscle remodeling and myopathies. FEBS J. 2019, 286, 379–398. [CrossRef]
41. Gallot, Y.; Bohnert, K. Confounding Roles of ER Stress and the Unfolded Protein Response in Skeletal Muscle Atrophy. Int. J. Mol.

Sci. 2021, 22, 2567. [CrossRef] [PubMed]
42. Hetz, C.; Zhang, K.; Kaufman, R.J. Mechanisms, regulation and functions of the unfolded protein response. Nat. Rev. Mol. Cell

Biol. 2020, 21, 421–438. [CrossRef] [PubMed]
43. Hetz, C. The unfolded protein response: Controlling cell fate decisions under ER stress and beyond. Nat. Rev. Mol. Cell Biol. 2012,

13, 89–102. [CrossRef]
44. Kim, I.; Xu, W.; Reed, J.C. Cell death and endoplasmic reticulum stress: Disease relevance and therapeutic opportunities. Nat.

Rev. Drug Discov. 2008, 7, 1013–1030. [CrossRef] [PubMed]
45. Ghemrawi, R.; Khair, M. Endoplasmic reticulum stress and unfolded protein response in neurodegenerative diseases. Int. J. Mol.

Sci. 2020, 21, 6127. [CrossRef]
46. Ebert, S.M.; Dierdorff, J.M.; Meyerholz, D.K.; Bullard, S.A.; Al-Zougbi, A.; Delau, A.D.; Tomcheck, K.C.; Skopec, Z.P.; Marcotte,

G.R.; Bodine, S.C.; et al. An investigation of p53 in skeletal muscle aging. J. Appl. Physiol. 2019, 127, 1075–1084. [CrossRef]
47. Dai, J.; Xiang, Y.; Fu, D.; Xu, L.; Jiang, J.; Xu, J. Ficus carica L. Attenuates denervated skeletal muscle atrophy via PPARα/NF-κB

Pathway. Front. Physiol. 2020, 11, 580223. [CrossRef]
48. Simon, C.M.; Dai, Y.; Van Alstyne, M.; Koutsioumpa, C.; Pagiazitis, J.G.; Chalif, J.I.; Wang, X.; Rabinowitz, J.E.; Henderson, C.E.;

Pellizzoni, L.; et al. Converging Mechanisms of p53 activation drive motor neuron degeneration in spinal muscular atrophy. Cell
Rep. 2017, 21, 3767–3780. [CrossRef]

49. Zhang, K.; Zhang, Y.; Gu, L.; Lan, M.; Liu, C.; Wang, M.; Su, Y.; Ge, M.; Wang, T.; Yu, Y.; et al. Islr regulates canonical Wnt
signaling-mediated skeletal muscle regeneration by stabilizing Dishevelled-2 and preventing autophagy. Nat. Commun. 2018, 9,
1–16. [CrossRef]

50. Ratnayake, D.; Nguyen, P.D.; Rossello, F.J.; Wimmer, V.C.; Tan, J.L.; Galvis, L.A.; Julier, Z.; Wood, A.J.; Boudier, T.; Isiaku, A.I.; et al.
Macrophages provide a transient muscle stem cell niche via NAMPT secretion. Nat. Cell Biol. 2021, 591, 281–287. [CrossRef]

51. Purslow, P.P. The Structure and role of intramuscular connective tissue in muscle function. Front. Physiol. 2020, 11, 495. [CrossRef]
[PubMed]

52. Stearns-Reider, K.M.; D’Amore, A.; Beezhold, K.; Rothrauff, B.; Cavalli, L.; Wagner, W.; Vorp, D.A.; Tsamis, A.; Shinde, S.; Zhang,
C.; et al. Aging of the skeletal muscle extracellular matrix drives a stem cell fibrogenic conversion. Aging Cell 2017, 16, 518–528.
[CrossRef] [PubMed]

53. Lephart, E.D.; Naftolin, F. Menopause and the Skin: Old favorites and new innovations in cosmeceuticals for estrogen-deficient
skin. Dermatol. Ther. 2021, 11, 53–69. [CrossRef] [PubMed]

54. Ehmsen, J.T.; Höke, A. Cellular and molecular features of neurogenic skeletal muscle atrophy. Exp. Neurol. 2020, 331, 113379.
[CrossRef] [PubMed]

55. Chédotal, A. Roles of axon guidance molecules in neuronal wiring in the developing spinal cord. Nat. Rev. Neurosci. 2019, 20,
380–396. [CrossRef]

http://doi.org/10.1016/j.cellsig.2012.01.008
http://doi.org/10.1016/j.redox.2020.101803
http://doi.org/10.1016/j.redox.2016.12.001
http://doi.org/10.1016/j.expneurol.2015.11.010
http://www.ncbi.nlm.nih.gov/pubmed/26626971
http://doi.org/10.1111/febs.14358
http://doi.org/10.3390/ijms22052567
http://www.ncbi.nlm.nih.gov/pubmed/33806433
http://doi.org/10.1038/s41580-020-0250-z
http://www.ncbi.nlm.nih.gov/pubmed/32457508
http://doi.org/10.1038/nrm3270
http://doi.org/10.1038/nrd2755
http://www.ncbi.nlm.nih.gov/pubmed/19043451
http://doi.org/10.3390/ijms21176127
http://doi.org/10.1152/japplphysiol.00363.2019
http://doi.org/10.3389/fphys.2020.580223
http://doi.org/10.1016/j.celrep.2017.12.003
http://doi.org/10.1038/s41467-018-07638-4
http://doi.org/10.1038/s41586-021-03199-7
http://doi.org/10.3389/fphys.2020.00495
http://www.ncbi.nlm.nih.gov/pubmed/32508678
http://doi.org/10.1111/acel.12578
http://www.ncbi.nlm.nih.gov/pubmed/28371268
http://doi.org/10.1007/s13555-020-00468-7
http://www.ncbi.nlm.nih.gov/pubmed/33242128
http://doi.org/10.1016/j.expneurol.2020.113379
http://www.ncbi.nlm.nih.gov/pubmed/32533969
http://doi.org/10.1038/s41583-019-0168-7

	Introduction 
	Materials and Methods 
	Animal Experiments 
	Swimming Exercises and Experimental Conditions 
	Hematoxylin and Eosin Staining 
	Swimming Performance and Oxygen Consumption 
	Identification of Differentially Expressed Genes 
	Gene Ontology and Kyoto Encyclopedia of Genes and Genomes Enrichment Analysis of DEGs 
	Clusters of Orthologous Groups Analysis of DEGs 
	Total RNA Extraction and qRT-PCR 
	Western Blot 
	Protein–Protein Interaction Network 
	Statistical Analysis 

	Results 
	Excessive Exercise Caused Muscle Atrophy of Zebrafish Skeletal Muscle 
	Functional Annotation of DEGs 
	KEGG Pathway and COG Analysis of DEGs 
	Construction of PPI Network and Cluster Identification 

	Discussion 
	Conclusions 
	References

