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Abstract
Rationale: Peripheral nerve injury is common in clinic, which leads to severe atrophy and
dysfunction of the denervated muscles, but the underlying mechanism is not fully understood.
Recent studies advanced the causative role of mitochondrial dysfunction in muscle atrophy, while
the upstream triggers remained unclear.
Methods: In the present study, Atrophy of gastrocnemius and tibialis anterior (TA) were evaluated
in mice sciatic nerve transection model. Transmission electron microscopy (TEM) was then used to
observe the microstructure of atrophic gastrocnemius and mitochondria. Subsequently, small RNA
sequencing, luciferase reporter assay and Electrophoretic Mobility Shift (EMSA) were performed to
explore the potential signaling pathway involved in skeletal muscle atrophy. The effects of the
corresponding pathway on mitochondrial function, mitophagy, apoptosis and muscle atrophy were
further determined in C2C12 cells and denervated gastrocnemius.
Results: Gastrocnemius and TA atrophied rapidly after denervation. Obvious decrease of
mitochondria number and activation of mitophagy was further observed in atrophic gastrocnemius.
Further, miR-142a-5p/ mitofusin-1 (MFN1) axis was confirmed to be activated in denervated
gastrocnemius, which disrupted the tubular mitochondrial network, and induced mitochondrial
dysfunction, mitophagy and apoptosis. Furthermore, the atrophy of gastrocnemius induced by
denervation was relieved through targeting miR-142a-5p/MFN1 axis.
Conclusions: Collectively, our data revealed that miR-142a-5p was able to function as an
important regulator of denervation-induced skeletal muscle atrophy by inducing mitochondrial
dysfunction, mitophagy, and apoptosis via targeting MFN1. Our findings provide new insights into
the mechanism of skeletal muscle atrophy following denervation and propose a viable target for
therapeutic intervention in individuals suffering from muscle atrophy after peripheral nerve injury.
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Introduction
Denervation of skeletal muscle results in a rapid
and programmed loss in muscle size and
performance, termed muscle atrophy. Previous
researches considered it a result of protein homeo-

stasis lacking. However, the molecular mechanisms
that govern the imbalance between pathways
controlling protein synthesis and degradation in denervated muscle atrophy remained to be explored,
http://www.thno.org
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notwithstanding the large amount of work done [1,2].
In addition, some studies attributed this process to
apoptosis of muscle cells, yet the mechanisms
governing such apoptosis remain uncertain [3,4].
Recently, mitochondrial dysfunction has been shown
to play a pivotal role in the process of muscle atrophy,
with evidence of alterations in mitochondrial biogenesis, mitochondrial respiration, and mitochondrial
dynamics following prolonged skeletal muscle unloading, while the triggers of these changes in mitochondria remain to be explored [5,6].
Mitochondria are organelles that produce the
vast majority of cellular energy through the process of
oxidative phosphorylation (OXPHOS). Beyond this
metabolic role, however, mitochondria also play
central roles in diverse processes such as programmed
cell death, autophagy, redox signaling, and Ca2+
homeostasis [7]. Mitochondrial dynamics are
characterized by frequent fusion and division of
mitochondria within cells. The balance between
fusion and division is required for mitochondria to
regulate various physiological processes [8]. For
example, mitochondrial dynamics change during the
cellular response to stress. In some conditions that
adversely impact cellular health, such as nutrient
limitation or modest inhibition of cytosolic protein
synthesis, the mitochondrial network becomes highly
interconnected, which facilitates ATP production and
promotes cell survival [9]. Mitochondrial dynamics
are also integrated into cell cycle progression and cell
death pathways, placing them at the heart of cellular
life and death decisions [10, 11]. As such, loss or
dysfunction of the mitochondrial fusion or division
machines are broadly confirmed in neurodegenerative diseases, heart failure, diabetes and cancer [12-15].
In some cases, disease associated changes in
mitochondrial dynamics can be attributed to altered
expression of the mitochondrial fusion and division
related proteins (e.g. MFN1/2 and Drp1). In other
cases, aberrant signaling pathways are predicted to
alter mitochondrial dynamics. In either case, aberrant
mitochondrial dynamics is associated with mitochondrial dysfunction, contributing to disease pathology.
Skeletal muscle is rich of mitochondria, which are
necessary for its contractile activity and metabolism.
Recent researches have shown the alterations of
mitochondrial dynamics in atrophic skeletal muscle,
but the causal relationship between these alterations
and muscle atrophy remains unclear [16, 17].
MicroRNAs (miRNAs) are a class of noncoding
RNAs that are approximately 22 nucleotides (nt) in
length and are important regulators of gene
expression. miRNAs are involved in diverse physiological and pathological processes, including cell
proliferation, differentiation, apoptosis, autophagy,
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tumorigenesis, and even epigenetic regulation [18-21].
The expression of miRNAs is regulated by many
factors associated with various environmental
stresses, such as starvation, hypoxia, inflammation,
oxidative stimulation and denervation [22-24]. In
addition, numbers of studies have recently reported
the regulatory effect of miRNAs on mitochondrial
fission, fusion and mitophagic protein expression in
skeletal muscle and other tissues [25,26], but whether
miRNAs specifically regulate denervated skeletal
muscle atrophy through mitochondrial mechanisms
remains to be studied.
In the present study, gastrocnemius and TA
showed a rapid loss in muscle mass in the unilateral
sciatic nerve transection model over the first two
weeks. Significant decrease of mitochondria number
and activation of mitophagy were observed by TEM.
Then small RNA sequencing was carried out and
miRNA-142a-5p was confirmed to be up-regulated in
atrophic gastrocnemius. We hypothesized that
miRNA-142a-5p was a critical regulator of mitochondrial dynamics by targeting MFN1 and the resulting
disruption of mitochondria dynamics promoted
atrophy of denervated skeletal muscle. To test this
hypothesis, miRNA-142a-5p mimic was transfected
into C2C12 cells, MFN1 was then down-regulated,
extensive mitochondrial fragmentation, depolarization of mitochondrial membrane potential (Δψm) and
accumulation of reactive oxygen species (ROS) were
observed, activation of mitophagy and apoptosis of
skeletal muscle cells were also confirmed in C2C12
cells. Importantly, these effects were attenuated by
overexpression of MFN1. In mice sciatic nerve transection models, up-regulation of miRNA-142a-5p
achieved similar results and aggravated muscle
atrophy, while down-regulation of miRNA-142a-5p or
overexpression of MFN1 were both able to relieve
atrophy. Overall, this study indicates that miR142a-5p is an important regulator of denervationinduced skeletal muscle atrophy by inducing
mitochondrial dysfunction, mitophagy, and apoptosis
via targeting MFN1.

Materials and methods
Animal procedures
Ten-week old male C57BL/6J mice were housed
on a 24 hours day-night cycle and purchased from the
Animal Experiment Center of Huazhong University
of Science and Technology. Denervation was
performed surgically on the right hind legs of mice as
previously described [27]. The mice were randomized
into the following groups (5 mice/group): sham
operation group (control); denervation group;
denervation + miR-142a-5p agomir (Ribobio, China)
http://www.thno.org
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group; denervation + miR-142a-5p antagomir
(Ribobio) group; denervation + rAAV-MFN1 (Hanbio
Biotechnology, China) group; denervation + miR142a-5p agomir + rAAV-MFN1 group. 5 nmol agomir
or 10 nmol antagomir in 0.1 ml saline buffer was
locally injected into gastrocnemius once every 3 days
for 2 weeks. rAAV-MFN1 injection of gastrocnemius
was performed 3 weeks in advance to build MFN1
overexpression model. Specifically, 10 µl of virus (1.2
× 1012 vg/ml) were injected into each point around
gastrocnemius. The syringe was not removed until
5-10 min after the end of infusion to allow diffusion of
the virus. 4-6 injections were performed for each
mouse (Figure S1A, Figure S2A). Mice were
euthanized at the indicated time, gastrocnemius and
tibialis anterior (TA) were removed, weighed and
frozen for the next experiments.
All experimental procedures were in accordance
with the guidelines of the Chinese National Institutes
of Health. Experimental protocols were approved by
the Ethical Committee on Animal Experiments
(Huazhong University of Science and Technology).

Cell culture
Briefly, C2C12 cells (mouse myoblast cell line;
iCell Bioscience Inc., China) were grown in
high-glucose Dulbecco’s modified Eagle’s medium
(DMEM; Gibco, USA) supplemented with 10% fetal
bovine serum (FBS; Gibco, USA), 100 U/ml of
penicillin, and 100μg/ml of streptomycin in a 5% CO2
humidified atmosphere at 37 °C.

