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Abstract: Sarcopenia is an age-related pathological process characterized by loss of muscle mass
and function, which consequently affects the quality of life of the elderly. There is growing evidence
that non-coding RNAs, including microRNAs (miRNAs) and long non-coding RNAs (IncRNAs),
play a key role in skeletal muscle physiology. Alterations in the expression levels of miRNAs and
IncRNAs contribute to muscle atrophy and sarcopenia by regulating various signaling pathways. This
review summarizes the recent findings regarding non-coding RNAs associated with sarcopenia and
provides an overview of sarcopenia pathogenesis promoted by multiple non-coding RNA-mediated
signaling pathways. In addition, we discuss the impact of exercise on the expression patterns of
non-coding RNAs involved in sarcopenia. Identifying non-coding RNAs associated with sarcopenia
and understanding the molecular mechanisms that regulate skeletal muscle dysfunction during aging
will provide new insights to develop potential treatment strategies.
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1. Introduction

Sarcopenia refers to the progressive and generalized loss of muscle mass, strength, and
function, leading to physical disability, fractures, and mortality [1]. It mainly occurs in the
elderly due to aging, and it can be a serious health problem [2,3]. From the age of 30 years,
muscle mass begins to decline by approximately 1% per year, and the rate of muscle loss
accelerates after the age of 70. The prevalence of sarcopenia is 14% among individuals
aged 65-70 years, and further increases with age, reaching 53% in those over 80 years of
age [4,5]. The loss of muscle mass and strength in the elderly is caused due to progressive
physiological changes that disrupt the maintenance of muscle homeostasis. Muscle atrophy,
degeneration or senescence of satellite cells, and chronic inflammation have been associated
with sarcopenia [6-9]. Muscle atrophy is defined as the shrinkage of muscle fibers due
to the degradation of contractile proteins and organelles by increased proteolysis [10].
Loss of muscle mass is caused by a decrease in the number and size of muscle fibers.
Although sarcopenia is primarily a disease affecting the elderly, its progression may be
associated with comorbidities that are not limited to the elderly, such as cardiovascular
disease, obesity, cancer, and diabetes [11-15]. Many studies on sarcopenia, conducted in
diverse models, have reported that catabolic conditions, such as cancer, cachexia, starvation,
disuse, menopause, and diabetes, are also accompanied by muscle loss [16,17]. Although
sarcopenia is induced by various molecular mechanisms, it is primarily attributed to
impaired muscle homeostasis.

Skeletal myogenesis is the process of muscle development wherein satellite cells pro-
liferate, followed by the fusion of differentiated myoblasts into mature myotubes [16-19].
The process of skeletal myogenesis is regulated by myogenic regulatory factors (MRFs),
including myogenic differentiation D (MyoD), myogenic factor 5 (Myf5), myogenin, and
myogenic regulatory factor 4 (MRF4) [20]. Satellite cells remain quiescent state and show
increased expression of the paired box transcription factor (Pax7), without expressing
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MyoD [21]. MyoD and Myf5 are involved in the activation of satellite cells from the qui-
escent state [22,23]. During myogenic differentiation, the expression of Pax protein is
suppressed, whereas that of MRF4 and myogenin is upregulated, contributing to myotube
maturation [24]. The altered capability of satellite cells to sustain quiescence and their loss
of self-renewal and regeneration are major causes of age-related muscle dysfunction and
sarcopenia [25]. Aging of satellite cells is characterized by a decrease in stem cell numbers
and function and is particularly pronounced in the sarcopenic muscles of humans as well
as mice [26]. Since MRFs are essential for muscle development and maintenance of satellite
cell functional capacity, alterations in their expression levels contribute to muscle decline
and dysregulated muscle physiology in the elderly [27,28].

Age-related sarcopenia is induced by several signaling pathways, including those
mediated by transforming growth factor beta (TGF-f3), bone morphogenetic protein (BMP),
and insulin-like growth factor 1 (IGF-1) [29-32]. The TGF-§ signaling pathway inhibits
skeletal muscle growth and induces muscle atrophy [33,34]. Several members of the
TGF-$ family reportedly play critical roles in regulating muscle physiology [35,36]. For
example, TGF-p1, activin A/B, myostatin (growth differentiation factor 8, GDF8), and
GDF11 are well-known negative regulators of muscle development and growth [35,37,38].
Upon binding of TGE- to its receptor (TGF-3 receptor), Smad 2/3 is phosphorylated,
thereby inducing the translocation of forkhead box O (FOXO) transcription factors. These
transcription factors promote the expression of the ubiquitin E3 ligase, atrogin-1, and Muscle
RING-Finger 1 (MuRF-1), resulting in protein degradation and muscle wasting [39—-41]. In
addition, phosphorylated Smad 3 interacts with cyclin-dependent kinase (CDK) inhibitors,
such as pl15, pl6, p21, and p27, and induces skeletal muscle senescence [42]. Recent
studies have shown that the BMP signaling pathway is a positive regulator of muscle
mass [43,44]. BMP 7 binds to BMP receptors and activates the phosphorylation of Smad
1/5/8, which form a transcriptional complex with Smad 4 and inhibit the transcription
of ubiquitin E3 ligases, including MuRF-1, atrogin-1, and F-box 30, thereby attenuating
muscle atrophy [39,43,44]. Many studies have suggested that alterations in the TGF-
3 /BMP signaling pathway are involved in muscle differentiation and regeneration of aged
muscle [45].

The IGF-1 signaling pathway plays an important role in skeletal muscle growth,
differentiation, and regeneration [46,47]. IGF-1 released from myocytes binds to IGF-
binding proteins (IGFBPs) and activates the tyrosine kinase receptor. The activated receptor
phosphorylates several adaptor proteins, including insulin receptor substrate 1 (IRS-1) and
IRS-2, leading to the activation of phosphoinositol 3-kinase (PI3K)-Akt [48]. Subsequently,
activated Akt increases muscle mass and strength by inhibiting FOXO and activating
mTOR, which induces muscle protein synthesis [49,50]. Decreased IGF-1 expression is
reported in experimental models of aging, indicating that sarcopenia is associated with an
inhibited IGF-1 signaling pathway [51-53].

Non-coding RNAs, including microRNAs (miRNAs) and long non-coding RNAs
(IncRNAs), are involved in multiple biological processes and disorders via the regulat-
ing several gene networks [54,55]. miRNAs are single-stranded, small non-coding RNA
molecules that are 21-25 nucleotides (nts) in length. miRNAs recognize specific target
mRNAs through their 3’ untranslated region (3’-UTR) and lead to translational repression
or mRNA degradation at the post-transcriptional level [56]. LncRNA transcripts are more
than 200 nts in length and can modulate gene expression in various ways, including epige-
netic, transcriptional, post-transcriptional, and translational regulation [57]. Recent studies
have revealed that non-coding RNAs play critical roles in skeletal muscle development
and homeostasis [58,59]. Furthermore, many miRNAs and IncRNAs have been implicated
in skeletal muscle dysfunction and muscular diseases, especially sarcopenia [60-62]. The
differential expression of non-coding RNAs, as observed in models of aging, exacerbates
sarcopenia via modulating various signaling pathways [63].

Exercise improves the quality of life by increasing muscle mass, reducing body fat,
and enhancing muscle strength and cardiovascular health [64,65]. This implies that exercise
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exerts preventive and therapeutic effects on muscular dysfunction caused by aging. Several
studies have shown that physical activity modulates the expression of non-coding RNAs
in the elderly, affecting muscle health and function [66]. Thus, understanding the effects
of exercise on non-coding RNA expression during aging can help in developing potential
therapeutic strategies to regulate the expression of non-coding RNAs associated with
sarcopenia.

In this review, we aimed to summarize the latest information on non-coding RNAs,
particularly miRNAs and IncRNAs, associated with sarcopenia. Specifically, we focus on
non-coding RNAs that regulate various signaling pathways involved in sarcopenia. In
addition, we provide an overview on the expression of non-coding RNAs in response to
exercise in context of aging. This review will not only help in understanding the current
knowledge regarding sarcopenia pathogenesis mediated by non-coding RNAs, but also
guide further research studies and therapeutic development.

2. Sarcopenia and Non-Coding RNA Profiling

Advances in transcriptomic technologies and high-throughput analysis allow for
the detection of non-coding RNAs, including miRNAs and IncRNAs, that participate
in the regulation of gene expression [55]. Several studies have identified miRNAs and
IncRNAs implicated in sarcopenia [60-62,67,68]. The expression profiles of non-coding
RNAs are altered in sarcopenia during skeletal muscle aging [62,69-75]. Profiling studies
on the expression levels of non-coding RNAs during sarcopenia induced by other diseases,
such as cancer, have also been conducted [76-80]. Herein, we summarize the information
regarding sarcopenia-induced expression of miRNAs and IncRNAs reported so far (Table 1).

Table 1. Studies profiling non-coding RNAs in sarcopenia.

Non-Coding RNA

Species Sample Ref.

