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A B S T R A C T

Myomaker is a membrane protein that plays a crucial role in the fusion of myoblasts during muscle growth. DNA
methylation, a significant factor, regulates gene expression. The aim of this study was to examine the methy-
lation and mRNA expression patterns of the myomaker gene during 8 different postnatal developmental stages in
the Japanese flounder (L: 7 days post hatch (dph); M1: 21 dph; M2: 28 dph; M3: 35 dph; J1: 90 dph; J2: 180 dph;
A1: 24months; A2: 36months). Muscle tissue samples were taken from Japanese flounder at different postnatal
development stages to measure the extent of DNA methylation and gene expression. Methylation level in the
promoter and exon 1 of myomaker was measured using bisulfite sequencing, and the relative expression of
myomaker during each developmental stage was measured by quantitative PCR. The relative expression levels of
myomaker were up-regulated from stages L to M2, M3 to J2, and methylation of myomaker was negatively
correlated with mRNA expression. Furthermore, the CpG site located at −26 bp in the promoter was the lowest
methylated region in all developmental stages. These results offer a basis for understanding the mechanism by
which myomaker regulates muscle formation during postnatal development.

1. Introduction

The Japanese flounder (Paralichthy olivaceus) is an economically fish
species in Asian mariculture because of its fast growth rate and high
market value. Although Japanese flounder has been as an economically
important fish species for many years, the genes that govern skeletal
muscle growth in the Japanese flounder remain poorly studied. Skeletal
muscle is an important tissue that is not only involved in regulating the
metabolism, locomotion, and strength of the animal body (Pavlath and
Horsley, 2003) but also is an important protein source for humans. The
formation of skeletal muscle requires the fusion of mononucleated
myoblasts to form nascent multinucleated myotubes. These myotubes
then fuse further and produce contractile proteins, forming mature
myotubes. Myoblast fusion is an important step during muscle growth
and involves a complex series of cellular and molecular events, in-
cluding cellular migration, cell–cell recognition, cellular adhesion, cy-
toskeletal reorganization, and membrane coalescence, all leading up to
the final membrane fusion event (Abmayr et al., 2003; Abmayr and
Pavlath, 2012).

Myoblast fusion is essential in the formation of skeletal muscle

fibers and is a complex and tightly controlled process (Chen and Olson,
2005). This process must be highly cell-specific to guarantee that
myoblast fusion does not form syncytia with non-muscle cells. Although
the transcriptional mechanisms that regulate skeletal muscle growth
have been studied in detail (Bentzinger et al., 2012; Berkes and
Tapscott, 2005; Buckingham, 2006; Karasik et al., 2005), the mechan-
isms that coordinate myoblast fusion remain poorly understood, and
few muscle-specific proteins that directly regulate myoblast fusion have
been identified (Abmayr and Pavlath, 2012; Landemaine et al., 2014;
Millay et al., 2013, 2016; Rochlin et al., 2010; Shi et al., 2017; Zhang
and Roy, 2017). Recently, some studies have revealed the molecules
and signaling pathways that are involved in this process (Abmayr and
Pavlath, 2012; Hindi et al., 2013; Rochlin et al., 2010). Among these
are important transmembrane proteins that span the entirety of the
biological membrane and play vital roles during myoblast fusion, being
involved in cellular migration, recognition, and adhesion (Luo et al.,
2015). These transmembrane proteins include the mannose receptor,
which directs myoblast migration during the fusion of myoblasts
(Jansen and Pavlath, 2006), and myoferlin, which is also required for
myoblast fusion and is expressed at membrane sites during fusion
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(Doherty, 2005). Transmembrane proteins of the immunoglobulin su-
perfamily, such as Roughest/Irregular-optic chiasma C, Kin of IrreC/
Dumbfounded, and Hibris/Sticks-and-stones, are required for myoblast
fusion (Artero et al., 2001; Bour et al., 2000; Ruiz-Gómez et al., 2002;
Strünkelnberg et al., 2001). However, these proteins are not muscle-
specific, and some of them perform functions that are not required for
myoblast fusion. Therefore, identifying muscle-specific transmembrane
proteins that have direct and essential roles in myoblast fusion is key.

In recent years, Millay et al. (2013) identified a muscle-specific
transmembrane protein, transmembrane protein 8c (Tmem8c, also
called myomaker), which is essential for the fusion of myoblasts. The
myomaker protein sequence is highly conserved among vertebrates
(Millay et al., 2016), and the function of myomaker in myogenesis is
conserved in both mice and zebrafish (Landemaine et al., 2014; Millay
et al., 2013). During myogenesis and muscle regeneration, myomaker is
expressed transiently and promotes the fusion availability of myoblasts
(Millay et al., 2013; Millay et al., 2014). However, the expression
pattern of the corresponding gene, myomaker, during postnatal muscle
development in the Japanese flounder, and the degree to which this
gene is methylated during development, remains to be determined. To
understand muscle growth and the function of factors that regulate
muscle growth in the Japanese flounder, we analyzed the mechanism
regulating myomaker expression based on methylation patterning.