Wet weight measurement, hematoxylin-eosin
(HE) staining and fiber diameter quantification
Both the operational and contralateral sides of
the gastrocnemius and TA were collected and
weighed. The wet weight ratio was defined as the
muscle weight of the operational side divided by that
of the contralateral side.
For HE staining, the samples were fixed with
paraformaldehyde (4%), dehydrated, and paraffin
embedded. Cross-sectional 4-μm thick slices of the
muscle were prepared and stained with HE (Bioyear,
China) to observe the pathological changes of
atrophy.
To measure fiber diameters, gastrocnemius
sections with immunofluorescence staining of wheat
germ agglutinin (WGA) were analyzed with fibers
being selected manually. The ImageJ software was
used to quantify the minimal Feret’s diameter for
each.

Western blot
Frozen gastrocnemius and TA tissues were
homogenized in RIPA buffer containing 1mM PMSF,
and Protease Inhibitor Cocktail (Roche, New Jersey).
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Lysates were centrifuged for 20 min at 12,000 × g
(4°C). Supernatants were transferred to a separate
tube, and the BCA assay (Beyotime, China) was used
for protein level quantification. Proteins were
separated by SDS-PAGE gels (Beyotime), transferred
to PVDF membranes (Millipore, USA), and blots were
blocked for 1 h with 5% nonfat dry milk in TBS at
room temperature. Primary antibodies against the
following targets were proceeded overnight at 4°C:
mouse anti- myosin heavy chain (MHC; 1:3,000; R&D
Systems, USA), rabbit anti-TOM20 (1:10000; Abcam,
UK), rabbit anti-TIM23 (1:1000; Abcam), rabbit
anti-MFN1 (1:1000; Abcam), rabbit anti-PTEN
induced putative kinase 1 (PINK1; 1:1000; Abcam),
mouse anti-Parkin (1:2000; Abcam), rabbit anti-LC3B
(1:500; Abcam), rabbit anti-Bax (1:5000; Abcam), rabbit
anti-Bcl-2 (1:2000; Abcam), rabbit anti-cleavedcaspase 9 (1:1000; Cell Signaling Technology, USA),
rabbit anti-cleaved-caspase 3 (1:2000; Cell Signaling
Technology), rabbit anti-cytochrome c (1:5000;
Abcam), mouse anti-GAPDH (1:5000; Proteintech,
China) and rabbit anti-COX IV (1:1000; Proteintech).
After 3 washes, blots were incubated with appropriate
secondary antibodies (Abcam) at room temperature
for 1 hour. An ECL detection reagent and X-ray film
were used for protein detection. Similar procedures
were carried out for C2C12 myotubes.

Transmission electron microscopy (TEM)
Mitochondrial morphology in gastrocnemius
was analyzed by TEM. Gastrocnemius were trimmed
into approximately 1.0 mm3 strips and fixed in 2.5%
glutaraldehyde for 18-20 h, followed by 1% osmium
tetroxide for 1 h. Then, the tissues were dehydrated,
and embedded in epoxy. Ultra-thin sections (60 nm
thick) were cut, and the sections were stained with 2%
uranyl acetate and lead citrate and observed using a
transmission electron microscope (Hitachi, Japan). A
minimum of 10 photomicrographs were taken
randomly from each sample. The number of
mitochondria was counted on micrographs in a
blinded fashion as previously described [28].

Small RNA sequencing
Two weeks post-operation, three mice were
sacrificed and samples (normal gastrocnemius from
contralateral side and atrophic gastrocnemius from
operational side) were immediately frozen using
liquid nitrogen. Total RNA was isolated from samples
using the Trizol (Invitrogen) according to the
manufacturer’s protocol. Libraries of small RNAs
were constructed using TruSeq Small RNA Library
Preparation Kits (Illumina, USA). The libraries were
sequenced by Illumina HiSeq 2000 at RiboBio.
Differential expression was assessed by DEseq using
http://www.thno.org
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read counts as input. The Benjamini-Hochberg
multiple test correction method was enabled.
Differentially expressed miRNAs were chosen
according to the criteria of adjusted p-value < 0.05.

Cell transfection
The miRNA-142a-5p mimic, miRNA-142a-5p
inhibitor, and the relevant negative controls (mimic
control and inhibitor control) were commercially
obtained from Ribobio company. The plasmids for
overexpressing MFN1 (pcDNA3.1-EF1α-MFN1-3flagCMV-GFP) and the negative control plasmid
(pcDNA3.1-EF1α-mcs-3flag-CMV-GFP) were purchased from Hanbio Biotechnology (Figure S1B,
Figure S2B). Cell transfection was performed with the
Lipofectamine 2000 reagent (Invitrogen) according to
the manufacturer’s protocol. At 48 h after transfection,
the cells were processed for in vitro assays.

Dual luciferase reporter gene assay
The possible miR-142a-5p binding sites in the
MFN1 gene 3’-untranslated region (UTR) were
predicted by bioinformatics analysis using TargetScan
version 7.2 online tool (http://www.targetscan.org/
vert_72/). HEK-293T cells were seeded and cultured
on 24-well plates. Then, cells were co-transfected with
the miRNAs (mimic control, miR-142a-5p mimic,
inhibitor control or miR-142a-5p inhibitor) and
pGL3-luciferase promoter vector containing the WT
or MUT 3’UTR of MFN1. After 48 hours, cells were
collected and luciferase was detected using Dual
Luciferase Reporter Assay (Promega Corporation,
USA). The firefly luciferase signal was normalized to
that of the renilla luciferase signal.

Electrophoretic Mobility Shift Assay (EMSA)
The validation of miRNA-mRNA interactions
was performed using the Molecular Probes’
fluorescence-based EMSA Kit (Invitrogen) according
to the manufacturer’s protocol. For the binding
assays, the following oligonucleotides were designed
and used: miR-142a-5p; MFN1-UTR, a 23-mer RNA
sequence for the 3’UTR corresponding to MFN1 with
the target site for miR-142a-5p; anti-miR-142a-5p, a
modified antisense oligodeoxynucleotide complementary to the sequence of miR-142a-5p; anti-miR142a-5p MIS, an antisense oligodeoxynucleotide
containing 11 mismatches compared to anti-miR142a-5p. All oligonucleotides were purchased from
Sigma-Aldrich, and their specific sequences were
listed
in
Figure
3F.
The
corresponding
oligonucleotides were incubated in binding buffer
(750mM KCl, 0.5 mM dithiothreitol, 0.5 mM EDTA, 50
mM Tris, pH 7.4) for 30 min at 37 ℃, and the reaction
products were then separated on a 10%
non-denaturing polyacrylamide gel. After staining the
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gel with SYBRE® Green solution for 20 min in the
dark, photos were taken with 300 nm UV
transillumination.

Visualization of mitochondrial and lysosome in
C2C12 cells
Cells were grown on coverslips inside a cell
culture dish. After treatment, the culture medium in
the dish was replaced with prewarmed staining
solution containing 200 nM MitoTracker™ Green FM
probe (Thermo Fisher Scientific, USA). Cells were
incubated with the staining solution for 30 min at 37
°C. To visualize lysosome, cells were then incubated
in a prewarmed staining solution containing 25 nM
LysoTracker™ Red DND-99 probe for the next 10
min. After staining, the cells were washed two times
with PBS and incubated with fresh media. Then, the
cells were visualized using a Zeiss confocal laser
scanning microscope (Carl Zeiss, LSM 800). The
results were obtained from at least 30 cells in each
group.

Measurement of mitochondrial membrane
potential
Δψm was assessed in C2C12 cells using the JC-1
probe (Beyotime). Cells were incubated with JC-1
staining solution for 20 min at 37 °C. Images were
obtained using a confocal laser scanning microscopy.
The red and green fluorescence intensities were
quantified using the Zeiss LSM Image Examiner
software. Red fluorescence represented JC-1
aggregates, whereas green fluorescence represented
the monomeric form of JC-1. Δψm was reflected by
the ratio of red to green fluorescence intensity. The
results were obtained from at least 30 cells in each
group.