Mouse quadriceps muscle

young (aged 12 months, n = 24) and old (aged 24 months, 1 = 24) 701
Mouse gastrocnemius muscle [72]
young (aged 6 months, 1 = 6) and old (aged 24 months, 1 = 6)
Mouse tibialis anterior muscle [74]
young (aged 6 months, n = 3) and old (aged 24 months, n = 3)
Mouse tibialis anterior muscle and serum
Mouse young (aged 6 months, n = 5) and old (aged 24 months, n = 5), [71]
and mice with disuse-induced atrophy (aged 6 months, 1 = 5)
Mouse gastrocnemius muscle (73]
miRNA young (aged 3 months, n = 20) and old (aged 26 months, n = 24)
Mouse quadriceps muscle [63]
young (aged 3 months, n = 6), and old (aged 28 months, n = 11) )
Mouse gastrocnemius muscle [77]
OVX and sham group (aged 2 months and left for 15 weeks to induce sarcopenia)
Human skeletal muscle [69]
young (aged 31 years, n = 19) and old (aged 73 years, n = 17)
Human Human skeletal muscle (78]
cachectic (n = 22) and non-cachectic cancer (n = 20) patients
Human vastus lateralis muscle [80]
NSCLC patients with cachexia (n = 8), and healthy controls (n = 8)
Mouse gastrocnemius muscle (75]
young (aged 6 months, n = 3) and old (aged 24 months, n = 3)
Mouse M dri )
ouse quadriceps muscle
LncRNA chronic kidney disease (CKD), starvation (STV), and cancer [79]
Rat femur and quadriceps muscle [76]

OVX and sham group (aged 6 months and left over for 12 weeks to induce sarcopenia, n = 12)
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2.1. miRNAs in Sarcopenia

The majority of studies have identified differentially expressed miRNAs in aging
skeletal muscle using genome-wide analyses, such as microarrays or next-generation
sequencing (NGS). Hamrick et al., profiled miRNAs in the quadriceps muscles of young
(aged 12 months, n = 24) and aged (aged 24 months, n = 24) mice using microarray [70]. The
authors identified that the expression of 57 miRNAs changed with aging in mice, among
which the levels of 36 miRNAs were decreased and those of 21 miRNAs increased in aged
muscle compared to young muscle. Kim et al., profiled miRNAs in the gastrocnemius
muscle of young (aged 6 months, n = 6) and aged (aged 24 months, n = 6) mice using
NGS and found that 34 miRNAs were differentially expressed with age, among which
the expression levels of 15 miRNAs were upregulated and those of 19 miRNAs were
downregulated. In particular, eight of the downregulated miRNAs were located in a cluster
at the imprinted DIk1-Dio3 locus on chromosome 12 [72].

miRNAs expressed in the tibialis anterior muscle of young (aged 6 months) and aged
(aged 24 months) mice were profiled using microarray and NGS [71,74]. Soriano-Arroquia
etal., found that the expression of 16 miRNAs was downregulated, while that of 14 miRNAs
was upregulated in the muscle during aging using a microarray [74]. Jung et al. used NGS
to profile miRNA expression and revealed that the levels of six miRNAs were upregulated
while those of 17 miRNAs were downregulated in muscles of aged mice compared to that
of young mice [71]. Although the experimental conditions between the two studies were
identical, none of the miRNAs were found to be consistently regulated. Furthermore, Jung
et al., profiled miRNAs in the tibialis anterior muscle as well as in the serum of young
and aged mice, and mice with disuse-induced muscle atrophy (aged 6 months, n = 5)
that mimics acute atrophy following long-term bed rest [71]. The authors discovered that
the expression of only one miRNA (miR-455-3p) was decreased in the muscles of both
aged mice and mice with disuse-induced atrophy compared to that in young mice. In
serum samples, the levels of two miRNAs were upregulated while those of seven miRNAs
were downregulated in aged mice compared to young mice. The expression of only one
miRNA (miR-129-5p) was decreased in the serum of aged mice and mice with disused-
induced atrophy compared to young mice. In this study, the expression of miR-127-3p and
miR-434-3p decreased during aging in muscle tissues and serum [71].

Pardo et al., profiled the miRNAs in the gastrocnemius muscles of young (aged
3 months, n = 20) and aged (aged 26 months, n = 24) mice using microarray [73]. They
discovered that the expression levels of 2 miRNAs were upregulated and those of 13
miRNAs were downregulated in the muscles of aging mice. Microarray-based studies have
reported the expression of miRNAs in the quadriceps muscle of young (aged 3 months,
n = 6) and aged (aged 28 months, n = 11) mice [63]. Mikovic et al. found that the levels
of 12 miRNAs were downregulated in aged mouse muscle compared to young mouse
muscle. Most of them clustered at the Dlk1-Dio3 locus, known as “callipyge’ [63]. This
region harbors paternally-expressed protein-coding genes, such as delta like non-canonical
Notch ligand 1 (DIk1), retrotransposon gag-like 1 (Rtl1), and deiodinase iodothyronine type
III (Dio3), as well as the maternally-expressed non-coding RNA genes, such as maternally-
expressed 3 (Meg3 or Gtl2), RNA imprinted and accumulated in nucleus (Rian or Meg8),
and antisense Rtl1 (anti-Rtl1). In addition, 54 miRNAs are encoded in this region making it
one of the largest miRNA clusters in the genome [81,82]. Several studies have shown that
the DIk1-Dio3 locus is involved in skeletal muscle development [83-85]. For example, ovine
DIk1, GtI2, Rtl1, and Meg8 are abundantly expressed in skeletal muscle and overexpression
of DIk1 and Rtll is associated with muscle hypertrophy in sheep [83]. In addition, the
expression of Dlk1, Meg3, and Rian as well as a subset of miRNAs from the callipyge locus
is increased in mice expressing defective myostatin [84]. Knockdown of Dlk1 reduced the
expression of myosin heavy chain II B gene, resulting in a smaller muscle and a lower
number of myofibers [85]. Therefore, dysregulation of the callipyge locus may be a potential
mechanism underlying age-related muscle decline [63].
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Recently, Lee et al. profiled miRNAs in the skeletal muscles of sham and ovariec-
tomized (OVX) mice using microarray [77,85]. Although the OVX model does not exactly
recapitulate aging-associated sarcopenia, it exhibits an obesity phenotype along with sar-
copenia. In general, sarcopenia and sarcopenic obesity increase after menopause due to
decreased muscle strength and increased body fat. In this study, sarcopenia was induced
after menopause in young (aged 2 months) mice. The results revealed that seven miR-
NAs were differentially expressed between the two groups [77]. However, the miRNAs
modulated by OVX-induced sarcopenia were not the same as the miRNAs regulated in
aging-associated sarcopenia.

In humans, microarray-based miRNA profiles of skeletal muscle from young (aged
31 years, n = 19) and aged (aged 73 years, n = 17) males have been reported [69]. Drum-
mond et al., discovered that the expression of 40 miRNAs was upregulated and that of
35 miRNAs was downregulated in the skeletal muscle tissues of older adults compared
to young adults. miRNA profiles of human muscle tissue from cachectic (n = 22) and
non-cachectic (n = 20) cancer patients using NGS have been reported [78]. Cancer cachexia
is characterized by severe depletion of skeletal muscles induced by inflammatory cytokines
due to cancer. Narasimhan et al., identified eight miRNAs upregulated during cachexia
related muscle wasting [78]. Worp et al., identified 28 differentially expressed miRNAs in
patients with cachectic non-small cell lung cancer (NSCLC) compared to healthy controls,
among which expression levels of five miRNAs were upregulated and those of 23 miR-
NAs were downregulated [80]. These two studies revealed that miR-423-3p expression is
consistently upregulated in samples of cancer-related cachexia.

Although the degree of aging varied between mouse muscle samples, expressions
of miR-127 and miR-434-3p were generally downregulated in most aged mouse muscles.
However, so far, none of the studies have reported miRNAs that are commonly upregulated
in aged mouse muscles or miRNAs that are consistently modulated in human muscle
samples with sarcopenia. Moreover, none of the miRNAs were commonly regulated
between human and mouse sarcopenia samples, which might be due to species-related
differences or differences in the number of miRNAs between humans and mice. There
are approximately 2000 miRNAs encoded by the human genome, whereas approximately
1000 miRNAs are encoded by the mouse genome [86,87]. In addition, approximately 60%
of mouse miRNA loci are evolutionarily conserved with those of humans. This may partly
account for the abovementioned observations.

2.2. LncRNAs in Sarcopenia

While several studies have reported miRNA expression profiles associated with age-
related sarcopenia, profiling of IncRNAs involved in sarcopenia is still in early stages.
Zhang et al., identified differentially expressed IncRNAs in the gastrocnemius muscles of
young (aged 6 months, n = 3) and aged (aged 24 months, n = 3) mice using an IncRNA
array [75]. The authors found 1945 IncRNAs that were aberrantly expressed in aged muscle
tissues. Among them, expressions of 894 IncRNAs were downregulated and those of 1051
IncRNAs were upregulated. Sun et al. profiled IncRNAs in the quadriceps muscles of three
mouse models of the following catabolic conditions, chronic kidney disease, starvation,
and cancer [79]. The expression of eight IncRNAs was elevated, while the expression of
9 IncRNAs was downregulated in atrophied muscles in the three mouse models.

In rats, IncRNA profiles of the femur and quadriceps from OVX and sham models
have been reported using NGS [76]. In femur samples, the expression of 17 IncRNAs was
altered compared to the sham group. Among them, expression levels of nine IncRNAs
were upregulated, whereas those of eight IncRNAs were downregulated. In quadriceps
samples, 13 IncRNAs were differentially expressed, of which expressions of eight IncRNAs
were upregulated and those of five IncRNAs were downregulated.

Although the experimental conditions that induced sarcopenia varied between mouse
muscle samples, the IncRNA 1110038B12Rik was found to be commonly upregulated in
catabolic condition-induced atrophic muscles as well as aged mouse muscles. However, in
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studies conducted to date, none of the IncRNAs are reported to be consistently regulated in
sarcopenia between mouse and rat muscles, which might be attributed to species-related
differences or a small number of studies.

3. Functions of Non-Coding RNAs in Modulating the Signaling Pathways Involved
in Sarcopenia

Profiling studies have demonstrated that multiple miRNAs and IncRNAs are involved
in aging-induced sarcopenia. Many studies have been conducted to understand the roles
of miRNAs and IncRNAs in skeletal muscle biology and the pathogenesis of sarcopenia.
In the aging model, the expression levels of non-coding RNAs associated with muscle
development are decreased, whereas the expression levels of non-coding RNAs associated
with muscle loss are increased. Changes in the expression levels of these miRNAs and
IncRNAs affect several signaling pathways and alter target gene expression, contributing
to age-related muscle dysfunction. In particular, sarcopenia is exacerbated by activation of
the TGF-p signaling pathway, whereas it is alleviated by activation of the IGF-1 signaling
pathway, the BMP signaling pathway, and the MRF-related signaling pathway (Figure 1).
Here, we summarize the recent reports on the function of miRNAs and IncRNAs that
regulate these signaling pathways in sarcopenia pathology (Figure 2).