DNA methylation is an important epigenetic process that is used to
modulate gene expression without the alteration of DNA sequences
(Egger et al., 2004; Jablonka and Lamb, 1998), and it is the first dis-
covered epigenetic modification (Holliday and Pugh, 2009; Riggs,
1975). In general, the methylation of CpG islands suppresses the tran-
scription of mammalian and vertebrate somatic cell genes (Bird, 2002;
Plass and Soloway, 2002). For example, Ding et al. (2013) reported that
the methylation pattern of cyp17-II limits its expression in flounders. It
is thought that DNA methylation patterns may affect gene expression
differently during different stages of postnatal muscle development.
However, the relationship between gene expression and DNA methy-
lation in myomaker during different postnatal developmental stages has
not yet been studied in the Japanese flounder. Hence, we analyzed the
relative expression and DNA methylation of myomaker during 8 dif-
ferent postnatal development stages in the Japanese flounder. Muscle
samples were taken during each developmental stage, and the expres-
sion of myomaker in the muscle tissue was measured using quantitative
PCR. A methylation map of CpG sites was then developed using bi-
sulfate sequencing. Collectively, our results elucidate the roles of
myomaker in muscle growth and the function of myomaker DNA me-
thylation in the regulation of gene expression in the Japanese flounder.

2. Materials and methods

2.1. Ethics statement

All animal experiments were conducted in accordance with the
guidelines and approval of the respective Animal Research and Ethics
Committees of Ocean University of China. The field studies did not
involve endangered or protected species. The fish were all euthanized
by tricaine methanesulfonate (MS-222).

2.2. Experimental fish and data collection

Healthy Japanese flounder were collected from Donggang District
Institute of marine treasures in Rizhao of Shandong province. We col-
lected 8 different developmental stages (According to the classification
of the developmental stage of Minami (1982)) of Japanese flounder: L
(7 dph, larva), M1 (21 dph, pre-metamorphic larva), M2 (28 dph, me-
tamorphic climax larva), M3 (35 dph, post-metamorphic juvenile), J1
(about 90 dph, juvenile), J2 (about 180 dph, juvenile), A1 (about
24months, adult), A2 (about 36months, adult). In our experiment and
data analysis, 3 fish (The fish of stage L, M1, M2, M3 were so small, so
we used more than one individual as one sample) were used in each
stage. All fish were euthanized using tricaine methanesulfonate (MS-
222). Body weight, body height, body length and total length were
measured at each growth stage. Tissue samples were collected and
immediately frozen in liquid nitrogen (In stage L, M1, M2 and M3, we
cut off redundant tissue and only retain muscle tissue, and the muscle
tissue of stage J1, J2, A1 and A2 was obtained from the dorsal part near
the head.), and then stored at −80 °C for genomic DNA and total RNA
isolation.

2.3. RNA isolation

The muscle tissue of Japanese flounder was used to extract RNA.
Total RNA was isolated using TRIzol Reagent (Invitrogen, Carlsbad, CA,
USA) following the manufacturer’s protocol. The concentration of ex-
tracted total RNA was measured by the nucleic acid analyzer Biodropsis
BD-1000 (OSTC, China), and 1% agarose gel was used to check the
integrity of RNA. Reverse transcription was carried through a two-step
method with Prime Script™ RT reagent Kit (TaKaRa, Dalian, China).
The synthesized cDNA was stored at −20 °C until used.

2.4. Quantitative real Time-PCR

The relative expression levels of myomaker mRNA were determined
by total RNA extracted from muscle of Japanese flounder. Quantitative
real time PCR was performed using SYBR Premix Ex Taq™ (TliRNaseH
Plus) Kit (Takara, Japan, Codeno. RR420A) on Applied Biosystems
7300 machine (Applied Biosystems, Foster City, CA, USA), following
the manufacturer's instructions. The primers used for quantitative PCR
are given in Table 1. The amplification efficiency of these primer pairs
was over 99%. Reactions were executed in a 20 μl volume containing
10 μl SYBR®Premix Ex Taq (TliRNaseH Plus), 0.4 μl PCR forward
Primer, 0.4 μl PCR reverse Primer, 2 μl cDNA template, add RNase-free
water to 20 μl. The myomaker quantitative PCR conditions were as
follows: denaturation at 95 °C for 30 s, 40 cycles of denaturation at
95 °C for 5 s, annealing at Tm for 30 s, and extension at 72 °C for 30 s.
18S ribosomal RNA, as reference gene, was amplified under the same
conditions. Each sample was run in triplicates. Negative control was
also run by using all the qPCR reagents without the cDNA template, and
the relative gene expression was calculated using the 2−ΔΔCt method
(Livak and Schmittgen, 2001). A probability level of P < 0.05 was
considered statistically significant.