Measurement of ROS and mitochondrialderived O2∙- levels in C2C12 cells
Total levels of cellular ROS in C2C12 cells were
detected using the fluorescent probe DCFH-DA
(Beyotime) according to the manufacturer’s
instructions. For the analysis of mitochondrial O2•−,
C2C12 cells were labeled with MitoSOX Red, a highly
selective fluorescent probe, for the detection of O2•−
generated within mitochondria. Briefly, cells were
cultured in a cell culture dish and were treated as
indicated. MitoSOX Red reagent stock solution was
diluted in HBSS/Ca/Mg buffer to generate a 5 μM
reagent working solution. Cells were then incubated
with 5 μM MitoSOX Red reagent working solution in
the dark at 37 °C for 10 min. After three washes with
warm buffer, live imaging was performed using a
confocal laser scanning microscope. The results were
obtained from at least 30 cells in each group.
http://www.thno.org
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Measurement of mitochondrial respiratory
chain complexes activities
Mitochondria were isolated from gastrocnemius
or C2C12 cells using Mitochondria Isolation Kits
(Solarbio, China) according to the manufacturer’s
protocol. The activities of complexes I, II, IV and ATP
synthase (V) were measured with the MitoProfile
Rapid Microplate Assay Kit (Abcam) according to the
manufacturer’s instructions. Complexes I, II, IV, and
V were immune-captured in the wells of microplates,
and enzymatic activity was measured with a kinetic
colorimetric assay kit (Thermo Fisher Scientific). The
total and mitochondrial protein concentrations were
determined using the BCA assay (Beyotime).

Cell death ELISA
Gastrocnemius were extracted, blotted to
remove excess liquid, minced, and homogenized.
Differential centrifugation was then used to isolate
cytosolic extracts and protease inhibitors were added
to prevent protein degradation. A cell death detection
ELISA (Roche, USA) was used to quantitatively
determine the apoptotic DNA fragmentation by
measuring the cytosolic histone-associated mono- and
oligonucleosomes. The assay was performed according to the manufacturer’s instructions. Final absorbance was determined with a microplate reader at 405
nm. Data were normalized to total protein concentration by BCA assay. A wavelength of 490 nm was used
as the reference wavelength.

Statistical analysis
The GraphPad Prism 5 software (GraphPad
Software, USA) was used for all analyses. Results are
shown as mean ± standard deviation (SD) for at least
three independent experiments. ANOVA with a
post-hoc Dunnett’s test was used for all comparisons.
P < 0.05 was the threshold of statistical significance.

Supplementary Methods
Immunofluorescence, Quantitative real-time
PCR (qRT-PCR), Autophagy detection with Ad-GFPLC3B, TUNEL staining, flow cytometry and Total
Antioxidant Capacity Analyses are available in
supplementary materials.

Results
Denervation led to atrophy and mitochondrial
disorder of denervated muscles
To explore the process of muscle atrophy after
denervation, gastrocnemius and TA were analyzed in
mice sciatic nerve transection model. Consistent with
previous research [29], TA and gastrocnemius of the
operation side rapidly atrophied after denervation
surgery. Weight measurements revealed that the
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atrophic process was biphasic, with a rapid loss
(average 49% in gastrocnemius) in muscle mass over
the first 2 weeks and then a more gradual reduction
(average 13% in gastrocnemius) over the following 2
weeks (Figure 1A). As skeletal muscle atrophy was
usually accompanied by decreased expressions of
sarcomeric proteins, we tracked the levels of MHC
after denervation by western blot, which showed a
consistent trend with muscle weight (Figure 1B). We
further analyzed fiber diameter through WGA
staining and observed the gradual diminution in
muscle fiber size over time after denervation, showing
a shift towards fiber of a lesser diameter (Figure
1C-D). As the atrophy of denervated muscles
occurred primarily during the first two weeks
post-denervation, this time point was targeted in the
following experiments. To observe the morphology
changes of denervated gastrocnemius, TEM was
carried out and the atrophic gastrocnemius was found
to be disorganized, showing some broken Z-lines,
degraded M-lines and irregular intermyofibrillar
space (Figure 1E). Besides, more autophagosomes
enclosing mitochondria (mitophagosomes, marked by
red arrows) and obviously fewer mitochondria could
be found in atrophic gastrocnemius than the
contralateral side (Figure 1E-F). Western blot analysis
of the mitochondrial outer/inner membrane protein
TOM20/TIM23 also indicated that mitochondria were
reduced in atrophic gastrocnemius (Figure 1G).
Totally, these results showed that the denervated
skeletal muscle atrophied over time in a biphasic
manner, during which mitophagy was activated and
mitochondria decreased.

Small RNA sequencing and target predicting
As miRNAs are vital to mitochondrial homeostasis, small RNA sequencing was performed to
identify potential miRNAs or signaling pathways
involved in skeletal muscle atrophy. In total, 33
differentially expressed miRNAs were identified
(Table S1), in which 19 miRNAs were upregulated
and 14 miRNAs were downregulated (Figure 2A). The
Hierarchical cluster analysis showed the differentially
expressed miRNAs (adjusted p-value < 0.05) between
atrophied gastrocnemius and control (Figure 2B). To
further confirm the above results, qRT-PCR was
performed and miR-142a-5p, which was previously
reported to play roles in myocardial infarction and
Alzheimer’s disease, was found to be up-regulated by
nearly 8-fold in denervated gastrocnemius (Figure
2C). To determine whether the increase of
miR-142a-5p after denervation was fiber type-specific,
FISH was performed in extensor digitorum longus
(EDL, a typically fast-twitch muscle mainly
containing type IIB and IID fibers), soleus (SOL, a
http://www.thno.org
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typically slow-twitch muscle mainly containing type I
and IIA fibers) and gastrocnemius (mixed type
muscle), all of which achieved a higher fluorescence
intensity compared to control (Figure S3). Potential
miR-142a-5p targets were then predicted using
bioinformatics analysis in order to seek out the
downstream mechanisms governing gastrocnemius
atrophy, the results revealed that MFN1 was a
conserved target of miR-142a-5p with the pairing
position of 1940-1946 in MFN1 3’UTR (Figure 3E, Data
from TargetScan). Given that MFN1 is important for
both mitochondrial dynamics and cell apoptosis, the
expression level of MFN1 was further assessed via
western blot, revealing significant downregulation of
MFN1 in atrophic gastrocnemius relative to the
contralateral side (Figure 2D). Together these results
revealed the differentially expressed miRNAs in
atrophic gastrocnemius, in which miR-142a-5p might
play key role in muscle atrophy by targeting MFN1.

1420
MFN1 was a direct target of miR-142a-5p
To further confirm the above hypothesis,
concentration gradients of miR-142a-5p mimic and
inhibitor were transfected into C2C12 cells. We found
that 100 nM mimic greatly enhanced exogenous
miR-142a-5p expression whereas 200 nM inhibitor led
to a significant decrease compared to the negative
control (Figure 3A-B). Moreover, MFN1 levels in
miR-142a-5p mimic transfected C2C12 cells decreased
in a dose-dependent fashion, while inhibitor
constructs resulted in increased MFN1 protein levels
(Figure 3C-D). Then the luciferase reporters
(pGL3-3’UTR of MFN1-WT and MFN1-MUT) were
constructed and transfected into the 293T cells, it was
seen that overexpression of miR-142a-5p suppressed
the luciferase activity of pGL3-MFN1-WT while
miR-142a-5p knockdown achieved the opposite effect.
Overexpression or knockdown of miR-142a-5p both
exerted no significant effects on the luciferase activity

Figure 1. Denervation led to atrophy and mitochondrial disorder of denervated muscles. (A) The wet weight ratio (the weight of the operational side divided by the
contralateral side) of gastrocnemius and TA at indicated time points post-denervation. (B) Western blot analysis of the dynamic changes of MHC protein expression after
denervation. Relative grey values analyses were performed. (C, D) Quantification of gastrocnemius fibers diameter by immunofluorescence staining of WGA. Scale bar 50 µm.
(E, F) Microstructure of gastrocnemius and mitochondria was observed by TEM. Red arrows indicated autophagosomes enclosing mitochondria. The number of mitochondrial
profiles were statistically analysed. Scale bar 1.25 µm (G) Western blot analysis of the mitochondrial outer/inner membrane protein TOM20/TIM23. Data were presented as
mean ± SD. n=5. *P < 0.05 vs control (0 week). Den, denervation; Con, control.

http://www.thno.org

Theranostics 2020, Vol. 10, Issue 3
of pGL3-MFN1-MUT in 293T cells (Figure 3E). EMSA
was also performed to further validate the
miRNA-mRNA interactions, the specific binding of
miR-142a-5p and MFN1-UTR oligonucleotides was
clearly seen in Lane 1, while the bindings were not
evident in anti-miR-142a-5p/MFN1-UTR (Lane 3) and
miR-142a-5p/MFN1-UTR
MUT
(Lane
4)
oligonucleotides (Figure 3F). Briefly, these data
indicated that miR-142a-5p could inhibit MFN1
expression by binding to the MFN1 mRNA 3’UTR.