Aged skeletal muscle

Changes in non-coding RNA expression

LncChronos miR-29
LncDLEU2 e miR-143-3p
LncMAR1 miRNA miR-431

LncRNA

|

Modulation of signaling pathways

TGF-B signaling pathway 4

BMP signaling pathway §

IGF-1 signaling pathway
MRF-related signaling pathway ‘

Inflammation-related signaling pathway f

|

Muscle development §
Muscle decline 4

|

Aggravation of sarcopenia

Figure 1. Alteration in non-coding RNA levels regulates multiple signaling pathways in aged skeletal
muscle. Sarcopenia is caused by activation of the TGF-f3 signaling pathway, as well as inactivation
of the BMP signaling pathway, IGF-1 signaling pathway, and MRF-related signaling pathway. Non-
coding RNAs are involved in these signaling pathways by regulating gene networks and modulating
the pathogenesis of sarcopenia.
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MyoD

LncMAR1 — MyoG
MEF2C

Myf5

«— Smad 4 |- miR-431
«— Smad 3 |- miR-23a

LncMGPF — miR-135-5p - MyoD — = BMPT |~LincChwonos

\ MyoG, MEF2C

MyoD
—

-
LncDLEU2 MyoG

X
\“‘3
7 Signaling 92

1
IGF IRS-1
T ) M
miR-29 IGFBP5 miR-15 family
T o
miR-143-3p LncIRS1

Figure 2. Non-coding RNA-mediated signaling pathways in sarcopenia. The TGF-f3/BMP signaling
pathway is mediated by miR-431, miR-23a, and IncChronos. miR-29, miR-143-3p, and IncIRS1 are
involved in the IGF-1 signaling pathway. LncMAR1, IncMGEFP, and IncDLEU?2 are involved the
MRF-related signaling pathway. Arrow indicates activation of expression; lines with a perpendicular
line at the end indicate inhibition of expression.

3.1. Non-Coding RNAs That Regulate the TGF-B/BMP Signaling Pathway

miR-431 is one of the downregulated miRNAs in aged myoblasts [88]. Since miR-431
represses Smad 4 expression by directly binding to the 3’-UTR, the decreased levels of
miR-431 in aged myoblasts increases Smad 4 expression and consequent activates TGF-{3
signaling pathway. This results in the inhibition of myogenic differentiation and induction
of sarcopenia. Overexpression of miR-431 reduced the inhibition of muscle growth in
TGF--treated myoblasts [88]. Expression of miR-23a also decreases in a muscle atrophy
model [89]. Overexpression of miR-23a repressed Smad 3 expression levels and impaired
the phosphorylation of Smad 2/3 in the muscles of diabetic mice, resulting in attenuation
of muscle atrophy. miR-23a prevents diabetes-induced muscle cachexia and sarcopenia by
inhibiting the TGF-{3 signaling pathway.

LncChronos is an aging-related IncRNA that is highly expressed in the muscles of
aged mice [90]. Inhibition of IncChronos expression activates myofiber hypertrophy both
in vitro and in vivo by increasing BMP 7 expression and consequently activating BMP 7
signaling. Aging-induced increase in IncChronos expression exacerbates sarcopenia and
muscle atrophy via inactivating BMP 7 signaling.

3.2. Non-Coding RNAs That Regulate the IGF-1 Signaling Pathway

Expression of miR-29 is upregulated in aged rodent muscles [91]. It suppresses the
expression of IGF-1 by binding to its 3'-UTR, thereby inactivating the IGF-1 signaling
pathway. Therefore, aging-induced elevation of miR-29 exacerbates the development of
muscle atrophy and sarcopenia [91].

Conversely, in aged satellite cells, miR-143-3p expression is downregulated while that
of its target, IGFBP5, is upregulated [92]. Since miR-143-3p inhibits the IGF-1 signaling
pathway by targeting IGFBPS, it induces sarcopenia. The age-related alteration in their
expression levels may be a compensatory mechanism of protecting the myoblasts from
atrophy and improving muscle regeneration. The expression of IncIRS1 is also decreased in
atrophied muscles [93]. LncIRS1 inhibits members of the miR-15 family, including miR-15a,
miR-15b, and miR-15, which target IRS-1. When expression levels of these miRNAs are
downregulated, IRS-1 expression is increased and IGF-1 signaling is activated, which in
turn promotes muscle proliferation and differentiation. Decreasing levels of IncIRS1 in
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the atrophy model induce sarcopenia by impairing the IGF-1 signaling pathway. LncIRS1
could be used as a potential therapeutic agent to treat muscle atrophy.

3.3. Non-Coding RNAs That Regulate the MRF-Related Signaling Pathway

In skeletal muscles, IncRNAs act as competing endogenous RNAs for sponging and
repressing miRNAs, thereby modulating miRNA targets, and regulating the expression
level of MRFs. MRFs are transcription factors that regulate skeletal myogenesis and
muscle development [94]. During aging, lower levels or reduced activity of MRF leads to
sarcopenia [27,28]. Therefore, controlling the expression of MRFs during aging is important
for regulating sarcopenia. LncMART1 is highly expressed in mouse skeletal muscle and is
positively correlated with muscle differentiation and growth both in vivo and in vitro [75].
Increased IncMARI1 expression in mice attenuates muscle atrophy by upregulating the
expression levels of myogenic markers, such as MyoD, MyoG, Myf5, and myocyte enhancer
factor 2C (MEF2C). LncMART1 also sponges miR-487b, which targets Wnt5a that is known
to stimulate myogenesis and promote muscle differentiation. Downregulation of IncMAR1
expression during aging induces sarcopenia by inactivating the MRF-related signaling
pathway and Wntba [75]. LncMGPF is a conserved positive regulator of skeletal muscle
growth in mice, pigs, and humans [95]. LncMGPF promotes muscle differentiation not
only by sponging miR-135-5p, which targets MEF2C, but also by directly interacting with
human antigen R (HuR) to stabilize MyoD and MyoG. Although changes in the expression
level of IncMGPF remain to be determined in sarcopenia conditions, it was considered
to attenuate sarcopenia by inducing myogenic differentiation via activating MRF-related
signaling pathways [95].

In contrast, the expression levels of IncDLEU2 were higher in patients with sarcopenia
than in those without sarcopenia [96]. LncDLEU?2, as a miR-181a sponge, not only up-
regulates SEPP1 expression, but also decreases the expression levels of MyoD and MyoG,
thereby inhibiting muscle differentiation and regeneration. Since IncDLEU?2 aggravates
sarcopenia by inactivating the MRF-related signaling pathway, it is a potential risk factor
for sarcopenia in elderly individuals.

4. Exercise and Non-Coding RNAs in Sarcopenia

Since aging-induced sarcopenia affects all skeletal muscles in the body, exercise is
vital to improve physical health by increasing muscle mass, enhancing muscle strength
and endurance, and boosting physical performance [2,65]. Accordingly, exercise can be
considered as a therapeutic strategy for age-related sarcopenia. Indeed, there is growing
evidence that exercise contributes to the altered expression of non-coding RNAs in aging
individuals [97-100]. To integrate more information and better understand the role of
exercise in non-coding RNA expression during aging-induced sarcopenia, we summarize
the studies related to the expression of non-coding RNAs after exercise in a model of aging
(Table 2).

Table 2. Studies profiling expression of non-coding RNAs in sarcopenia after exercise.

Tool

Non-Coding RNA Sample and Type of Exercise Ref.

NGS

Human vastus lateralis muscle
Sedentary, endurance trained, and resistance trained aged males (aged 65-79 years) [97]
Endurance and resistance acute exercise bout

Human plasma
Trained (aged 68.2 £ 1.6 years, n = 5) and sedentary (aged 70.4 £ 1.4 years, n = 5) aged males [99]
Endurance acute exercise bout

Microarray

Human skeletal muscle
Young (aged 18-60 years, n = 10) and aged (aged 60-75 years, n = 10) males [100]
Resistance acute exercise bout

Human serum
Young (aged 22 + 1 years, n = 9) and aged (aged 74 & 2 years) males [98]
Resistance acute exercise bout
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4.1. miRNAs Modulated by Exercise

Sanctis et al. identified differentially expressed miRNAs and IncRNAs using NGS and
showed some of their possible targets and roles through bioinformatics analysis [97]. This
study included nine elderly individuals who were trained through resistance training or
endurance training and five individuals in a sedentary control group. Resistance training is
the anaerobic exercise of muscles against external resistance, such as free weights, weight
machines, elastic tubing, or bodyweight, to improve muscle strength, and mass [101,102].
Endurance training, which refers to aerobic exercises such as cycling or running, is per-
formed at low loads over a long period of time and enhances cardiac output and oxygen
consumption [103]. Both training methods cause changes in cellular energy metabolism,
such as glycolysis and the TCA cycle [104]. Thirty-two miRNAs were reported to be dif-
ferentially expressed during exercise, among which expression levels of 13 miRNAs were
upregulated and those of 19 miRNAs were downregulated [97]. In total, 989 potential
target genes, regulated by 32 differentially expressed miRNAs, were involved in cell cycle,
cytoskeleton, longevity, and many other signaling pathways. Moreover, 242 IncRNAs were
differentially expressed in trained subjects compared to sedentary subjects. Collectively,
these studies provide insights into the role of non-coding RNAs involved in the transcrip-
tional networks that modulate the pathways, which counteract aging-associated sarcopenia
following exercise [97].

Using microarrays, Zacharewicz et al., demonstrated alteration of miRNA expression
in young and aged males after acute resistance exercise [100]. They identified 26 miRNAs
that were differentially regulated with age and/or exercise, among which several miRNAs
were predicted to affect the Akt-mTOR signaling pathway. Since the Akt-mTOR signaling
pathway is involved in the regulation of skeletal muscle mass, these miRNAs may attenuate
aging-related sarcopenia.

Interestingly, exercise has also been shown to alter inflammatory cytokine and miRNA
expression in sarcopenia [24,105]. In general, plasma levels of pro-inflammatory cytokines,
such as tumor necrosis factor « (TNF-«), interleukin 6 (IL-6), and C-reactive protein (CRP),
increase with age [106,107]. Aging-induced increased levels of inflammatory cytokines
stimulate several molecular pathways involved in skeletal muscle wasting and aggravate
muscular strength and hypertrophy [108]. For example, circulating levels of IL-6 and
TNF-o, which are linked to loss of muscle strength, are remarkably upregulated in aged
individuals with sarcopenia [108]. Rosa et al., demonstrated that improvement of physical
condition through rehabilitation exercise in patients with sarcopenia significantly reduced
IL-18, IL-37, and CRP levels while increasing miR-355-5p and miR-657 expression, known
as post-transcriptional regulators of IL-37 [109]. The authors suggested that IL-37 and its
regulatory miRNAs could be used as biomarkers in patients with sarcopenia. These results
imply that exercise might alleviate sarcopenia by modulating the expression levels of in-
flammatory cytokines and miRNAs. In addition, exercise and nutrition are associated with
sarcopenia [110]. For example, miR-133b and miR-206 were significantly downregulated in
plasma from sarcopenic subjects and correlated with poor nutritional status [110]. These
results imply that a nutrient-dependent regulation of miR-133b and miR-206 may play a
potential role in age-related muscle decline.