Table 1
Nucleotide sequences of primers used for real time PCR in the experiment.

Primer name Sequence (5′–3′) Product size Tm (°C) Accession no.

Myomaker F: TCACTGCGTCTTCACAGC 217 bp 56.00 °C XM_020109955.1
Myomaker R: GTAGACCATGGCCTCCAT
18S F: ATTGACGGAAGGGCACCAC 134 bp 60.00 °C EF126037.1
18S R: ATGCACCACCACCCACAGA
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Table 2
Primers used for bisulphate PCR (BS-PCR).

Primer name Sequence (5′–3′) Product size Tm (°C) Accession no.

Myomaker-P1 F: GAGGATTGAGGGATTTGAGGATATTT 249 bp 57.59 °C XM_020109955.1
Myomaker-P1 R: ACCTCCATATAAAAACCCCTCTTAAC
Myomaker-E1 F: ATATGGAGGTTATGGTTTATTTTTTT 224 bp 51.28 °C
Myomaker-E1 R: TTAAATAATCTAAATTTCCACCAACT

Fig. 1. Fig. 1A shows cross-species alignment of Myomaker proteins. Identical residues in all orthologs are shown at the bottom in yellow. Fig. 1B shows phylogenetic
trees of Myomaker. The numbers above branch display branch length.
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2.5. Genomic DNA isolation

Genomic DNA was extracted from muscle samples at different de-
velopmental stages using Marine Animal DNA Kit (TransGen, Beijing,
China) following the manufacturer's instructions. The concentration
and purity of DNA were measured by the nucleic acid analyzer
Biodropsis BD-1000 (OSTC, China), and the integrity of DNA was
evaluated by agarose gel electrophoresis. The Genomic DNA was stored
at −20 °C for later use.

2.6. Analysis of genetic structure, amino acid sequence and phylogenetic of
myomaker

The presumptive transcription factor was predicted using online
Jaspar software (http://jaspar.genereg.net/). The myomaker amino acid
sequences of the various species were obtained from Ensembl (https://
asia.ensembl.org/index.html) and NCBI (https://www.ncbi.nlm.nih.
gov/). The conserved gene sequence of myomaker was identified with
the other species including Homo sapiens (ENSG00000187616), Mus
musculus (ENSMUSG00000009214), Astyanax mexicanus
(ENSAMXG00000014260), Danio rerio (ENSDARG00000103988),
Oreochromis niloticus (ENSONIG00000013892), Lepisosteus oculatus
(ENSLOCG00000002633), Xiphophorus maculatus (ENSXMAG0000000
0047), Takifugu rubripes (ENSTRUG00000009850) and Cynoglossus
semilaevis (GenBank accession no. XM_008336442.1) by multiple se-
quence alignment. The phylogenetic tree was constructed using the
Neighbor-Joining (NJ) method within the Molecular Evolutionary
Genetics Analysis (MEGA 6.0) software. Furthermore, the topological
stability of the trees was evaluated under the 1000 bootstrap replica-
tions.

2.7. DNA bisulfite modification and analysis

In each developmental stage, 3 fish were used to process the bi-
sulfite modification. DNA samples (200 ng) were sodium bisulfite-
modified using the Methylamp™ DNA Modification Kit (QIAGEN) ac-
cording to the manufacturer's instructions. The promoter and exon1 of
myomaker (GenBank accession no. XM_020109955.1) were identified
by online MethPrimer design software (http://www.urogene.org/
methprimer/). Primers were designed according to the known se-
quences by Oligo 6.0 (Table 2). The PCR products were cloned into a
pEASY-T1 vector (TransGen, Beijing, China). For each fish typically 10
clones were sequenced to determine the methylation level. To evaluate

the efficiency of bisulfite modification, we calculated the percentage of
the number of converted cytosines on the total number of cytosines
(excluding cytosines of CpG dinucleotides). The formula is as follows:
The conversion percentage= [the number of converted cytosines (ex-
cluding cytosines of CpG dinucleotides)]/[the total number of cytosines
(excluding cytosines of CpG dinucleotides)]× 100%.

2.8. Statistical analysis

The data were expressed as means ± standard error. All qRT-PCR
expression data were log-transformed to ensure normality. Data was
analyzed by one-way ANOVA followed by Duncan's multiple range tests
to determine significant differences between samples using SPSS 19.0.
The correlation between gene expression and methylation extent was
initially examined by spearman tests using SPSS19.0 (SPSS Co. Ltd.,
Chicago). The correlation coefficient was calculated by Excel. Statistical
significance was determined at P-value < 0.05.