miR-142a-5p/MFN1 axis regulated mitochondrial morphology and function in vitro
As MFN1 is vital for mitochondrial dynamics [8],
we further explored the effect of miR-142a-5p/MFN1
axis on mitochondria in C2C12 cells. Firstly, the
expressions of MFN1 were detected in cells under
different treatment, revealing that miR-142a-5p mimic
and si-MFN1 transfection significantly repressed
MFN1 expression, whereas the miR-142a-5p inhibitor
promoted MFN1 expression. In addition, transfection
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of MFN1 overexpressing plasmid rescued the reduced
MFN1 content induced by miR-142a-5p mimic and
achieved a higher level of MFN1 than control (Figure
4A). Then the mitochondrial morphology in each
group was observed by MitoTracker Green probes, it
was obvious that mitochondria displayed tubular
network with elongated and filamentous morphology
in the control group (8.17 ± 0.38 μm), whereas
miR-142a-5p mimic (4.23 ± 0.45 μm) and si-MFN1
(3.50 ± 0.44 μm) transfection markedly altered this
morphology, resulting in highly fragmented
mitochondria and a discontinuous network.
Overexpression of MFN1 disrupted mimic-induced
excessive mitochondrial fragmentation and increased
the filamentous mitochondria (8.27 ± 0.47 μm). Cells
in miR-142a-5p inhibitor group exhibited similar
mitochondrial morphology (8.13 ± 0.45 μm) to control.
A quantitative analysis of mitochondrial morphology
was obtained by measuring the length of the
mitochondria in each group (Figure 4B).

Figure 2. Small RNA sequencing and target predicting. (A) Scatter plot of miRNAs expression in denervated and contralateral gastrocnemius two weeks
post-operation. The red and green point in the plot represented the differentially expressed miRNAs showing statistical significance (P < 0.05). (B) Hierarchical cluster analysis
of the significantly upregulated and downregulated miRNAs (P < 0.05). Each column represented a sample and each row represented a miRNA. The expression levels were
presented in different colors indicating expression levels above and below the median expression level across all samples. miR-142a-5p was marked by arrow. (C) qRT-PCR was
performed to verify the small RNA sequencing results of miR-142a-5p in gastrocnemius of contralateral side and denervation side. (D) MFN1, the predicted target of
miR-142a-5p, was detected by western blot. Data were presented as mean ± SD. n=3. *P < 0.05 vs contralateral side. Den, denervation; Con, control.

http://www.thno.org
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Figure 3. MFN1 was a direct target of miR-142a-5p. (A, B) Concentration gradients of miR-142a-5p mimic and inhibitor were introduced to permit efficient up- or downregulation of miR-142a-5p levels in C2C12 cells. (C, D) Western blotting analysis of MFN1 expression in C2C12 cells transfected with concentration gradients of miR-142a-5p
mimics/inhibitors. (E) Schematic drawing of the putative binding sites or mutations of miR-142a-5p in MFN1 mRNA 3’UTR. 293T cells were co-transfected with miRNA and
luciferase reporter containing wild type (WT) 3’UTR of MFN1 (pGL3-3’UTR of MFN1-WT) or mutant (MUT) 3’UTR of MFN1 (pGL3-3’UTR of MFN1-MUT), and luciferase
activity was detected at 48 h post-transfection. (F) EMSA was performed to confirm the interaction of MFN1 mRNA and miR-142a-5p. RNA and DNA oligonucleotides were
designed according to the model and corresponded to the incubation of the probes for EMSA on a non-denaturing gel. Lane 1 represented the binding and competition between
miR-142a-5p and the MFN1 3’UTR. Data were presented as mean ± SD. *P < 0.05 vs NC. NC, negative control; Con, control.

Δψm is necessary for mitochondrial oxidative
phosphorylation and ATP production [30]. The effect
of miR-142a-5p/MFN1 axis on Δψm in C2C12 cells
was determined by the JC-1 probe. As shown in
Figure 4C, miR-142a-5p mimic and si-MFN1 transfection decreased the ratio of red to green fluorescence, indicating the depolarization of Δψm, while
MFN1 overexpression abolished the mimic-induced
dissipation of Δψm. Transfection of miR-142a-5p
inhibitor showed no obvious influence on Δψm.
Mitochondria are primary sources of ROS within
cells. Mitochondrial dysfunction with reduced
activities of the mitochondrial respiratory chain
complexes result in the overproduction of mitochondrial ROS (mtROS), which can induce oxidative
damage to DNA, proteins and lipids not only in

mitochondria but also in other cellular compartments.
This can in turn exacerbate mitochondrial dysfunction
and cause further damage to cells and tissues [31, 32].
Here the intracellular ROS levels were accessed using
the fluorescent probe DCFH-DA. It was obvious that
miR-142a-5p mimic and si-MFN1 transfection
markedly increased cellular ROS levels, whereas
MFN1 overexpression alleviated the accumulation of
ROS caused by miR-142a-5p mimic and reached a
similar ROS level to control (Figure 4D). As the
superoxide anion (O2•−) generated in mitochondria is
the primary ROS, we next assessed mitochondrial O2•
− levels in C2C12 cells using MitoSOX Red in order to
investigate the effect of the miR-142a-5p/MFN1 axis
on mtROS production.
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Figure 4. miR-142a-5p/MFN1 axis regulated mitochondrial morphology and function in vitro. (A) Western blotting analysis confirmed the effect of C2C12
transfection on MFN1. (B) The morphology of the mitochondria was labeled by MitoTracke Green probes. Part of the photographs (red box) were amplified. The length of
mitochondria in each group was analysed. Scale bar 10 µm. (C) Determination of Δψm using the JC-1 probe. Red and green fluorescence represented the aggregate and
monomeric form of JC-1 respectively. The merged images indicated co-localization of JC-1 aggregates and monomers. The ratio of red to green fluorescence intensity was
calculated. Scale bar 50 µm. (D) Intracellular ROS levels were detected using the fluorescent probe DCFH-DA. Relative DCF fluorescence was analysed. Scale bar 50 µm. (E) The
mitochondrial O2•− levels were detected in C2C12 cells labeled with MitoSOX Red. Relative MitoSOX fluorescence was analysed. Scale bar 25 µm. (F, G, H, I) Activities of
complexes I, II, and IV and ATP synthase. Data were presented as mean ± SD. *P < 0.05 vs control. #P < 0.05 vs mimic. mOD, mitochondrial optical density.
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Results were similar to the DCF fluorescence
findings (Figure 4E), further demonstrating that
miR-142a-5p/MFN1 axis could regulate cellular ROS
level by targeting mitochondria. Considering that
overproduction of mtROS often originated from the
reduced activities of mitochondrial respiratory chain
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complexes, we further investigated these complexes
(I, II, IV and ATP synthase) and got a similar trend to
the above results (Figure 4F-I).
Together, these results confirmed that the
miR-142a-5p/MFN1 axis was able to regulate
mitochondrial morphology and function in vitro.

Figure 5. miR-142a-5p/MFN1 axis activated mitophagy in vitro. (A) Western blotting analysis of the mitophagy parameters in C2C12 cells. The expressions of total
TOM20, TIM23 and mito-PINK1, Parkin, LC3II were evaluated separately. GAPDH and COX IV were used as internal references. (B) Representative images of C2C12 cells
expressing GFP-LC3 in each group. Quantification of the average number of GFP-LC3 puncta per cell. Scale bar 10 µm. (C) Co-staining of mitochondria and lysosome by
MitoTracke Green and LysoTracker Red. Part of the photographs (blue box) were amplified. The number of the overlaps between the mitochondria and lysosome was counted
to quantify the mitophagy activity. Scale bar 10 µm. Data were presented as mean ± SD. *P < 0.05 vs control. #P < 0.05 vs mimic.
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miR-142a-5p/MFN1 axis activated mitophagy
in vitro
As mitophagy is involved in mitochondrial
quantity and quality control [33], we wonder whether
it is activated by miR-142a-5p/MFN1 axis. Western
blot revealed that miR-142a-5p mimic and si-MFN1
transfection repressed total TOM20, TIM23 expressions and increased mito-LC3II, PINK1 and Parkin
expressions, confirming the activation of mitophagy
in C2C12 cells through PINK1/Parkin pathway. In
addition, MFN1 overexpression could block the
protein changes induced by miR-142a-5p mimic
(Figure 5A). Subsequently, GFP-LC3 was transfected
into C2C12 cells and the average number of GFP-LC3
puncta per cell reflected the magnitude of autophagic
activity. Similarly, miR-142a-5p mimic and si-MFN1
transfection significantly increased fluorescence
puncta, which was then rescued by up-regulation of
MFN1 (Figure 5B). To provide more solid evidence for
the action of miR-142a-5p/MFN1 axis on mitophagy,
mitochondria and lysosome were co-stained after
transfection. As shown in Figure 5C, spindle
mitochondria were separated from the lysosomes in
the control group. Following miR-142a-5p mimic and
si-MFN1 transfection, however, mitochondria divided
into several fragmentations, which were widely
tagged by lysosomes, indicative of mitophagy
activation. In brief, the above results indicated that
mitophagy was regulated by miR-142a-5p/MFN1 axis
in vitro.