4.2. Circulating Exosomal miRNAs Regulated by Exercise

Recently, Nair et al., profiled circulating exosomal miRNAs after acute exercise in
aged sedentary males and aged trained males using NGS [99]. Acute exercise changed
the expression of circulating exosomal miRNAs in both the groups. In the trained group,
15 exosomal miRNAs were differentially expressed, whereas 13 exosomal miRNAs were
differentially expressed in the sedentary group. They discovered that the target genes of
the majority of exercise-regulated exosomal miRNAs were involved in IGF-1 signaling, as
determined by pathway analysis predictions. While further studies are needed, these results
suggest that exercise-induced changes in circulating exosomal miRNAs may regulate the
IGF-signaling pathway and prevent age-related muscle loss [99]. Furthermore, Margolis
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et al. profiled circulating miRNAs using a microarray in young and aged males following
resistance exercise [98]. The authors found that the expression of 10 circulating miRNAs was
upregulated in young individuals, but downregulated in aged subjects after exercise, and
their potential targets were associated with anabolic responses. These results suggest that
exercise may induce muscle hypertrophy by regulating circulating miRNAs that stimulate
protein synthesis and counteract age-related anabolic resistance [98].

5. Discussion

There have been efforts to identify the alterations in the expression levels of non-coding
RNAs in patients with sarcopenia. Here, we provide a summary of the studies profiling non-
coding RNAs involved in sarcopenia (Table 1). To date, the majority of studies on miRNA
profiling have focused on aged mouse models, with reports in humans with small sample
sizes. We also noticed that there are no studies on IncRNA using aged human muscle
samples. Therefore, more human studies based on advanced transcriptome sequencing
technology are warranted to profile miRNAs and IncRNAs involved in aging-related
sarcopenia. Further progress in functional studies of non-coding RNAs will provide a basis
for understanding skeletal muscle homeostasis and the pathology of sarcopenia. Moreover,
establishing standardized diagnostic criteria for sarcopenia models may help classify
the progression of sarcopenia and more accurately analyze the molecular mechanisms
underlying the pathogenesis of sarcopenia.

In summary, the profiling studies discussed in this review indicate that the expression
of miR-127 and miR-434-3p is decreased in aged mouse muscles [63,70-74,77]. miR-127 is
reportedly involved in muscle development. Its expression is upregulated during satellite
cell differentiation, resulting in enhanced muscle regeneration. The enforced expression of
miR-127 in a mouse model of muscular dystrophy ameliorated muscle disease [111]. In
addition, miR-127 not only inhibits myoblast proliferation, but also functions as a tumor
suppressor in several types of cancer [112-115]. This implies that miR-127 functions as
an activator of cell differentiation and a suppressor of cell proliferation. Interestingly,
the expression levels of miR-127 were also downregulated in the brains of aged mice,
implying that miR-127 contributes to age-related defects or diseases [116]. Although not
many studies have explored the function of miR-434-3p, it has been recently reported
that circulating miRNA levels are decreased in patients with sarcopenia accompanied by
chronic heart failure [117]. miR-434-3p is downregulated in the skeletal muscle of aging
mice and it targets eukaryotic translation initiation factor 5A1 (eI[F5A1), resulting in the
induction of apoptosis via the mitochondrial apoptotic pathway [73]. This implies that
miR-434-3p could be a potential biomarker of skeletal muscle health.

Functional studies have been conducted to examine the role of non-coding RNAs
involved in the signaling pathways that regulate sarcopenia [75,88-93,95,96]. Since several
miRNAs and IncRNAs modulate various signaling pathways associated with sarcopenia
pathogenesis, we reviewed recent research studies on non-coding RNA-mediated signaling
pathways in sarcopenia (Figures 1 and 2). Non-coding RNAs contribute to muscle loss
by regulating the TGF-f3/BMP signaling pathway, IGF-1 signaling pathway, and MRF-
related signaling pathway. miR-23a, miR-431, IncIRS1, IncMAR1, and IncMGPF promote
muscle development and differentiation, whereas miR-29, miR-143-3p, IncChronos, and
IncDLEU2 induce muscle atrophy. Although many non-coding RNAs have been identified
in profiling studies, their functions and targets have not been fully recognized. Thus,
further studies are needed to investigate the direct targets of non-coding RNAs and verify
their associated functions in sarcopenia. Furthermore, TGF-f3 and IGF-1 signaling pathways
are interrelated and share some hubs to regulate muscle growth [118]. Several studies
have identified a cross-talk between myostatin and Akt/mTOR axis [44]. For example,
reduction in Smad 3 phosphorylation due to myostatin blockade activates mTOR signaling
and protein synthesis, leading to muscle hypertrophy, which is reversed by rapamycin
treatment or mTOR knockdown. It remains elusive whether non-coding RNAs target
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molecules to regulate these two signaling pathways simultaneously, thereby affecting the
phenotypes of sarcopenia.

Recent profiling studies exploring changes in the expression of non-coding RNAs
after exercise indicate that exercise has a great therapeutic potential in reducing muscle
atrophy and sarcopenia [97-100]. However, the molecular mechanisms underlying exercise-
mediated inhibition of sarcopenia are not fully understood. More validation studies are
needed to determine the effect of exercise on the expression of non-coding RNAs that can
modulate the expression of target genes. Identifying regulatory non-coding RNAs and
their targets and elucidating the molecular mechanisms underlying the effects reversing
sarcopenia pathogenesis after exercise will provide new insights for achieving therapeutic
benefits against muscle atrophy and muscle dysfunction.

6. Conclusions

Sarcopenia is one of the most common age-related conditions and is characterized
by progressive loss of muscle mass, strength, and function. Numerous non-coding RNAs
are involved in sarcopenia pathogenesis through regulation of the TGF-f3/BMP signaling
pathway, IGF-1 signaling pathway, and MRF-related signaling pathway. Since non-coding
RNAs have great potential as biomarkers or therapeutic targets for sarcopenia, further
studies are necessary to elucidate the molecular mechanisms underlying aging-related
sarcopenia mediated by non-coding RNAs as well as those of sarcopenia mitigation through
exercise. Understanding sarcopenia pathogenesis via non-coding RNA-mediated signaling
pathways will not only provide valuable insights to develop therapeutic strategies for
sarcopenia, but will also broaden our knowledge of skeletal muscle biology in aging.

Author Contributions: Conceptualization, J.L. and H.K.; Writing—original draft preparation, J.L.;
Writing—review and editing, J.L. and H.K.; Funding acquisition, H.K. All authors have read and
agreed to the published version of the manuscript.

Funding: This work was supported by the Incheon National University Research Grant in 2019 and
the Basic Science Research Program through the National Research Foundation of Korea (NRF) grant
funded by the Korea government (MSIT) (2019R1A2C1004053) to HK.

Conflicts of Interest: There is no conflict of interest.

References

1. Santilli, V.; Bernetti, A.; Mangone, M.; Paoloni, M. Clinical definition of sarcopenia. Clin. Cases Miner. Bone Metab. 2014, 11,
177-180. [CrossRef]

2. Janssen, I.; Heymsfield, S.B.; Ross, R. Low relative skeletal muscle mass (sarcopenia) in older persons is associated with functional
impairment and physical disability. J. Am. Geriatr. Soc. 2002, 50, 889-896. [CrossRef] [PubMed]

3.  Roubenoff, R. Origins and clinical relevance of sarcopenia. Can. J. Appl. Physiol. 2001, 26, 78-89. [CrossRef]

4. Dodds, RM.; Roberts, H.C.; Cooper, C.; Sayer, A.A. The Epidemiology of Sarcopenia. |. Clin. Densitom. 2015, 18, 461-466.
[CrossRef]

5. Morley, J.E. Sarcopenia: Diagnosis and treatment. J. Nutr. Health Aging 2008, 12, 452—-456. [CrossRef]

6.  Brooks, S.V.; Faulkner, ].A. Contraction-induced injury: Recovery of skeletal muscles in young and old mice. Am. . Physiol. 1990,
258, C436—C442. [CrossRef]

7. McDonagh, B.; Sakellariou, G.K.; Smith, N.T.; Brownridge, P.; Jackson, M.]. Differential cysteine labeling and global label-free
proteomics reveals an altered metabolic state in skeletal muscle aging. J. Proteome Res. 2014, 13, 5008-5021. [CrossRef]

8.  Mitchell, WK.; Williams, J.; Atherton, P.; Larvin, M.; Lund, J.; Narici, M. Sarcopenia, dynapenia, and the impact of advancing age
on human skeletal muscle size and strength: A quantitative review. Front. Physiol. 2012, 3, 260. [CrossRef] [PubMed]

9.  Pradat, PF; Barani, A.; Wanschitz, J.; Dubourg, O.; Lombes, A.; Bigot, A.; Mouly, V.; Bruneteau, G.; Salachas, F,; Lenglet, T.; et al.
Abnormalities of satellite cells function in amyotrophic lateral sclerosis. Amyotroph. Lateral Scler. 2011, 12, 264-271. [CrossRef]
[PubMed]

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

11.  Atkins, J.L.; Wannamathee, S.G. Sarcopenic obesity in ageing: Cardiovascular outcomes and mortality. Br. J. Nutr. 2020, 124,
1102-1113. [CrossRef]

12.  Fukushima, H.; Yokoyama, M.; Nakanishi, Y.; Tobisu, K.; Koga, F. Sarcopenia as a prognostic biomarker of advanced urothelial

carcinoma. PLoS ONE 2015, 10, e0115895. [CrossRef]


http://doi.org/10.11138/ccmbm/2014.11.3.177
http://doi.org/10.1046/j.1532-5415.2002.50216.x
http://www.ncbi.nlm.nih.gov/pubmed/12028177
http://doi.org/10.1139/h01-006
http://doi.org/10.1016/j.jocd.2015.04.012
http://doi.org/10.1007/BF02982705
http://doi.org/10.1152/ajpcell.1990.258.3.C436
http://doi.org/10.1021/pr5006394
http://doi.org/10.3389/fphys.2012.00260
http://www.ncbi.nlm.nih.gov/pubmed/22934016
http://doi.org/10.3109/17482968.2011.566618
http://www.ncbi.nlm.nih.gov/pubmed/21473708
http://doi.org/10.1242/dmm.010389
http://www.ncbi.nlm.nih.gov/pubmed/23268536
http://doi.org/10.1017/S0007114520002172
http://doi.org/10.1371/journal.pone.0115895