3. Results

3.1. Analysis of amino acid sequences and phylogenetic analyses

To examine the evolutionary relationships between versions of
myomaker in the Japanese flounder and those in other species, amino
acid sequence analysis was conducted, and a phylogenetic tree was
constructed. We analyzed 11 amino acid sequences from 11 species, the
results of which are shown in Fig. 1. The cross-species alignment of
myomaker sequences revealed that the gene is highly conserved among
the tested species (Fig. 1A). The teleost and mammal versions of myo-
makerwere grouped into two diverse lineages, with the version found in
the Japanese flounder being grouped into the teleost lineage (Fig. 1B).

3.2. Expression of myomaker mRNA in muscle tissue

The expression patterns of myomaker are shown in Fig. 2. The re-
lative expression of myomaker increased from stages L to M2, declined
from stages M2 to M3, increased from stages M3 to J2, and finally in-
creased from stages A1 to A2, with the highest expression being ob-
served in stage J2 (P < 0.05) and the lowest in stage L.

3.3. Structure analysis of myomaker gene

The myomaker (GenBank Accession no. XM_020109955.1) contains
one CpG rich region, a CpG island that included 9 CpG sites located in
the region from −81 bp to+61 bp (Fig. 3A). The promoter of myo-
maker has 249 bp and included 13 CpG sites, 11 of which were located
at or near putative transcription factor binding sites such as MEF2C,
Myog, Myod1, USF1, and SP1 (Fig. 3B). The myomaker exon 1 has
224 bp. The exon 1 of myomaker had 7 CpG sites, all of which were
located at or near the presumed binding sites of transcription factors
such as Myod1, MEF2C, Myog, USF1, SP1, PAX3, and PAX7 (Fig. 3C).

3.4. Methylation of myomaker and CpG sites during different
developmental stages

To quantify the methylation of myomaker in P. olivaceus, we chose to
analyze the promoter and exon 1 regions of myomaker. The muscle
tissues of Japanese flounders were sampled at different stages of de-
velopment and used in this experiment to extract DNA. The PCR pro-
ducts of bisulfite modification were evaluated by agarose gel electro-
phoresis, and the results revealed that all products were consistent with
the anticipated objective strap size (Fig. 4A). Part of the sequencing
diagram is shown in Fig. 4B. Evaluation of the efficiency of bisulfite
treatment showed that all unmethylated cytosine was converted to
thymine in all copies of the three different samples of the CpG dinu-
cleotide sequences analyzed. This suggests that the DNA modification

Fig. 2. Muscle mRNA expression of myomaker from 8 different developmental
stages in Japanese flounder. Each histogram represents the mean of three de-
terminations. Values are expressed as mean ± standard error of mean.
Different letters indicate significant difference (P < 0.05, one-way ANOVA,
followed by Duncan's test).
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procedure was highly efficient.
The CpG dinucleotide methylation statuses of the promoter and

exon 1 of myomaker were measured by bisulfite conversion and sub-
sequent DNA sequencing. The DNA methylation patterns are shown in
Fig. 5. The promoter and exon 1 showed similar levels of methylation in
all 8 developmental stages. Methylation in the promoter and in exon 1
gradually declined from stages L to M2, increased from stages M2 to

M3, declined from stages M3 to J2, increased from stages J2 to A1, and
finally declined from stages A1 to A2, with the methylation being
highest in stage A1 and the lowest in stage J2.

We found 13 CpG sites in the myomaker promoter, and the methy-
lation levels of each of the CpG sites at each developmental stage are
shown in Fig. 6A. The DNA methylation level of each CpG site had
similar trend. Fig. 6B shows the average methylation of each CpG site

Fig. 3. The gene structure analysis of myomaker. The
long red line indicates the myomaker gene structure
and the two empty boxes indicate the regions of
measuring the methylation level (from −148 bp to
+101 bp and from+92 bp to +315 bp) in promoter
and exon 1 are marked with blue line and green line,
covered the CpG rich region. The start codon was
showed in pentagram. GC Percentage in y-axis
shows GC content in sequence (It usually contains at
least 200 bp), and the CpG in x-axis indicates where
the CpG is located (Fig. 3A). Fig. 3B and 3C show a
partial sequence of promoter and exon 1, respec-
tively. The yellow boxes indicate CpG sites on
coding regions of myomaker gene and the green box
shows the start codon of myomaker gene. The
binding sequences of different transcription factors
are marked with different sign and the name of the
transcription factors were marked under the corre-
sponding transcription factor.
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and the methylation of a site at position −26 bp, which was methylated
to a markedly lower degree than that in the other sites.

The methylation of 7 CpG sites in myomaker exon 1 during the 8
developmental stages shown in Fig. 6C. The DNA methylation of every
CpG site in exon 1 had similar trend. Fig. 6D shows the average me-
thylation of each CpG site and the methylation of a site at position
+147 bp, which was methylated to a markedly lower degree than that

in the other sites.