miR-142a-5p/MFN1 axis dominated C2C12
cells apoptosis
Given the role of mitofusin proteins in
mitochondria-mediated apoptosis [34,35], we further
evaluated the effect of miR-142a-5p/MFN1 axis on
apoptosis of C2C12 cells. From TUNEL assay and
FCM results, we found that miR-142a-5p mimic and
si-MFN1
transfection
significantly
promoted
apoptosis of C2C12 cells while MFN1 overexpression
eliminated this effect of miR-142a-5p mimic and
achieved a low level of apoptosis (Figure 6A-B).
Western blotting was also carried out to analyze the
expression of apoptosis signaling pathway-associated
proteins. As shown in Figure 6C, miR-142a-5p mimic
and si-MFN1 transfection was associated with
significantly higher levels of pro-apoptotic cleaved
caspase-3, cleaved caspase-9, and Bax, as well as with
lower levels of anti-apoptotic Bcl-2 relative to control.
The situation in MFN1overexprssion group was
similar to control, thus indicating the abolition of the
proapoptotic effect of miR-142a-5p mimic. As
mitochondria-mediated apoptosis is characterized by
cytochrome c liberation from mitochondria into
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cytoplasm, the cytosolic and mitochondrial levels of
cytochrome c were then assessed respectively. In line
with other findings, miR-142a-5p mimic and si-MFN1
transfection groups exhibited higher levels of
cytosolic cytochrome c and lower levels of mitochondrial cytochrome c, while up-regulation of MFN1
reversed the effect of miR-142a-5p mimic. miR-142a5p inhibitor group showed similar cytochrome c
expression patterns to control. The above results well
demonstrated the apoptosis regulating effect of
miR-142a-5p/MFN1 axis in C2C12 cells.

Restoring MFN1 expression relieved miR142a-5p mediated atrophy of denervated
gastrocnemius
To clarify the role of the miR-142a-5p/MFN1
axis in the atrophy of denervated gastrocnemius,
miR-142a-5p/MFN1 inhibition and overexpression
models were generated as detailed in the Methods
section, and gastrocnemius samples were harvested 2
weeks post-denervation (Figure 7A). The expression
of MFN1 was confirmed by western blot (Figure 7B).
Muscle mass evaluation, MHC expression and HE
staining revealed that miR-142a-5p agomir significantly aggravated muscle atrophy, whereas this was
reversed by the injection of rAAV-MFN1. Furthermore, miR-142a-5p antagomir administration alleviated the atrophy of denervated gastrocnemius (Figure
7B-D). We further analyzed fiber diameter and
observed that diminution in muscle fiber size was
induced by miR-142a-5p agomir and could be
reversed by rAAV-MFN1injection. miR-142a-5p antagomir administration attenuated the atrophy of
denervated gastrocnemius and produced a shift
towards a larger fiber diameter than that of the
denervation group (Figure 7E-F). These results
indicated that miR-142a-5p/MFN1 axis mediated the
atrophy of denervated gastrocnemius.

MFN1 overexpression preserved mitochondrial function in denervated gastrocnemius
To investigate the effect of miR-142a-5p/MFN1
axis on mitochondrial function, Δψm, antioxidant
capacity and mitochondrial respiratory chain
complexes activities were evaluated. The results
showed that miR-142a-5p agomir aggravated the
depolarization of Δψm in denervated gastrocnemius,
whereas miR-142a-5p antagomir and rAAV-MFN1
had the opposite effect. In addition, rAAV-MFN1
injection was able to reverse the effect of miR-142a-5p
agomir on gastrocnemius Δψm (Figure 8A). In
addition to the changes in Δψm, levels of
anti-oxidants such as GSH and SOD, as well as the
lipid peroxide MDA were also detected to evaluate
oxidative stress in gastrocnemius. As shown in Figure
http://www.thno.org
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8B-D, denervation and miR-142a-5p agomir treatment
induced a decline in GSH and SOD levels and an
increase in MDA levels, indicating increased oxidative
stress. Administration of miR-142a-5p antagomir and
rAAV-MFN1 both relieved denervation-induced
oxidative stress (as characterized by increased GSH
and SOD levels and decreased MDA levels). In
addition, we further found that rAAV-MFN1
administration could alleviate the oxidative stress
caused by denervation + miR-142a-5p agomir
treatment. Similarly, the activities of mitochondrial
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respiratory chain complexes were significantly
reduced in denervated gastrocnemius and improved
upon the administration of miR-142a-5p antagomir
and rAAV-MFN1. rAAV-MFN1 was able to further
protect the activities of complexes from denervation +
miR-142a-5p agomir administration (Figure 8E-H).
The above results therefore indicated that MFN1
overexpression reversed mitochondrial dysfunction
induced by miR-142a-5p in denervated gastrocnemius.

Figure 6. miR-142a-5p/MFN1 axis dominated C2C12 cells apoptosis. (A) TUNEL assay indicated the apoptosis of C2C12 cells in each group. Positive percentage was
analysed. Scale bar 50 µm. (B) FCM analysis of the apoptosis of C2C12 cells. The apoptotic rate was further analysed. (C) Western blot analysis of the protein changes related
to mitochondria-mediated apoptosis. Cytochrome c in cytosolic and mitochondrial subfractions was assessed respectively. Data were presented as mean ± SD. *P < 0.05 vs
control. #P < 0.05 vs mimic. Cyto, cytoplasm; Mito, mitochondria; Cyt c, cytochrome c.
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Figure 7. Restoring MFN1 expression relieved miR-142a-5p mediated atrophy of denervated gastrocnemius. (A) Gastrocnemius of different groups harvested 2
weeks post-denervation. (B) Western blotting analysis confirmed the expressions of MFN1 and MHC. (C) The wet weight ratio of gastrocnemius in different groups. (D)
Morphological observation of gastrocnemius muscles in different groups by HE staining. Scale bar 50 μm. (E, F) Quantification of muscle fibers diameter by immunofluorescence
staining of WGA. Scale bar 50 µm. Data were presented as mean ± SD. n=5. *P < 0.05 (vs den). #P < 0.05 vs den + agomir group. Den, denervation; Con, control.

Restoring MFN1 expression attenuated
miR-142a-5p induced mitophagy and apoptosis
in denervated gastrocnemius
As the in vitro experiments had demonstrated
the regulatory role of miR-142a-5p/MFN1 axis in
mitophagy and apoptosis, we further explored this
effect in denervated gastrocnemius. Western blot
revealed that total TOM20 and TIM23 levels
decreased whereas mito-LC3II, PINK1 and Parkin
increased after denervation, and it became more
pronounced upon miR-142a-5p agomir administration, indicating the activating of mitophagy. This
trend was partly reversed by miR-142a-5p antagomir
and rAAV-MFN1 (Figure 9A). Subsequently, TEM
wax performed to observe the detailed changes of
mitochondria. Obvious decrease of mitochondria was
found in denervated gastrocnemius with or without

miR-142a-5p agomir administration, showing more
mitophagosomes (marked by red arrows). miR-142a5p antagomir and rAAV-MFN1 administration partly
restored the number of mitochondria in denervated
gastrocnemius. Furthermore, rAAV-MFN1 injection
reversed the changes of mitochondria induced by
miR-142a-5p agomir, although the mitochondria
number was still less than control (Figure 9B). Cell
death ELISA was then conducted to quantify apoptosis in each group. A significant increase of DNA
fragmentation was detected in denervated gastrocnemius, and this was aggravated by miR-142a-5p
agomir, whereas miR-142a-5p antagomir and rAAVMFN1 administration reversed this denervationinduced apoptosis. rAAV-MFN1 administration was
even able to rescue cell apoptosis induced by
denervation + miR-142a-5p agomir (Figure 9C).
Western blot analysis was further performed to
http://www.thno.org
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explore mitochondria-mediated apoptosis signal
pathway. Consistent with our in vitro results, miR142a-5p agomir aggravated denervation-induced
increase of proapoptotic proteins, decrease of antiapoptotic protein and release of cytochrome c from
mitochondria into cytoplasm, which was reserved by
rAAV-MFN1 administration (Figure 9D). Totally,
these results demonstrated the regulatory effect of
miR-142a-5p/MFN1 axis on mitophagy and apoptosis
in denervated gastrocnemius.