Cells 2022, 11, 187 12 0f 15

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.
32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

Ko, B.J.; Chang, Y.; Jung, H.S,; Yun, K.E.; Kim, C.W.; Park, H.S.; Chung, E.C.; Shin, H.; Ryu, S. Relationship Between Low Relative
Muscle Mass and Coronary Artery Calcification in Healthy Adults. Arterioscler. Thromb. Vasc. Biol. 2016, 36, 1016-1021. [CrossRef]
Rasmussen, B.B.; Fujita, S.; Wolfe, R.R.; Mittendorfer, B.; Roy, M.; Rowe, V.L.; Volpi, E. Insulin resistance of muscle protein
metabolism in aging. FASEB J. 2006, 20, 768-769. [CrossRef]

Zamboni, M.; Mazzali, G.; Fantin, E; Rossi, A.; Di Francesco, V. Sarcopenic obesity: A new category of obesity in the elderly. Nutr.
Metab. Cardiovasc. Dis. 2008, 18, 388-395. [CrossRef]

Ali, S.; Garcia, ].M. Sarcopenia, cachexia and aging: Diagnosis, mechanisms and therapeutic options—A mini-review. Gerontology
2014, 60, 294-305. [CrossRef] [PubMed]

Narici, M.V.; Maffulli, N. Sarcopenia: Characteristics, mechanisms and functional significance. Br. Med. Bull. 2010, 95, 139-159.
[CrossRef] [PubMed]

Bentzinger, C.F.; Wang, Y.X.; Rudnicki, M.A. Building muscle: Molecular regulation of myogenesis. Cold Spring Harb. Perspect.
Biol. 2012, 4, a008342. [CrossRef] [PubMed]

Chal, J.; Pourquie, O. Making muscle: Skeletal myogenesis in vivo and in vitro. Development 2017, 144, 2104-2122. [CrossRef]
[PubMed]

Buckingham, M.; Rigby, PW. Gene regulatory networks and transcriptional mechanisms that control myogenesis. Dev. Cell 2014,
28, 225-238. [CrossRef] [PubMed]

Seale, P.; Sabourin, L.A.; Girgis-Gabardo, A.; Mansouri, A.; Gruss, P.; Rudnicki, M.A. Pax7 is required for the specification of
myogenic satellite cells. Cell 2000, 102, 777-786. [CrossRef]

Hernandez-Hernandez, ] M.; Garcia-Gonzalez, E.G.; Brun, C.E.; Rudnicki, M.A. The myogenic regulatory factors, determinants of
muscle development, cell identity and regeneration. Semin. Cell Dev. Biol. 2017, 72, 10-18. [CrossRef]

Yamamoto, M.; Legendre, N.P; Biswas, A.A.; Lawton, A.; Yamamoto, S.; Tajbakhsh, S.; Kardon, G.; Goldhamer, D.J. Loss of MyoD
and Myf5 in Skeletal Muscle Stem Cells Results in Altered Myogenic Programming and Failed Regeneration. Stem Cell Rep. 2018,
10, 956-969. [CrossRef] [PubMed]

Ostrowski, K.; Rohde, T.; Asp, S.; Schjerling, P.; Pedersen, B.K. Pro- and anti-inflammatory cytokine balance in strenuous exercise
in humans. J. Physiol. 1999, 515 Pt 1, 287-291. [CrossRef]

Sousa-Victor, P; Gutarra, S.; Garcia-Prat, L.; Rodriguez-Ubreva, J.; Ortet, L.; Ruiz-Bonilla, V.; Jardi, M.; Ballestar, E.; Gonzalez, S.;
Serrano, A.L.; et al. Geriatric muscle stem cells switch reversible quiescence into senescence. Nature 2014, 506, 316-321. [CrossRef]
[PubMed]

Yin, H.; Price, F; Rudnicki, M.A. Satellite cells and the muscle stem cell niche. Physiol. Rev. 2013, 93, 23-67. [CrossRef] [PubMed]
Bigot, A.; Jacquemin, V.; Debacq-Chainiaux, F.; Butler-Browne, G.S.; Toussaint, O.; Furling, D.; Mouly, V. Replicative aging
down-regulates the myogenic regulatory factors in human myoblasts. Biol. Cell 2008, 100, 189-199. [CrossRef]

Pereira, A.F; Silva, A.].; Matos Costa, A.; Monteiro, A.M.; Bastos, E.M.; Cardoso Marques, M. Muscle tissue changes with aging.
Acta Med. Port. 2013, 26, 51-55.

Giresi, P.G.; Stevenson, E.J.; Theilhaber, ]J.; Koncarevic, A.; Parkington, J.; Fielding, R.A.; Kandarian, S.C. Identification of a
molecular signature of sarcopenia. Physiol. Genom. 2005, 21, 253-263. [CrossRef] [PubMed]

Park, S.S.; Kwon, E.S.; Kwon, K.S. Molecular mechanisms and therapeutic interventions in sarcopenia. Osteoporos. Sarcopenia
2017, 3, 117-122. [CrossRef]

Vainshtein, A.; Sandri, M. Signaling Pathways That Control Muscle Mass. Int. ]. Mol. Sci. 2020, 21, 4759. [CrossRef] [PubMed]
Ziaaldini, M.M.; Marzetti, E.; Picca, A.; Murlasits, Z. Biochemical Pathways of Sarcopenia and Their Modulation by Physical
Exercise: A Narrative Review. Front. Med. 2017, 4, 167. [CrossRef]

Abrigo, J.; Campos, F; Simon, E; Riedel, C.; Cabrera, D.; Vilos, C.; Cabello-Verrugio, C. TGF-beta requires the activation of
canonical and non-canonical signalling pathways to induce skeletal muscle atrophy. Biol. Chem. 2018, 399, 253-264. [CrossRef]
[PubMed]

Mendias, C.L.; Gumucio, J.P; Davis, M.E.; Bromley, C.W.; Davis, C.S.; Brooks, S.V. Transforming growth factor-beta induces
skeletal muscle atrophy and fibrosis through the induction of atrogin-1 and scleraxis. Muscle Nerve 2012, 45, 55-59. [CrossRef]
Delaney, K.; Kasprzycka, P.; Ciemerych, M.A.; Zimowska, M. The role of TGF-betal during skeletal muscle regeneration. Cell Biol.
Int. 2017, 41, 706-715. [CrossRef]

Kollias, H.D.; McDermott, J.C. Transforming growth factor-beta and myostatin signaling in skeletal muscle. J. Appl. Physiol. 2008,
104, 579-587. [CrossRef]

Chen, ].L.; Walton, K.L.; Hagg, A.; Colgan, T.D.; Johnson, K.; Qian, H.; Gregorevic, P.; Harrison, C.A. Specific targeting of TGF-beta
family ligands demonstrates distinct roles in the regulation of muscle mass in health and disease. Proc. Natl. Acad. Sci. USA 2017,
114, E5266-E5275. [CrossRef] [PubMed]

Lee, S.J. Quadrupling muscle mass in mice by targeting TGF-beta signaling pathways. PLoS ONE 2007, 2, e789. [CrossRef]
Edstrom, E.; Altun, M.; Hagglund, M.; Ulfhake, B. Atrogin-1/MAFbx and MuRF1 are downregulated in aging-related loss of
skeletal muscle. |. Gerontol. Ser. A Biol. Sci. Med. Sci. 2006, 61, 663—-674. [CrossRef]

Goodman, C.A.; McNally, RM.; Hoffmann, EM.; Hornberger, T.A. Smad3 induces atrogin-1, inhibits mTOR and protein synthesis,
and promotes muscle atrophy in vivo. Mol. Endocrinol. 2013, 27, 1946-1957. [CrossRef]

Massagué, ]. TGEp signalling in context. Nat. Rev. Mol. Cell Biol. 2012, 13, 616-630. [CrossRef]


http://doi.org/10.1161/ATVBAHA.116.307156
http://doi.org/10.1096/fj.05-4607fje
http://doi.org/10.1016/j.numecd.2007.10.002
http://doi.org/10.1159/000356760
http://www.ncbi.nlm.nih.gov/pubmed/24731978
http://doi.org/10.1093/bmb/ldq008
http://www.ncbi.nlm.nih.gov/pubmed/20200012
http://doi.org/10.1101/cshperspect.a008342
http://www.ncbi.nlm.nih.gov/pubmed/22300977
http://doi.org/10.1242/dev.151035
http://www.ncbi.nlm.nih.gov/pubmed/28634270
http://doi.org/10.1016/j.devcel.2013.12.020
http://www.ncbi.nlm.nih.gov/pubmed/24525185
http://doi.org/10.1016/S0092-8674(00)00066-0
http://doi.org/10.1016/j.semcdb.2017.11.010
http://doi.org/10.1016/j.stemcr.2018.01.027
http://www.ncbi.nlm.nih.gov/pubmed/29478898
http://doi.org/10.1111/j.1469-7793.1999.287ad.x
http://doi.org/10.1038/nature13013
http://www.ncbi.nlm.nih.gov/pubmed/24522534
http://doi.org/10.1152/physrev.00043.2011
http://www.ncbi.nlm.nih.gov/pubmed/23303905
http://doi.org/10.1042/BC20070085
http://doi.org/10.1152/physiolgenomics.00249.2004
http://www.ncbi.nlm.nih.gov/pubmed/15687482
http://doi.org/10.1016/j.afos.2017.08.098
http://doi.org/10.3390/ijms21134759
http://www.ncbi.nlm.nih.gov/pubmed/32635462
http://doi.org/10.3389/fmed.2017.00167
http://doi.org/10.1515/hsz-2017-0217
http://www.ncbi.nlm.nih.gov/pubmed/29140787
http://doi.org/10.1002/mus.22232
http://doi.org/10.1002/cbin.10725
http://doi.org/10.1152/japplphysiol.01091.2007
http://doi.org/10.1073/pnas.1620013114
http://www.ncbi.nlm.nih.gov/pubmed/28607086
http://doi.org/10.1371/journal.pone.0000789
http://doi.org/10.1093/gerona/61.7.663
http://doi.org/10.1210/me.2013-1194
http://doi.org/10.1038/nrm3434

Cells 2022, 11, 187 13 of 15

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.
53.

54.
55.

56.
57.

58.

59.

60.

61.

62.

63.

64.

65.

66.

67.

68.

69.