3.5. Relationship between myomaker methylation and expression during
each developmental stage

DNA methylation has a significant effect on the regulation of gene
expression and is critical in the control of gene expression during

Fig. 4. The result of PCR production electrophoresis of bisulfite treatment DNA in promoter and exon 1 (A) and its partial sequence (B). The arrow indicates the
position of Cytosine site, and underlines show the position of CG site (B).
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development. Thus, we analyzed the relationship between the methy-
lation and gene expression of myomaker in muscle tissue. As shown in
Fig. 7, the methylation level of promoter and exon 1 had similar ten-
dency. The relationship between the methylation of the promoter and
exon 1 and overall gene expression is also provided in Fig. 7. The
average methylation of myomaker was strongly negatively correlated
with gene expression in all developmental stages (r=−0.828,
P < 0.05). The amount of methylation at the promoter and exon 1 was
also completely opposite to the relative gene expression of each region
(r=−0.864, P < 0.01; r=−0.843, P < 0.01respectively).

4. Discussion

Myomaker is involved in boosting myoblast fusion in mice, zebra-
fish, and chickens (Landemaine et al., 2014; Luo et al., 2015; Millay
et al., 2013). However, the roles of myomaker in the postnatal devel-
opmental stages of fish has not been fully elucidated. The results of this
study demonstrate that DNA methylation is essential for regulating
myomaker mRNA expression. Importantly, this study is the first to de-
monstrate the important roles of myomaker in modulating Japanese
flounder skeletal muscle growth during postnatal stages. These results
not only provide insight regarding the function of myomaker, which is
important for muscle growth during postnatal stages, but also provide
testimony for some regulatory factors of gene expression during dif-
ferent developmental stages.

Previous studies have focused on the function of myomaker during
embryonic development and have shown that myomaker is essential for
the promotion of myoblast fusion in zebrafish, mice, chickens, and so

on (He et al., 2017; Landemaine et al., 2014; Lu Meng, 2016; Luo et al.,
2015; Millay et al., 2013; Zhang and Roy, 2017). In this study, we ex-
amined the expression of myomaker during postnatal development in
the Japanese flounder. We found that the relative expression of myo-
maker is up-regulated from stages L (7 days post hatch) to stage M2
(28 days post hatch). The Japanese flounder undergoes a typical me-
tamorphosis over this period, during which its muscle tissues undergo
drastic morphological changes (Yamano et al., 1991; Yamano et al.,
1994). Zhang and Shi (2003) have reported that the skeletal muscles of
the flounder are composed of thin layers of muscle fibers and that the
myofibril content of these muscles is lower prior to metamorphosis,
with the muscle fibers becoming thicker and having higher myofibrillar
content by the metamorphic climax. The increased expression of myo-
maker may be conducive to the accelerated fusion of myoblasts and the
formation of skeletal muscle fibers during metamorphosis. We found
that the expression of myomaker increases from stages M3 to J2, which
makes sense considering the faster growth rate of juvenile fish relative
to adults. We speculate that the up-regulated expression of myomaker
during growth from stages M3 to J2 is needed for myoblast fusion and
the formation of mature muscle fibers. The slightly raised expression of
myomaker from stages A1 to A2 may be due to muscle regeneration
taking place in adult fish. Previous studies have demonstrated that
myomaker is essential for muscle regeneration during postnatal devel-
opment (Millay et al., 2014). Our results showed that a large amount of
muscle fibers formed during postnatal development, and so we can
conclude that myomaker is essential for the regulation of myoblast fu-
sion and for the generation of muscle fibers during postnatal develop-
ment. The myomaker gene can thus be considered a candidate gene for

Fig. 5. DNA methylation patterns of promoter and exon 1 in myomaker. An open circle represents an unmethylated CpG, and a solid circle represents a methylated
CpG. Each line represents one sequenced clone. The first line indicates the localizations of studied CpG sites related to the sequence of myomaker. The percentage
indicates the methylation level (the percentage on the left and right indicates the average methylation level of myomaker at different developmental stages),
calculated as the number of methylated CpG sites per total number of CpG sites in each stage, data as mean ± SEM. Average methylation was calculated for all CpG
sites in each stage. 3 fish samples were used, and for each fish typically 10 clones were used to determine DNA methylation levels. Different colors in the right show
different methylation level of promoter and exon 1.
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Fig. 6. The DNA methylation level of promoter and exon 1 ofmyomaker at different developmental stages. Fig. 6A and B indicate methylation level of each CpG site in
promoter. Fig. 6C and D indicate methylation level of each CpG site in promoter.
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molecular breeding in fish. It should be noted that in this study, we
examined myomaker expression only during postnatal development,
and the specific function of myomaker in the embryonic stages of the
Japanese flounder should be determined.