Discussion
Peripheral nerve injuries are a growing topic of
interest, particularly in developing countries where
workers often suffer disabilities stemming from
peripheral nerve injury complications such as limb
weakness or muscle atrophy. The peripheral nerves
undergo a series of complex pathological changes
(Wallerian degeneration) after nerve trauma, during
which the distal axons degenerate and Schwann cells
proliferate to direct axonal regrowth and remyelination [36, 37]. Though in situ suture, autologous and
allogenic nerve transplantation have been applied to
repair peripheral nerve transection, a long time is
necessary for the axons to regrow and reinnervate
their targets, during which the denervated skeletal
muscles decrease contractile activities and undergo
atrophy gradually, leading to an unsatisfactory
prognosis [1,38,39]. As such, maintaining muscle mass
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before reinnervation is vital for the treatment of
peripheral nerve injuries and is also the main purpose
of this research.
In consistence with previous researches [40, 41],
we found that the denervated skeletal muscle
atrophied over time in a biphasic manner, showing a
rapid loss of muscle mass over the first 2 weeks and
then a more gradual reduction over the following 2
weeks, so we focused on the early stage of skeletal
muscle atrophy in order to seek out the specific
mechanism underlying this process. Morphological
observation of the atrophied gastrocnemius revealed
clear decreases in mitochondrial numbers as well as
mitophagy activation, which inspired us and led us to
focus on mitochondrial dynamics.
Mitochondria are dynamic organelles that
constantly undergo fusion and division processes to
maintain their proper morphology essential for their
normal functions [8]. Mitochondrial fusion is the
union of two mitochondria, which is mediated by
membrane-anchored proteins, mitofusin (MFN)-1,2
and optic atrophy (OPA)-1. MFN1 and MFN2 are
located on the outer mitochondrial membrane and are
involved in early steps of membrane fusion [42, 43],
whereas OPA1 is associated with the inner membrane
and is essential for inner membrane fusion [44]. In
addition to morphology control, mitochondrial fusion
is essential to mitochondrial function [45]. Mice
lacking MFN1/2 in skeletal muscle exhibit both

Figure 8. MFN1 overexpression preserved mitochondrial function in denervated gastrocnemius. (A) Determination of Δψm using the JC-1 probe. The ratio of
polymer/monomer fluorescence intensity was calculated. (B, C, D) The content of anti-oxidant factors, GSH and SOD, and the lipid peroxide MDA in gastrocnemius of different
group. (E, F, G, H) Activities of complexes I, II, and IV and ATP synthase. Data were presented as mean ± SD. n=5. *P < 0.05. Den, denervation; Con, control. mOD,
mitochondrial optical density.
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mitochondrial dysfunction and profound muscle
atrophy [46]. Meanwhile, mitochondrial dynamics
also regulate cell apoptosis. Overexpression of MFN1
and MFN2 facilitates mitochondrial fusion and
maintain mitochondrial function, while knocking
down of MFN1 and MFN2 expedites cell apoptosis
[34, 35]. Herein, we found that the expression of
MFN1 in denervated gastrocnemius was down-

1429
regulated by miR-142a-5p, resulting in mitochondrial
fragmentation. Mitochondrial function was further
suppressed by the miR-142a-5p/MFN1 axis, as
evidenced by Δψm depolarization and OXPHOS
inhibition. Furthermore, mitophagy and mitochondria-mediated apoptosis were both activated by the
miR-142a-5p/MFN1 axis in denervated gastrocnemius.

Figure 9. Restoring MFN1 expression attenuated miR-142a-5p induced mitophagy and mitochondria-mediated apoptosis in denervated gastrocnemius.
(A) Western blotting analysis of the mitophagy parameters in gastrocnemius. The expressions of total TOM20, TIM23 and mito-PINK1, Parkin, LC3II were evaluated separately.
GAPDH and COX IV were used as internal references. (B) Microstructure of gastrocnemius and mitochondria was observed by TEM. Red arrows indicated autophagosomes
enclosing mitochondria. The number of mitochondrial profiles were statistically analysed. Scale bar 1.25 μm. (C) Apoptosis in gastrocnemius was assessed by detecting DNA
fragmentation. (D) Western blot analysis of the protein changes related to mitochondria-mediated apoptosis. Cytochrome c in cytosolic and mitochondrial subfractions was
assessed respectively. Data were presented as mean ± SD. n=5. *P < 0.05. Den, denervation; Con, control; Cyto, cytoplasm; Mito, mitochondria; Cyt c, cytochrome c.
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Apoptosis is a cellular process that is conserved
from worms to humans. It has been extensively
studied, but primarily in mitotic cells/tissues. Apoptosis plays a crucial role in a variety of biological
events, including embryonic development, tissue
turnover and immunological defense [47, 48]. In the
past several studies had demonstrated the
involvement of apoptosis, which was characterized by
increases in TUNEL-positive cells, DNA fragmentation and BCL-2 family expression, in the loss of
postmitotic skeletal muscle after denervation [41, 49].
Here in the denervated gastrocnemius we consistently
observed the increase of apoptosis (showing more
DNA fragmentation). Considering the dysfunction of
mitochondria in denervated gastrocnemius, we
speculated that mitochondria-associated apoptotic
signaling might be activated during muscle atrophy,
and we confirmed this through subsequent
experiments. Western blot analysis revealed the
expression variations of apoptotic regulators in
mitochondria-mediated apoptosis. In particular, Bax
(a pro-apoptotic protein) was found to be upregulated in denervated gastrocnemius, which could
translocate to the mitochondria and expose its
N-terminus via a conformational change upon
induction of apoptosis. This conformational change
allowed the Bax/Bax-homo-oligomerization and
therefore insertion of Bax into the outer mitochondrial
membrane. This was followed rapidly by the
formation of a channel, and subsequent release of the
mitochondria-resided apoptogenic factors (e.g. cytochrome c, AIF and Smac/DIABLO) into the cytosol
[50, 51]. Conversely, the anti-apoptosis protein, Bcl-2,
which was capable of forming Bcl-2/Bax-heterodimers and preventing the process of Bax/Bax-homooligomerization [52], was down-regulated. After the
release of cytochrome c from mitochondria into
cytoplasm, caspase-9 mediated apoptosis by
assembling an apoptosome complex through the
interaction of procaspase-9 with Apaf-1, dATP/ATP,
and mitochondrial released cytochrome c, which
subsequently recruited procaspase-3 to the complex
and efficiently activated caspase-3, a common effector
caspase, by the caspase-9-mediated proteolytic
cleavage and finally resulted in cell apoptosis.
Recently, mitophagy has been reported to play a
beneficial role in eliminating damaged and unhealthy
mitochondria and maintaining quality and quantity of
the organelle [53]. However, massive and persistent
mitophagy leads to excessive degradation of
mitochondria, which may contribute to a bioenergetic
deficit and cell death [54, 55]. PINK1/Parkin (PARK2)
pathway mediated mitophagy regulates the
autophagic removal of mitochondria. After depolarization of Δψm or accumulation of damaged mito-
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chondria, PINK1 localizes to the mitochondrial outer
membrane, where it promotes the recruitment of the
E3 ubiquitin ligase Parkin to the mitochondria. Parkin
promotes mitochondrial membrane protein ubiquitination. Then, mitochondria are wrapped by autophagosomes via an interaction between the autophagy receptor p62/SQSTM1 (Sequestosome 1) and
LC3. Autophagosomes eventually fuse with lysosomes to form autolysosomes, which target mitochondria for autophagy clearance [56, 57]. In the
present research, PINK1/Parkin mediated mitophagy
was observed to be activated in denervated
gastrocnemius, and we determined that this process
was regulated by the miR-142a-5p/MFN1 axis,
resulting in significant reductions in mitochondrial
number. Given the role of mitophagy dysregulation in
various diseases, we therefore speculate that mitophagy may aggravate muscle atrophy by disturbing
gastrocnemius energy supplies, impairing the
maintenance of a normal cellular metabolism. Such a
hypothesis can be confirmed through additional
experiments aimed at blocking the mitophagy
process.
However, interpretation of the role of MFN1 in
specific fiber types seems complicated since the
gastrocnemius used in our experiments is a mixed
type muscle. Previous researches reported that mice
lacking both MFN1 and MFN2 exhibited impaired
mitochondrial fusion and profound muscle atrophy in
TA (fast-twitch fibers) and soleus (slow-twitch fibers).
In contrast, muscles carrying just one MFN allele
showed much milder histological defects. Besides,
MFN1 knockout achieved quite different results
(more patches of abnormal mitochondria and more
mtDNA deletions) from MFN2 knockout models [46,
58]. Denervation leads to various pathological
changes in muscles, such as protein homeostasis
disorder, apoptosis and so on [1], which further
complicate the comprehension of MFN1 in gastrocnemius. In addition, it is uncertain whether the miR142a-5p/MFN1 axis is responsible for atrophy in
other denervated muscles (except for gastrocnemius)
given that different fibers and different muscles are
known to respond differently to denervation [59, 60],
further studies concerning the role of miR-142a5p/MFN1 axis in various fiber types will be the object
of our future studies.
Considering that the atrophy of skeletal muscle
following denervation is a complicated process, no
suitable in vitro model has yet been designed capable
of replicating such a denervated state, C2C12 cells
were therefore used for all in vitro studies to explore
the effect of miR-142a-5p/MFN1 axis on mitochondrial function, apoptosis, and mitophagy. Moreover,
it is difficult to use specific blockers to directly inhibit
http://www.thno.org
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mitochondria-mediated apoptosis, mitophagy or
improve mitochondrial function considering their
complicated interaction, so we can’t determine the
dominant driver of gastrocnemius atrophy.
Furthermore, we were not able to achieve complete
recovery of muscle atrophy via targeting the
miR-142a-5p/MFN1 axis, indicating that other
mechanisms are likely involved in the atrophy
process. Indeed, previous studies have shown that the
ubiquitin-proteasome system contributes to protein
degradation in denervation-induced muscle atrophy.