Carlson, M.E.; Hsu, M.; Conboy, L M. Imbalance between pSmad3 and Notch induces CDK inhibitors in old muscle stem cells.
Nature 2008, 454, 528-532. [CrossRef]

Sartori, R.; Schirwis, E.; Blaauw, B.; Bortolanza, S.; Zhao, J.; Enzo, E.; Stantzou, A.; Mouisel, E.; Toniolo, L.; Ferry, A.; et al. BMP
signaling controls muscle mass. Nat. Genet. 2013, 45, 1309-1318. [CrossRef]

Winbanks, C.E.; Chen, J.L.; Qian, H.; Liu, Y.; Bernardo, B.C.; Beyer, C.; Watt, K.I.; Thomson, R.E.; Connor, T.; Turner, B.J.; et al. The
bone morphogenetic protein axis is a positive regulator of skeletal muscle mass. J. Cell Biol. 2013, 203, 345-357. [CrossRef]
Scimeca, M.; Piccirilli, E.; Mastrangeli, F; Rao, C.; Feola, M.; Orlandi, A.; Gasbarra, E.; Bonanno, E.; Tarantino, U. Bone
Morphogenetic Proteins and myostatin pathways: Key mediator of human sarcopenia. J. Transl. Med. 2017, 15, 34. [CrossRef]
[PubMed]

Clemmons, D.R. Role of IGF-I in skeletal muscle mass maintenance. Trends Endocrinol. Metab. 2009, 20, 349-356. [CrossRef]
Schiaffino, S.; Mammucari, C. Regulation of skeletal muscle growth by the IGF1-Akt/PKB pathway: Insights from genetic models.
Skelet. Muscle 2011, 1, 4. [CrossRef] [PubMed]

Myers, M.G,, Jr.; Zhang, Y.; Aldaz, G.A.; Grammer, T.; Glasheen, E.M.; Yenush, L.; Wang, L.M.; Sun, X.].; Blenis, J.; Pierce, ].H.; et al.
YMXM motifs and signaling by an insulin receptor substrate 1 molecule without tyrosine phosphorylation sites. Mol. Cell. Biol.
1996, 16, 4147-4155. [CrossRef] [PubMed]

Glass, D.J. Molecular mechanisms modulating muscle mass. Trends Mol. Med. 2003, 9, 344-350. [CrossRef]

Rommel, C.; Bodine, S.C.; Clarke, B.A.; Rossman, R.; Nunez, L.; Stitt, TN.; Yancopoulos, G.D.; Glass, D.J. Mediation of IGF-1-
induced skeletal myotube hypertrophy by PI(3)K/Akt/mTOR and PI(3)K/Akt/GSK3 pathways. Nat. Cell Biol. 2001, 3, 1009-1013.
[CrossRef]

Bian, A.; Ma, Y.; Zhou, X.; Guo, Y.; Wang, W.; Zhang, Y.; Wang, X. Association between sarcopenia and levels of growth hormone
and insulin-like growth factor-1 in the elderly. BMC Musculoskelet. Disord. 2020, 21, 214. [CrossRef] [PubMed]

Sattler, ER. Growth hormone in the aging male. Best Pract. Res. Clin. Endocrinol. Metab. 2013, 27, 541-555. [CrossRef] [PubMed]
Zadik, Z.; Chalew, S.A.; McCarter, R.J., Jr.; Meistas, M.; Kowarski, A.A. The influence of age on the 24-hour integrated concentra-
tion of growth hormone in normal individuals. J. Clin. Endocrinol. Metab. 1985, 60, 513-516. [CrossRef] [PubMed]

Esteller, M. Non-coding RNAs in human disease. Nat. Rev. Genet. 2011, 12, 861-874. [CrossRef] [PubMed]

Patil, V.S.; Zhou, R.; Rana, T.M. Gene regulation by non-coding RNAs. Crit. Rev. Biochem. Mol. Biol. 2014, 49, 16-32. [CrossRef]
[PubMed]

Bartel, D.P. MicroRNAs: Genomics, biogenesis, mechanism, and function. Cell 2004, 116, 281-297. [CrossRef]

Mercer, T.R.; Dinger, M.E.; Mattick, J.S. Long non-coding RNAs: Insights into functions. Nat. Rev. Genet. 2009, 10, 155-159.
[CrossRef]

Goncalves, TJ.M.; Armand, A.S. Non-coding RNAs in skeletal muscle regeneration. Non-Coding RNA Res. 2017, 2, 56-67.
[CrossRef]

Zhao, Y.; Chen, M.; Lian, D.; Li, Y.; Li, Y.; Wang, ].; Deng, S.; Yu, K; Lian, Z. Non-Coding RNA Regulates the Myogenesis of
Skeletal Muscle Satellite Cells, Injury Repair and Diseases. Cells 2019, 8, 988. [CrossRef]

Bovolenta, M.; Erriquez, D.; Valli, E.; Brioschi, S.; Scotton, C.; Neri, M.; Falzarano, M.S.; Gherardi, S.; Fabris, M.; Rimessi, P; et al.
The DMD locus harbours multiple long non-coding RNAs which orchestrate and control transcription of muscle dystrophin
mRNA isoforms. PLoS ONE 2012, 7, e45328. [CrossRef]

Eisenberg, I.; Eran, A.; Nishino, I.; Moggio, M.; Lamperti, C.; Amato, A.A.; Lidov, H.G.; Kang, P.B.; North, K.N.; Mitrani-
Rosenbaum, S.; et al. Distinctive patterns of microRNA expression in primary muscular disorders. Proc. Natl. Acad. Sci. USA
2007, 104, 17016-17021. [CrossRef]

McCarthy, J.J.; Esser, K.A.; Andrade, FH. MicroRNA-206 is overexpressed in the diaphragm but not the hindlimb muscle of mdx
mouse. Am. J. Physiol. Cell Physiol. 2007, 293, C451-C457. [CrossRef]

Mikovig, J.; Sadler, K.; Butchart, L.; Voisin, S.; Gerlinger-Romero, F.; Della Gatta, P.; Grounds, M.D.; Lamon, S. MicroRNA and
Long Non-coding RNA Regulation in Skeletal Muscle From Growth to Old Age Shows Striking Dysregulation of the Callipyge
Locus. Front. Genet. 2018, 9, 548. [CrossRef]

Hambrecht, R.; Wolf, A.; Gielen, S.; Linke, A.; Hofer, J.; Erbs, S.; Schoene, N.; Schuler, G. Effect of exercise on coronary endothelial
function in patients with coronary artery disease. N. Engl. ]. Med. 2000, 342, 454-460. [CrossRef] [PubMed]

Takada, S.; Okita, K.; Suga, T.; Omokawa, M.; Kadoguchi, T.; Sato, T.; Takahashi, M.; Yokota, T.; Hirabayashi, K.; Morita, N.; et al.
Low-intensity exercise can increase muscle mass and strength proportionally to enhanced metabolic stress under ischemic
conditions. J. Appl. Physiol. 2012, 113, 199-205. [CrossRef]

Javanmardifard, Z.; Shahrbanian, S.; Mowla, S.J. MicroRNAs associated with signaling pathways and exercise adaptation in
sarcopenia. Life Sci. 2021, 285, 119926. [CrossRef]

Ballarino, M.; Morlando, M.; Fatica, A.; Bozzoni, I. Non-coding RN As in muscle differentiation and musculoskeletal disease. J.
Clin. Investig. 2016, 126, 2021-2030. [CrossRef]

Naguibneva, I.; Ameyar-Zazoua, M.; Polesskaya, A.; Ait-Si-Ali, S.; Groisman, R.; Souidi, M.; Cuvellier, S.; Harel-Bellan, A. The
microRNA miR-181 targets the homeobox protein Hox-A11 during mammalian myoblast differentiation. Nat. Cell Biol. 2006, 8,
278-284. [CrossRef] [PubMed]

Drummond, M.].; McCarthy, J.J.; Sinha, M.; Spratt, H.M.; Volpi, E.; Esser, K.A.; Rasmussen, B.B. Aging and microRNA expression
in human skeletal muscle: A microarray and bioinformatics analysis. Physiol. Genom. 2011, 43, 595-603. [CrossRef]


http://doi.org/10.1038/nature07034
http://doi.org/10.1038/ng.2772
http://doi.org/10.1083/jcb.201211134
http://doi.org/10.1186/s12967-017-1143-6
http://www.ncbi.nlm.nih.gov/pubmed/28202082
http://doi.org/10.1016/j.tem.2009.04.002
http://doi.org/10.1186/2044-5040-1-4
http://www.ncbi.nlm.nih.gov/pubmed/21798082
http://doi.org/10.1128/MCB.16.8.4147
http://www.ncbi.nlm.nih.gov/pubmed/8754813
http://doi.org/10.1016/S1471-4914(03)00138-2
http://doi.org/10.1038/ncb1101-1009
http://doi.org/10.1186/s12891-020-03236-y
http://www.ncbi.nlm.nih.gov/pubmed/32264885
http://doi.org/10.1016/j.beem.2013.05.003
http://www.ncbi.nlm.nih.gov/pubmed/24054930
http://doi.org/10.1210/jcem-60-3-513
http://www.ncbi.nlm.nih.gov/pubmed/3972964
http://doi.org/10.1038/nrg3074
http://www.ncbi.nlm.nih.gov/pubmed/22094949
http://doi.org/10.3109/10409238.2013.844092
http://www.ncbi.nlm.nih.gov/pubmed/24164576
http://doi.org/10.1016/S0092-8674(04)00045-5
http://doi.org/10.1038/nrg2521
http://doi.org/10.1016/j.ncrna.2017.03.003
http://doi.org/10.3390/cells8090988
http://doi.org/10.1371/journal.pone.0045328
http://doi.org/10.1073/pnas.0708115104
http://doi.org/10.1152/ajpcell.00077.2007
http://doi.org/10.3389/fgene.2018.00548
http://doi.org/10.1056/NEJM200002173420702
http://www.ncbi.nlm.nih.gov/pubmed/10675425
http://doi.org/10.1152/japplphysiol.00149.2012
http://doi.org/10.1016/j.lfs.2021.119926
http://doi.org/10.1172/JCI84419
http://doi.org/10.1038/ncb1373
http://www.ncbi.nlm.nih.gov/pubmed/16489342
http://doi.org/10.1152/physiolgenomics.00148.2010

Cells 2022, 11, 187 14 0of 15

70.

71.

72.

73.

74.

75.

76.

77.

78.

79.

80.

81.

82.

83.

84.

85.