DNA methylation is an important epigenetic modification in the
regulations of gene expression. Ordinarily, DNA methylation inhibits
transcription, and the reversion of methylation is often associated with
gene activation (Cedar, 1988). In some cases, DNA methylation can
directly interfere with transcription factor binding (Ehrlich and Ehrlich,
1993). The methylation of coding regions can also repress gene ex-
pression significantly (Hsieh 1997; Irvine et al., 2002); thus, we chose
the promoter and exon 1 as key regions at which to measure methy-
lation. The methylation of the promoter and exon 1 of myomaker was
negatively correlated with their expression. Our results are similar to
those of other studies that have shown that methylation can regulate
gene expression during the development of the skeleton and ovaries in
animals (Attwood et al., 2014; Bird, 2002; Day et al., 2013; Ding et al.,
2013; Jin et al., 2016; Laker and Ryall, 2016; Miyata et al., 2015; Ng

and Bird, 1999). The decreased methylation of myomaker may be
caused by the large demand for mature skeletal muscle during meta-
morphosis and the fast growth rate of juveniles.

Interestingly, we also found that a CpG site at the −26 bp position
in the promoter of myomaker was methylated significantly less than that
in other CpG sites. This CpG site was located near the putative tran-
scription factors MyoG and MyoD. Myog and MyoD are myogenic reg-
ulatory factors (MRFs) and could be responsible for the activation of
numerous downstream genes that initiate muscle cell differentiation
(Berkes and Tapscott, 2005; Braun and Gautel, 2011). Myog is im-
portant in the terminal differentiation of myoblasts, whereas MyoD
controls myogenic determination genes (Berkes and Tapscott, 2005;
Braun et al., 1989; Edmondson and Olson, 1989). As transcriptional
factors, MyoG and MyoD play essential roles in muscle-specific gene
transcription (Blais et al., 2005; Cao et al., 2006). Luo et al. (2015)
confirmed that both MyoG and MyoD transcription factors can directly
bind to myomaker and initiate its expression. However, when a single
base in the binding site changes, MyoG and MyoD transcription factors
cannot bind to the sequence efficiently, and thus, cannot initiate gene
expression. In our study, the low methylation of the −26 bp CpG site in
both the promoter and exon 1 may have resulted in the increased ex-
pression of myomaker. We also suggest that the sequence near the
−26 bp CpG site may be involved in the activation of myomaker tran-
scription. Our previous study showed that the expression of MyoD was
up-regulated from stages L to J2, then decreased from stages J2 to A2
(without stage M1, M2 and M3) (Huang et al., 2018), a pattern different
from that seen in myomaker. Variation in the expression patterns of
MyoD and myomaker has also been reported in chickens (Luo et al.,
2015). These results suggest that MyoD and myomaker play different
roles in muscle growth. The regulatory mechanisms underlying MyoG
and MyoD during myoblast differentiation remain unclear. The specific
functions and the mechanisms of MyoG and MyoD in myoblast fusion
during postnatal development remain unknown and require further
study. The function of this sequence using gene knockout experiments
should also be elucidated.

5. Conclusion

We researched the expression patterns of the myomaker gene during

Fig. 6. (continued)

Fig. 7. The correlation between gene expression and CpG methylation level of myomaker gene at different developmental stages. Values represent mean ± SEM.
Different letters indicate significant difference (P < 0.05, one-way ANOVA, followed by Duncan's test).
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8 different postnatal developmental stages in the Japanese flounder.
The results showed that the expression of myomaker increased from 7 to
28 dph over the course of postnatal development, indicating that the
myomaker gene is an important gene involved in the regulation of
muscle growth during metamorphosis. The expression of the myomaker
gene increased from 35 to 180 dph, indicating that the myomaker gene
is an important regulatory gene during the juvenile stage of the
Japanese flounder. Methylation was the lowest at a CpG site located at
−26 bp at the putative Myog and MyoD recognition sequences, sug-
gesting that the effect of these transcription factors on binding effi-
ciency could affect gene expression. The average methylation level of
CpG islands was negatively correlated with gene expression during
postnatal development, suggesting that DNA methylation patterns in
the myomaker promoter and exon 1 were involved in controlling gene
expression. Our results may help to elucidate the molecular mechan-
isms behind fish muscle growth from an epigenetic perspective during
different developmental stages. This study also reinforces the idea that
myomaker plays an important role in postnatal development, especially
in metamorphosis period and juveniles.

Acknowledgments

This research was supported by the National Natural Science
Foundation of China (31672642), the Key Laboratory of Mariculture of
Ministry of Education, Ocean University of China (KLM2018009),
Natural Science Foundation of Shandong Province, China
(ZR2014CM018) and Aoshan Talents Cultivation Program Supported by
Qingdao National Laboratory for Marine Science and Technology
(2017ASTCP-ES06). It is appreciated that the comments from editors
and reviewers have greatly improved our manuscript.

Conflict of interest

The authors declare that they have no competing interests.

Appendix A. Supplementary data

Supplementary data to this article can be found online at https://
doi.org/10.1016/j.ygcen.2019.04.017.