Conclusions
In summary, our results demonstrate that
miR-142a-5p/MFN1 axis mediates the atrophy of
denervated skeletal muscle, in which mitochondrial
dysfunction, mitophagy and apoptosis may play vital
roles downstream. The present findings contribute
previously unknown insights into the mechanisms
underlying the role of mitochondrial dynamics in
muscle atrophy. Besides, the findings provide
evidence that targeting miR-142a-5p/MFN1 axis may
be a therapeutic alternative to relieve skeletal muscle
atrophy induced by denervation.

Abbreviations
MFN1: mitofusin-1; TA: tibialis anterior; TEM:
transmission electron microscopy; EMSA: Electrophoretic Mobility Shift Assay; OXPHOS: oxidative
phosphorylation; miRNAs: microRNAs; DMEM:
Dulbecco’s modified Eagle’s medium; FBS: fetal
bovine serum; HE: Hematoxylin-eosin; WGA: wheat
germ agglutinin; PINK1: PTEN induced putative
kinase 1; BCA: bicinchoninic acid assay; Δψm:
mitochondrial membrane potential; ROS: reactive
oxygen species; FCM: flow cytometry; OPA1: optic
atrophy-1.

Supplementary Material
Supplementary methods, figures and table.
http://www.thno.org/v10p1415s1.pdf

Acknowledgments
This work was supported by the National
Natural Science Foundation of China (81772094) and
the National Key Research and Development Project
(2016YFC1101705).

1431
authors approved the submission of this manuscript
in its final form.

Competing Interests
The authors have declared that no competing
interest exists.

References
1.
2.
3.
4.
5.

6.
7.
8.
9.
10.
11.
12.
13.
14.
15.
16.
17.
18.
19.
20.
21.
22.
23.
24.
25.

Author contributions
XFY and ZBC designed the conceptual idea for
this study. XFY and PPX performed the experiments.
HRC and YK conducted the mice feed and
denervation surgery. MY helped with data analysis.
XFY and ZBC wrote the manuscript. DD and HGM
contributed to the manuscript revision. All the

26.
27.
28.

Cohen S, Nathan JA, Goldberg AL. Muscle wasting in disease: molecular
mechanisms and promising therapies. Nat Rev Drug Discov. 2015; 14: 58-74.
Bonaldo P, Sandri M. Cellular and molecular mechanisms of muscle atrophy.
Dis Model Mech. 2013; 6: 25-39.
Siu PM. Muscle apoptotic response to denervation, disuse, and aging. Med Sci
Sports Exerc. 2009; 41: 1876-86.
Siu PM, Alway SE. Mitochondria-associated apoptotic signalling in
denervated rat skeletal muscle. J Physiol. 2005; 565: 309-23.
Varanita T, Soriano ME, Romanello V, Zaglia T, Quintana-Cabrera R,
Semenzato M, et al. The OPA1-dependent mitochondrial cristae remodeling
pathway controls atrophic, apoptotic, and ischemic tissue damage. Cell Metab.
2015; 21: 834-44.
Romanello V, Scalabrin M, Albiero M, Blaauw B, Scorrano L, Sandri M.
Inhibition of the Fission Machinery Mitigates OPA1 Impairment in Adult
Skeletal Muscles. Cells-Basel. 2019; 8.
Whitley BN, Engelhart EA, Hoppins S. Mitochondrial dynamics and their
potential as a therapeutic target. Mitochondrion. 2019.
Wai T, Langer T. Mitochondrial Dynamics and Metabolic Regulation. Trends
Endocrinol Metab. 2016; 27: 105-17.
Eisner V, Picard M, Hajnoczky G. Mitochondrial dynamics in adaptive and
maladaptive cellular stress responses. Nat Cell Biol. 2018; 20: 755-65.
Horbay R, Bilyy R. Mitochondrial dynamics during cell cycling. Apoptosis.
2016; 21: 1327-35.
Kalkavan H, Green DR. MOMP, cell suicide as a BCL-2 family business. Cell
Death Differ. 2018; 25: 46-55.
Gao J, Wang L, Liu J, Xie F, Su B, Wang X. Abnormalities of Mitochondrial
Dynamics in Neurodegenerative Diseases. Antioxidants (Basel). 2017; 6.
Brown DA, Perry JB, Allen ME, Sabbah HN, Stauffer BL, Shaikh SR, et al.
Expert consensus document: Mitochondrial function as a therapeutic target in
heart failure. Nat Rev Cardiol. 2017; 14: 238-50.
Rovira-Llopis S, Banuls C, Diaz-Morales N, Hernandez-Mijares A, Rocha M,
Victor VM. Mitochondrial dynamics in type 2 diabetes: Pathophysiological
implications. Redox Biol. 2017; 11: 637-45.
Trotta AP, Chipuk JE. Mitochondrial dynamics as regulators of cancer biology.
Cell Mol Life Sci. 2017; 74: 1999-2017.
Cho Y, Ross RS. A mini review: Proteomics approaches to understand disused
vs. exercised human skeletal muscle. Physiol Genomics. 2018; 50: 746-57.
Karam C, Yi J, Xiao Y, Dhakal K, Zhang L, Li X, et al. Absence of physiological
Ca2+ transients is an initial trigger for mitochondrial dysfunction in skeletal
muscle following denervation. Skelet Muscle. 2017; 7: 6.
Bukhari SI, Vasquez-Rifo A, Gagne D, Paquet ER, Zetka M, Robert C, et al. The
microRNA pathway controls germ cell proliferation and differentiation in C.
elegans. Cell Res. 2012; 22: 1034-45.
Winter J, Jung S, Keller S, Gregory RI, Diederichs S. Many roads to maturity:
microRNA biogenesis pathways and their regulation. Nat Cell Biol. 2009; 11:
228-34.
Xu J, Wang Y, Tan X, Jing H. MicroRNAs in autophagy and their emerging
roles in crosstalk with apoptosis. Autophagy. 2012; 8: 873-82.
Chiou GY, Chien CS, Wang ML, Chen MT, Yang YP, Yu YL, et al. Epigenetic
regulation of the miR142-3p/interleukin-6 circuit in glioblastoma. Mol Cell.
2013; 52: 693-706.
Hu S, Zhu W, Zhang LF, Pei M, Liu MF. MicroRNA-155 broadly orchestrates
inflammation-induced changes of microRNA expression in breast cancer. Cell
Res. 2014; 24: 254-7.
Li J, Chan MC, Yu Y, Bei Y, Chen P, Zhou Q, et al. miR-29b contributes to
multiple types of muscle atrophy. Nat Commun. 2017; 8: 15201.
Wang B, Zhang A, Wang H, Klein JD, Tan L, Wang ZM, et al. miR-26a Limits
Muscle Wasting and Cardiac Fibrosis through Exosome-Mediated microRNA
Transfer in Chronic Kidney Disease. Theranostics. 2019; 9: 1864-77.
Chemello F, Grespi F, Zulian A, Cancellara P, Hebert-Chatelain E, Martini P, et
al. Transcriptomic Analysis of Single Isolated Myofibers Identifies miR-27a-3p
and miR-142-3p as Regulators of Metabolism in Skeletal Muscle. Cell Rep.
2019; 26: 3784-97.
Wang K, Zhou LY, Wang JX, Wang Y, Sun T, Zhao B, et al. E2F1-dependent
miR-421 regulates mitochondrial fragmentation and myocardial infarction by
targeting Pink1. Nat Commun. 2015; 6: 7619.
Yang X, Xue P, Liu X, Xu X, Chen Z. HMGB1/autophagy pathway mediates
the atrophic effect of TGF-beta1 in denervated skeletal muscle. Cell Commun
Signal. 2018; 16: 97.
Liu J, Peng Y, Feng Z, Shi W, Qu L, Li Y, et al. Reloading functionally
ameliorates disuse-induced muscle atrophy by reversing mitochondrial