86.

87.

88.

89.

90.

91.

92.

93.

94.

95.

Hamrick, M.W.; Herberg, S.; Arounleut, P.; He, H.Z,; Shiver, A.; Qi, R.Q.; Zhou, L.; Isales, C.M.; Mi, Q.S. The adipokine leptin
increases skeletal muscle mass and significantly alters skeletal muscle miRNA expression profile in aged mice. Biochem. Biophys.
Res. Commun. 2010, 400, 379-383. [CrossRef] [PubMed]

Jung, H.J.; Lee, K.P; Milholland, B.; Shin, Y.J.; Kang, ].S.; Kwon, K.S; Suh, Y. Comprehensive miRNA Profiling of Skeletal Muscle
and Serum in Induced and Normal Mouse Muscle Atrophy During Aging. J. Gerontol. Ser. A Biol. Sci. Med. Sci. 2017, 72,
1483-1491. [CrossRef]

Kim, J.Y; Park, YK.; Lee, K.P; Lee, S.M.; Kang, T.W.; Kim, H.J.; Dho, S.H.; Kim, S.Y.; Kwon, K.S. Genome-wide profiling of the
microRNA-mRNA regulatory network in skeletal muscle with aging. Aging 2014, 6, 524-544. [CrossRef] [PubMed]

Pardo, P.S.; Hajira, A.; Boriek, A.M.; Mohamed, ].S. MicroRNA-434-3p regulates age-related apoptosis through elF5A1 in the
skeletal muscle. Aging 2017, 9, 1012-1029. [CrossRef] [PubMed]

Soriano-Arroquia, A.; House, L.; Tregilgas, L.; Canty-Laird, E.; Goljanek-Whysall, K. The functional consequences of age-related
changes in microRNA expression in skeletal muscle. Biogerontology 2016, 17, 641-654. [CrossRef] [PubMed]

Zhang, Z.K,; Li, ].; Guan, D.; Liang, C.; Zhuo, Z.; Liu, J.; Lu, A.; Zhang, G.; Zhang, B.T. A newly identified IncRNA MARI acts as
a miR-487b sponge to promote skeletal muscle differentiation and regeneration. J. Cachexia Sarcopenia Muscle 2018, 9, 613-626.
[CrossRef]

Chai, S.; Wan, L.; Wang, ].L.; Huang, ].C.; Huang, H.X. Systematic analysis of long non-coding RNA and mRNA profiling using
RNA sequencing in the femur and muscle of ovariectomized rats. ]. Musculoskelet. Neuronal Interact. 2019, 19, 422-434.

Lee, H.; Kim, Y.I; Nirmala, ES.; Kim, ].S.; Seo, H.D.; Ha, T.Y,; Jang, Y.J.; Jung, C.H.; Ahn, J. MiR-141-3p promotes mitochondrial
dysfunction in ovariectomy-induced sarcopenia via targeting Fkbp5 and Fibin. Aging 2021, 13, 4881-4894. [CrossRef]
Narasimhan, A.; Ghosh, S.; Stretch, C.; Greiner, R.; Bathe, O.F,; Baracos, V.; Damaraju, S. Small RNAome profiling from human
skeletal muscle: Novel miRNAs and their targets associated with cancer cachexia. J. Cachexia Sarcopenia Muscle 2017, 8, 405-416.
[CrossRef]

Sun, L.; Si, M.; Liu, X.; Choi, ].M.; Wang, Y.; Thomas, S.S.; Peng, H.; Hu, Z. Long-noncoding RNA Atrolnc-1 promotes muscle
wasting in mice with chronic kidney disease. ]. Cachexia Sarcopenia Muscle 2018, 9, 962-974. [CrossRef]

Van de Worp, W.; Schols, A.; Dingemans, A.C.; Op den Kamp, C.M.H.; Degens, J.; Kelders, M.; Coort, S.; Woodruff, H.C,;
Kratassiouk, G.; Harel-Bellan, A.; et al. Identification of microRNAs in skeletal muscle associated with lung cancer cachexia. J.
Cachexia Sarcopenia Muscle 2020, 11, 452-463. [CrossRef]

Benetatos, L.; Hatzimichael, E.; Londin, E.; Vartholomatos, G.; Loher, P.; Rigoutsos, I.; Briasoulis, E. The microRNAs within the
DLK1-DIO3 genomic region: Involvement in disease pathogenesis. Cell. Mol. Life Sci. 2013, 70, 795-814. [CrossRef]

Glazov, E.A.; McWilliam, S.; Barris, W.C.; Dalrymple, B.P. Origin, evolution, and biological role of miRNA cluster in DLK-DIO3
genomic region in placental mammals. Mol. Biol. Evol. 2008, 25, 939-948. [CrossRef]

Fleming-Waddell, ].N.; Olbricht, G.R.; Taxis, T.M.; White, ].D.; Vuocolo, T.; Craig, B.A.; Tellam, R.L.; Neary, M.K.; Cockett, N.E.;
Bidwell, C.A. Effect of DLK1 and RTL1 but not MEG3 or MEGS8 on muscle gene expression in Callipyge lambs. PLoS ONE 2009,
4,e€7399. [CrossRef]

Hitachi, K.; Tsuchida, K. Myostatin-deficiency in mice increases global gene expression at the Dlk1-Dio3 locus in the skeletal
muscle. Oncotarget 2017, 8, 5943-5953. [CrossRef]

Waddell, ].N.; Zhang, P.; Wen, Y.; Gupta, S.K.; Yevtodiyenko, A.; Schmidt, J.V.; Bidwell, C.A.; Kumar, A.; Kuang, S. DIk1 is
necessary for proper skeletal muscle development and regeneration. PLoS ONE 2010, 5, €15055. [CrossRef]

Griffiths-Jones, S.; Saini, H.K.; van Dongen, S.; Enright, A.J. miRBase: Tools for microRNA genomics. Nucleic Acids Res. 2008, 36,
D154-D158. [CrossRef]

Lagos-Quintana, M.; Rauhut, R.; Meyer, J.; Borkhardt, A.; Tuschl, T. New microRNAs from mouse and human. Rna 2003, 9,
175-179. [CrossRef] [PubMed]

Lee, K.P; Shin, Y.J.; Kwon, K.S. microRNA for determining the age-related myogenic capabilities of skeletal muscle. BMB Rep.
2015, 48, 595-596. [CrossRef] [PubMed]

Zhang, A.; Li, M.; Wang, B.; Klein, J.D.; Price, S.R.; Wang, X.H. miRNA-23a/27a attenuates muscle atrophy and renal fibrosis
through muscle-kidney crosstalk. J. Cachexia Sarcopenia Muscle 2018, 9, 755-770. [CrossRef]

Neppl, R.L.; Wu, C.L.; Walsh, K. IncRNA Chronos is an aging-induced inhibitor of muscle hypertrophy. J. Cell Biol. 2017, 216,
3497-3507. [CrossRef] [PubMed]

Hu, Z.; Klein, ].D.; Mitch, W.E.; Zhang, L.; Martinez, I.; Wang, X.H. MicroRNA-29 induces cellular senescence in aging muscle
through multiple signaling pathways. Aging 2014, 6, 160-175. [CrossRef]

Soriano-Arroquia, A.; McCormick, R.; Molloy, A.P.; McArdle, A.; Goljanek-Whysall, K. Age-related changes in miR-143-3p:Igfbp5
interactions affect muscle regeneration. Aging Cell 2016, 15, 361-369. [CrossRef]

Li, Z.; Cai, B.; Abdalla, B.A.; Zhu, X.; Zheng, M.; Han, P.; Nie, Q.; Zhang, X. LncIRS1 controls muscle atrophy via sponging miR-15
family to activate IGF1-PI3K/AKT pathway. |. Cachexia Sarcopenia Muscle 2019, 10, 391-410. [CrossRef]

Asfour, H.A.; Allouh, M.Z.; Said, R.S. Myogenic regulatory factors: The orchestrators of myogenesis after 30 years of discovery.
Exp. Biol. Med. 2018, 243, 118-128. [CrossRef]

Lv, W, Jin, J.; Xu, Z.; Luo, H,; Guo, Y.; Wang, X.; Wang, S.; Zhang, J.; Zuo, H.; Bai, W,; et al. IncMGPF is a novel positive regulator
of muscle growth and regeneration. J. Cachexia Sarcopenia Muscle 2020, 11, 1723-1746. [CrossRef]


http://doi.org/10.1016/j.bbrc.2010.08.079
http://www.ncbi.nlm.nih.gov/pubmed/20800581
http://doi.org/10.1093/gerona/glx025
http://doi.org/10.18632/aging.100677
http://www.ncbi.nlm.nih.gov/pubmed/25063768
http://doi.org/10.18632/aging.101207
http://www.ncbi.nlm.nih.gov/pubmed/28331100
http://doi.org/10.1007/s10522-016-9638-8
http://www.ncbi.nlm.nih.gov/pubmed/26922183
http://doi.org/10.1002/jcsm.12281
http://doi.org/10.18632/aging.202617
http://doi.org/10.1002/jcsm.12168
http://doi.org/10.1002/jcsm.12321
http://doi.org/10.1002/jcsm.12512
http://doi.org/10.1007/s00018-012-1080-8
http://doi.org/10.1093/molbev/msn045
http://doi.org/10.1371/journal.pone.0007399
http://doi.org/10.18632/oncotarget.13966
http://doi.org/10.1371/journal.pone.0015055
http://doi.org/10.1093/nar/gkm952
http://doi.org/10.1261/rna.2146903
http://www.ncbi.nlm.nih.gov/pubmed/12554859
http://doi.org/10.5483/BMBRep.2015.48.11.211
http://www.ncbi.nlm.nih.gov/pubmed/26521942
http://doi.org/10.1002/jcsm.12296
http://doi.org/10.1083/jcb.201612100
http://www.ncbi.nlm.nih.gov/pubmed/28855249
http://doi.org/10.18632/aging.100643
http://doi.org/10.1111/acel.12442
http://doi.org/10.1002/jcsm.12374
http://doi.org/10.1177/1535370217749494
http://doi.org/10.1002/jcsm.12623

Cells 2022, 11, 187 150f 15

96.

97.

98.

99.

100.

101.

102.

103.

104.

105.

106.

107.

108.

109.

110.

111.

112.

113.

114.

115.

116.

117.

118.