References

Abmayr, S.M., Balagopalan, L., Galletta, B.J., Hong, S.J., 2003. Cell and molecular
biology of myoblast fusion. Int. Rev. Cytol. 225, 33–89.

Abmayr, S.M., Pavlath, G.K., 2012. Myoblast fusion: lessons from flies and mice.
Development 139, 641–656.

Artero, R.D., Castanon, I., Baylies, M.K., 2001. The immunoglobulin-like protein Hibris
functions as a dose-dependent regulator of myoblast fusion and is differentially
controlled by Ras and Notch signaling. Development (Cambridge, England). 128,
4251–4264.

Attwood, J.T., Yung, R.L., Richardson, B.C., 2014. DNA methylation and the regulation of
gene transcription. Cell. Mol. Life Sci. 59, 241–257.

Bentzinger, C.F., Wang, Y.X., Rudnicki, M.A., Bentzinger, C.F., Wang, Y.X., Rudnicki,
M.A., 2012. Building muscle: molecular regulation of myogenesis. Cold Spring Harb.
Perspect. Biol. 1–16.

Berkes, C.A., Tapscott, S.J., 2005. MyoD and the transcriptional control of myogenesis.
Semin. Cell Dev. Biol. 16, 585–595.

Bird, A., 2002. DNA methylation patterns and epigenetic memory DNA methylation
patterns and epigenetic memory. Genes Dev. 16, 6–21.

Blais, A., Tsikitis, M., Acosta-Alvear, D., Sharan, R., Kluger, Y., Dynlacht, B.D., 2005. An
initial blueprint for myogenic differentiation. Genes Dev. 19, 553–569.

Bour, B.A., Chakravarti, M., West, J.M., Abmayr, S.M., 2000. Drosophila SNS, a member
of the immunoglobulin superfamily that is essential for myoblast fusion. Genes Dev.
14, 1498–1511.

Braun, T., Buschhausen-Denker, G., Bober, E., Tannich, E., Arnold, H.H., 1989. A novel
human muscle factor related to but distinct from MyoD1 induces myogenic conver-
sion in 10T1/2 fibroblasts. EMBO J. 8, 701–709.

Braun, T., Gautel, M., 2011. Transcriptional mechanisms regulating skeletal muscle dif-
ferentiation, growth and homeostasis. Nat. Rev. Mol. Cell Biol. 12, 349–361.

Buckingham, M., 2006. Myogenic progenitor cells and skeletal myogenesis in vertebrates.

Curr. Opin. In Genet. Dev. 16, 525–532.
Cao, Y., Kumar, R.M., Penn, B.H., Berkes, C.A., Kooperberg, C., Boyer, L.A., Tapscott, S.J.,

2006. Global and gene-specific analyses show distinct roles for Myod and Myog at a
common set of promoters. EMBO J. 25, 502–511.

Cedar, H., 1988. DNA methylation and gene activity. Cell 53, 3–4.
Chen, E.H., Olson, E.N., 2005. Unveiling the mechanisms of cell-cell fusion. Science 308,

369–373.
Day, K., Waite, L.L., Thalacker-Mercer, A., West, A., Bamman, M.M., Brooks, J.D., Absher,

D., 2013. Differential DNA methylation with age displays both common and dynamic
features across human tissues that are influenced by CpG landscape. Genome Biol. 14,
R102.

Ding, Y., He, F., Wen, H., Li, J., Ni, M., Chi, M., Zhao, J., 2013. DNA methylation status of
cyp17-II gene correlated with its expression pattern and reproductive endocrinology
during ovarian development stages of Japanese flounder (Paralichthys olivaceus).
Gene 527, 82–88.

Doherty, K.R., 2005. Normal myoblast fusion requires myoferlin. Development 132,
5565–5575.

Edmondson, D.G., Olson, E.N., 1989. A gene with homology to the myc imilarity region of
MyoDl is expressed uring myogenesis and is sufficient to activate the muscle differ-
entiation program. Genes Dev. 3, 628–640.

Egger, G., Liang, G., Aparicio, A., Jones, P.A., 2004. Epigenetics in human disease and
prospects for epigenetic therapy. Nature 429, 457–463.

Ehrlich, M., Ehrlich, K.C., 1993. Effect of DNA methylation on the binding of vertebrate
and plant proteins to DNA. DNA Methylation 145–168.

He, J., Wang, F., Zhang, P., Li, W., Wang, J., Li, J., Chen, X., 2017. miR-491 inhibits
skeletal muscle differentiation through targeting myomaker. Arch. Biochem. Biophys.
625–626, 30–38.

Hindi, S.M., Tajrishi, M.M., Kumar, A., 2013. Signaling mechanisms in mammalian
myoblast fusion. Sci. Signal. 6, 1–18.