http://www.thno.org

Theranostics 2020, Vol. 10, Issue 3

29.
30.
31.
32.
33.
34.
35.

36.
37.
38.
39.

40.

41.
42.
43.
44.
45.
46.
47.
48.
49.
50.
51.
52.
53.
54.

55.
56.
57.

dysfunction, and similar benefits are gained by administering a combination
of mitochondrial nutrients. Free Radic Biol Med. 2014; 69: 116-28.
Bodine SC, Latres E, Baumhueter S, Lai VK, Nunez L, Clarke BA, et al.
Identification of ubiquitin ligases required for skeletal muscle atrophy.
Science. 2001; 294: 1704-8.
Chen YR, Zweier JL. Cardiac mitochondria and reactive oxygen species
generation. Circ Res. 2014; 114: 524-37.
Wang W, Fang H, Groom L, Cheng A, Zhang W, Liu J, et al. Superoxide
flashes in single mitochondria. Cell. 2008; 134: 279-90.
Yang KC, Bonini MG, Dudley SJ. Mitochondria and arrhythmias. Free Radic
Biol Med. 2014; 71: 351-61.
Youle RJ, Narendra DP. Mechanisms of mitophagy. Nat Rev Mol Cell Biol.
2011; 12: 9-14.
Pyakurel A, Savoia C, Hess D, Scorrano L. Extracellular regulated kinase
phosphorylates mitofusin 1 to control mitochondrial morphology and
apoptosis. Mol Cell. 2015; 58: 244-54.
Leboucher GP, Tsai YC, Yang M, Shaw KC, Zhou M, Veenstra TD, et al.
Stress-induced phosphorylation and proteasomal degradation of mitofusin 2
facilitates mitochondrial fragmentation and apoptosis. Mol Cell. 2012; 47:
547-57.
Pinho AC, Fonseca AC, Serra AC, Santos JD, Coelho JF. Peripheral Nerve
Regeneration: Current Status and New Strategies Using Polymeric Materials.
Adv Healthc Mater. 2016; 5: 2732-44.
Faroni A, Mobasseri SA, Kingham PJ, Reid AJ. Peripheral nerve regeneration:
experimental strategies and future perspectives. Adv Drug Deliv Rev. 2015;
82-83: 160-7.
Lynch GS, Schertzer JD, Ryall JG. Therapeutic approaches for muscle wasting
disorders. Pharmacol Ther. 2007; 113: 461-87.
McAvoy M, Tsosie JK, Vyas KN, Khan OF, Sadtler K, Langer R, et al. Flexible
Multielectrode Array for Skeletal Muscle Conditioning, Acetylcholine
Receptor Stabilization and Epimysial Recording After Critical Peripheral
Nerve Injury. Theranostics. 2019; 9: 7099-107.
O'Leary MF, Vainshtein A, Carter HN, Zhang Y, Hood DA.
Denervation-induced mitochondrial dysfunction and autophagy in skeletal
muscle of apoptosis-deficient animals. Am J Physiol Cell Physiol. 2012; 303:
C447-54.
Adhihetty PJ, O'Leary MF, Chabi B, Wicks KL, Hood DA. Effect of
denervation on mitochondrially mediated apoptosis in skeletal muscle. J Appl
Physiol (1985). 2007; 102: 1143-51.
Koshiba T, Detmer SA, Kaiser JT, Chen H, McCaffery JM, Chan DC. Structural
basis of mitochondrial tethering by mitofusin complexes. Science. 2004; 305:
858-62.
Chen H, Detmer SA, Ewald AJ, Griffin EE, Fraser SE, Chan DC. Mitofusins
Mfn1 and Mfn2 coordinately regulate mitochondrial fusion and are essential
for embryonic development. J Cell Biol. 2003; 160: 189-200.
Liu X, Weaver D, Shirihai O, Hajnoczky G. Mitochondrial 'kiss-and-run':
interplay between mitochondrial motility and fusion-fission dynamics. Embo
J. 2009; 28: 3074-89.
Detmer SA, Chan DC. Complementation between mouse Mfn1 and Mfn2
protects mitochondrial fusion defects caused by CMT2A disease mutations. J
Cell Biol. 2007; 176: 405-14.
Chen H, Vermulst M, Wang YE, Chomyn A, Prolla TA, McCaffery JM, et al.
Mitochondrial fusion is required for mtDNA stability in skeletal muscle and
tolerance of mtDNA mutations. Cell. 2010; 141: 280-9.
Solary E, Dubrez L, Eymin B. The role of apoptosis in the pathogenesis and
treatment of diseases. Eur Respir J. 1996; 9: 1293-305.
Thompson CB. Apoptosis in the pathogenesis and treatment of disease.
Science. 1995; 267: 1456-62.
Lee G, Lim JY, Frontera WR. Apoptosis in young and old denervated rat
skeletal muscle. Muscle Nerve. 2017; 55: 262-9.
Wolter KG, Hsu YT, Smith CL, Nechushtan A, Xi XG, Youle RJ. Movement of
Bax from the cytosol to mitochondria during apoptosis. J Cell Biol. 1997; 139:
1281-92.
Zha H, Aime-Sempe C, Sato T, Reed JC. Proapoptotic protein Bax
heterodimerizes with Bcl-2 and homodimerizes with Bax via a novel domain
(BH3) distinct from BH1 and BH2. J Biol Chem. 1996; 271: 7440-4.
Danial NN, Korsmeyer SJ. Cell death: critical control points. Cell. 2004; 116:
205-19.
Zhang Y, Qi H, Taylor R, Xu W, Liu LF, Jin S. The role of autophagy in
mitochondria maintenance: characterization of mitochondrial functions in
autophagy-deficient S. cerevisiae strains. Autophagy. 2007; 3: 337-46.
Sampaio-Marques B, Felgueiras C, Silva A, Rodrigues M, Tenreiro S,
Franssens V, et al. SNCA (alpha-synuclein)-induced toxicity in yeast cells is
dependent on sirtuin 2 (Sir2)-mediated mitophagy. Autophagy. 2012; 8:
1494-509.
Sansanwal P, Yen B, Gahl WA, Ma Y, Ying L, Wong LJ, et al. Mitochondrial
autophagy promotes cellular injury in nephropathic cystinosis. J Am Soc
Nephrol. 2010; 21: 272-83.
Ashrafi G, Schwarz TL. The pathways of mitophagy for quality control and
clearance of mitochondria. Cell Death Differ. 2013; 20: 31-42.
Narendra D, Tanaka A, Suen DF, Youle RJ. Parkin is recruited selectively to
impaired mitochondria and promotes their autophagy. J Cell Biol. 2008; 183:
795-803.

1432
58. Mishra P, Varuzhanyan G, Pham AH, Chan DC. Mitochondrial Dynamics is a
Distinguishing Feature of Skeletal Muscle Fiber Types and Regulates
Organellar Compartmentalization. Cell Metab. 2015; 22: 1033-44.
59. Ciciliot S, Rossi AC, Dyar KA, Blaauw B, Schiaffino S. Muscle type and fiber
type specificity in muscle wasting. Int J Biochem Cell Biol. 2013; 45: 2191-9.
60. Aravamudan B, Mantilla CB, Zhan WZ, Sieck GC. Denervation effects on
myonuclear domain size of rat diaphragm fibers. J Appl Physiol (1985). 2006;
100: 1617-22.

http://www.thno.org