Wang, Y.; Zhao, Z.].; Kang, X.R.; Bian, T.; Shen, Z.M.; Jiang, Y.; Sun, B.; Hu, H.B.; Chen, Y.S. IncRNA DLEU2 acts as a miR-181a
sponge to regulate SEPP1 and inhibit skeletal muscle differentiation and regeneration. Aging 2020, 12, 24033-24056. [CrossRef]

De Sanctis, P,; Filardo, G.; Abruzzo, PM.; Astolfi, A.; Bolotta, A.; Indio, V.; Di Martino, A.; Hofer, C.; Kern, H.; Lofler, S.; et al.
Non-Coding RNAs in the Transcriptional Network That Differentiates Skeletal Muscles of Sedentary from Long-Term Endurance-
and Resistance-Trained Elderly. Int. ]. Mol. Sci. 2021, 22, 1539. [CrossRef] [PubMed]

Margolis, L.M.; Lessard, S.J.; Ezzyat, Y.; Fielding, R.A.; Rivas, D.A. Circulating MicroRNA Are Predictive of Aging and Acute
Adaptive Response to Resistance Exercise in Men. J. Gerontol. Ser. A Biol. Sci. Med. Sci. 2017, 72, 1319-1326. [CrossRef] [PubMed]
Nair, V.D,; Ge, Y,; Li, S.; Pincas, H.; Jain, N.; Seenarine, N.; Amper, M.A.S.; Goodpaster, B.H.; Walsh, M.].; Coen, PM.; et al.
Sedentary and Trained Older Men Have Distinct Circulating Exosomal microRNA Profiles at Baseline and in Response to Acute
Exercise. Front. Physiol. 2020, 11, 605. [CrossRef] [PubMed]

Zacharewicz, E.; Della Gatta, P.; Reynolds, J.; Garnham, A.; Crowley, T.; Russell, A.P.; Lamon, S. Identification of microRNAs
linked to regulators of muscle protein synthesis and regeneration in young and old skeletal muscle. PLoS ONE 2014, 9, e114009.
[CrossRef] [PubMed]

Garber, C.E.; Blissmer, B.; Deschenes, M.R.; Franklin, B.A.; Lamonte, M.].; Lee, LM.; Nieman, D.C.; Swain, D.P.; American College
of Sports Medicine. American College of Sports Medicine position stand. Quantity and quality of exercise for developing and
maintaining cardiorespiratory, musculoskeletal, and neuromotor fitness in apparently healthy adults: Guidance for prescribing
exercise. Med. Sci. Sports Exerc. 2011, 43, 1334-1359. [CrossRef] [PubMed]

Westcott, W.L. Resistance training is medicine: Effects of strength training on health. Curr. Sports Med. Rep. 2012, 11, 209-216.
[CrossRef] [PubMed]

Holloszy, ].O.; Coyle, E.F. Adaptations of skeletal muscle to endurance exercise and their metabolic consequences. J. Appl. Physiol.
Respir. Environ. Exerc. Physiol. 1984, 56, 831-838. [CrossRef]

Morville, T.; Sahl, R.E.; Moritz, T.; Helge, ].W.; Clemmensen, C. Plasma Metabolome Profiling of Resistance Exercise and
Endurance Exercise in Humans. Cell Rep. 2020, 33, 108554. [CrossRef]

Li, E; Bai, M.; Xu, J.; Zhu, L.; Liu, C.; Duan, R. Long-Term Exercise Alters the Profiles of Circulating Micro-RNAs in the Plasma of
Young Women. Front. Physiol. 2020, 11, 372. [CrossRef] [PubMed]

Han, D.; Hosokawa, T.; Aoike, A.; Kawai, K. Age-related enhancement of tumor necrosis factor (TNF) production in mice. Mech.
Ageing Dev. 1995, 84, 39-54. [CrossRef]

Puzianowska-Kuznicka, M.; Owczarz, M.; Wieczorowska-Tobis, K.; Nadrowski, P.; Chudek, J.; Slusarczyk, P.; Skalska, A.; Jonas,
M.; Franek, E.; Mossakowska, M. Interleukin-6 and C-reactive protein, successful aging, and mortality: The PolSenior study.
Immun. Ageing 2016, 13, 21. [CrossRef]

Visser, M.; Pahor, M.; Taaffe, D.R.; Goodpaster, B.H.; Simonsick, E.M.; Newman, A.B.; Nevitt, M.; Harris, T.B. Relationship of
interleukin-6 and tumor necrosis factor-alpha with muscle mass and muscle strength in elderly men and women: The Health
ABC Study. J. Gerontol. Ser. A Biol. Sci. Med. Sci. 2002, 57, M326-M332. [CrossRef]

La Rosa, F.; Agostini, S.; Saresella, M.; Costa, A.S.; Piancone, F,; Miglioli, R.; Trecate, F.; Clerici, M. Deregulation of IL-37 and its
miRNAs modulators in sarcopenic patients after rehabilitation. J. Transl. Med. 2021, 19, 172. [CrossRef]

Iannone, F.; Montesanto, A.; Cione, E.; Crocco, P.; Caroleo, M.C.; Dato, S.; Rose, G.; Passarino, G. Expression Patterns of
Muscle-Specific miR-133b and miR-206 Correlate with Nutritional Status and Sarcopenia. Nutrients 2020, 12, 297. [CrossRef]
[PubMed]

Zhai, L.; Wu, R.; Han, W,; Zhang, Y.; Zhu, D. miR-127 enhances myogenic cell differentiation by targeting S1PR3. Cell Death Dis.
2017, 8, €2707. [CrossRef] [PubMed]

Du, S.Y.,; Huang, X.X.; Li, N.M,; Lv, C.Y,; Lv, C.H.; Wei, M.L.; Gao, Z.; Zhang, Y.P. MiR-127-3p inhibits proliferation of ovarian
cancer in rats through down-regulating MAPK4. Eur. Rev. Med. Pharmacol. Sci. 2020, 24, 10383-10390. [CrossRef]

Fellenberg, J.; Lehner, B.; Saehr, H.; Schenker, A.; Kunz, P. Tumor Suppressor Function of miR-127-3p and miR-376a-3p in
Osteosarcoma Cells. Cancers 2019, 11, 2019. [CrossRef]

He, W.; Fu, Y,; Zheng, Y.; Wang, X.; Liu, B.; Zeng, ]. Diallyl thiosulfinate enhanced the anti-cancer activity of dexamethasone in the
side population cells of multiple myeloma by promoting miR-127-3p and deactivating the PI3K/AKT signaling pathway. BMC
Cancer 2021, 21, 125. [CrossRef]

Tian, P; Tao, L.; Wang, Y.; Han, X. MicroRNA-127 Inhibits the Progression of Melanoma by Downregulating Delta-Like Homologue
1. BioMed Res. Int. 2020, 2020, 8523465. [CrossRef]

Loppi, S.; Korhonen, P.; Bouvy-Liivrand, M.; Caligola, S.; Turunen, T.A.; Turunen, M.P,; Hernandez de Sande, A.; Kolosowska,
N.; Scoyni, F,; Rosell, A.; et al. Peripheral inflammation preceeding ischemia impairs neuronal survival through mechanisms
involving miR-127 in aged animals. Aging Cell 2021, 20, e13287. [CrossRef]

Qaisar, R.; Karim, A.; Muhammad, T.; Shah, I.; Khan, ]. Circulating MicroRNAs as Biomarkers of Accelerated Sarcopenia in
Chronic Heart Failure. Glob. Heart 2021, 16, 56. [CrossRef] [PubMed]

Sartori, R.; Milan, G.; Patron, M.; Mammucari, C.; Blaauw, B.; Abraham, R.; Sandri, M. Smad2 and 3 transcription factors control
muscle mass in adulthood. Am. J. Physiol. Cell Physiol. 2009, 296, C1248-C1257. [CrossRef] [PubMed]


http://doi.org/10.18632/aging.104095
http://doi.org/10.3390/ijms22041539
http://www.ncbi.nlm.nih.gov/pubmed/33546468
http://doi.org/10.1093/gerona/glw243
http://www.ncbi.nlm.nih.gov/pubmed/27927764
http://doi.org/10.3389/fphys.2020.00605
http://www.ncbi.nlm.nih.gov/pubmed/32587527
http://doi.org/10.1371/journal.pone.0114009
http://www.ncbi.nlm.nih.gov/pubmed/25460913
http://doi.org/10.1249/MSS.0b013e318213fefb
http://www.ncbi.nlm.nih.gov/pubmed/21694556
http://doi.org/10.1249/JSR.0b013e31825dabb8
http://www.ncbi.nlm.nih.gov/pubmed/22777332
http://doi.org/10.1152/jappl.1984.56.4.831
http://doi.org/10.1016/j.celrep.2020.108554
http://doi.org/10.3389/fphys.2020.00372
http://www.ncbi.nlm.nih.gov/pubmed/32477155
http://doi.org/10.1016/0047-6374(95)01634-C
http://doi.org/10.1186/s12979-016-0076-x
http://doi.org/10.1093/gerona/57.5.M326
http://doi.org/10.1186/s12967-021-02830-5
http://doi.org/10.3390/nu12020297
http://www.ncbi.nlm.nih.gov/pubmed/31979011
http://doi.org/10.1038/cddis.2017.128
http://www.ncbi.nlm.nih.gov/pubmed/28358363
http://doi.org/10.26355/eurrev_202010_23388
http://doi.org/10.3390/cancers11122019
http://doi.org/10.1186/s12885-021-07833-5
http://doi.org/10.1155/2020/8523465
http://doi.org/10.1111/acel.13287
http://doi.org/10.5334/gh.943
http://www.ncbi.nlm.nih.gov/pubmed/34692380
http://doi.org/10.1152/ajpcell.00104.2009
http://www.ncbi.nlm.nih.gov/pubmed/19357234

	Introduction 
	Sarcopenia and Non-Coding RNA Profiling 
	miRNAs in Sarcopenia 
	LncRNAs in Sarcopenia 

	Functions of Non-Coding RNAs in Modulating the Signaling Pathways Involved in Sarcopenia 
	Non-Coding RNAs That Regulate the TGF-/BMP Signaling Pathway 
	Non-Coding RNAs That Regulate the IGF-1 Signaling Pathway 
	Non-Coding RNAs That Regulate the MRF-Related Signaling Pathway 

	Exercise and Non-Coding RNAs in Sarcopenia 
	miRNAs Modulated by Exercise 
	Circulating Exosomal miRNAs Regulated by Exercise 

	Discussion 
	Conclusions 
	References