Holliday, R., Pugh, J.E., 2009. DNA modification mechanisms and gene activity during
development. Science 187, 226–232.

Huang, Y., Wen, H., Zhang, M., Hu, N., Si, Y., Li, S., He, F., 2018. The DNA methylation
status of MyoD and IGF-I genes are correlated with muscle growth during different
developmental stages of Japanese flounder (Paralichthys olivaceus). Compar.
Biochem. Physiol. Part-B: Biochem. Mol. Biol. 219–220, 33–43.

Hsieh, C.L., 1997. Stability of patch methylation and its impact in regions of transcrip-
tional initiation and elongation. Mol. Cell. Biol. 17, 5897–5904.

Irvine, R.A., Lin, I.G., Hsieh, C., 2002. DNA methylation has a local effect on transcription
and histone acetylation. Mol. Cell. Biol. 22, 6689–6696.

Jablonka, E., Lamb, M.J., 1998. Epigenetic inheritance in evolution. J. Evol. Biol. 11,
159–183.

Jansen, K.M., Pavlath, G.K., 2006. Mannose receptor regulates myoblast motility and
muscle growth. J. Cell Biol. 174, 403–413.

Jin, W., Peng, J., Jiang, S., 2016. The epigenetic regulation of embryonic myogenesis and
adult muscle regeneration by histone methylation modification. Biochem. Biophys.
Rep. 6, 209–219.

Karasik, D., Demissie, S., Cupples, L.A., Kiel, D.P., 2005. Disentangling the genetic de-
terminants of human aging: biological age as an alternative to the use of survival
measures. J. Gerontol. Ser. A Biol. Sci. Med. Sci. 60, 574–587.

Laker, R.C., Ryall, J.G., 2016. DNA methylation in skeletal muscle stem cell specification,
proliferation and differentiation. Stem Cells Int. 2016, 5725927.

Landemaine, A., Rescan, P.Y., Gabillard, J.C., 2014. Myomaker mediates fusion of fast
myocytes in zebrafish embryos. Biochem. Biophys. Res. Commun. 451, 480–484.

Livak, K.J., Schmittgen, T.D., 2001. Analysis of relative gene expression data using real-
time quantitative PCR and the 2^−ΔΔCT Method. Methods 25, 402–408.

Lu Meng., 2016. Cloning of myomaker gene 5’gegulatory region in sheep and effects of
GC and nGRE on its transcriptional regulatory activity. http://cdmd.cnki.com.cn/
Article/CDMD-10113-1017021258.htm.

Luo, W., Li, E., Nie, Q., Zhang, X., 2015. Myomaker, regulated by MYOD, MYOG and miR-
140-3P, promotes chicken myoblast fusion. Int. J. Mol. Sci. 16, 26186–26201.

Millay, D.P., Gamage, D.G., Quinn, M.E., Min, Y.L., Mitani, Y., Bassel-Duby, R., Olson,
E.N., 2016. Structure–function analysis of myomaker domains required for myoblast
fusion. Proc. Natl. Acad. Sci. U.S.A. 113, 2116–2121.

Millay, D.P., O’Rourke, J.R., Sutherland, L.B., Bezprozvannaya, S., Shelton, J.M., Bassel-
Duby, R., Olson, E.N., 2013. Myomaker: a membrane activator of myoblast fusion
and muscle formation. Nature 499, 310–1305.

Millay, D.P., Sutherland, L.B., Bassel-duby, R., Olson, E.N., 2014. Myomaker is essential
for muscle regeneration. Genes Dev. 28, 1641–1646.

Minami, T., 1982. The early life history of a flounder Paralichthys olivaceus. Bull. Jpn. Soc.
Sci. Fish. 48, 1581–1588.

Miyata, K., Miyata, T., Nakabayashi, K., Okamura, K., Naito, M., Kawai, T., Asahara, H.,
2015. DNA methylation analysis of human myoblasts during in vitro myogenic dif-
ferentiation: de novo methylation of promoters of muscle-related genes and its in-
volvement in transcriptional down-regulation. Hum. Mol. Genet. 24, 410–423.

Ng, H.H., Bird, A., 1999. DNA methylation and chromatin modification. Curr. Opin.
Genet. Dev. 9, 158–163.

Pavlath, G.K., Horsley, V., 2003. Cell fusion in skeletal muscle–central role of NFATC2 in
regulating muscle cell size. Cell Cycle (Georgetown, Tex.) 2, 420–423.

Plass, C., Soloway, P.D., 2002. DNA methylation, imprinting and cancer. Eur. J. Hum.
Genet. 10, 6–16.

Riggs, A.D., 1975. X inactivation, differentiation, and DNA methylation. Cell Genet. 14,
9–25.

Rochlin, K., Yu, S., Roy, S., Baylies, M.K., 2010. Myoblast fusion: when it takes more to

Y. Huang, et al. General and Comparative Endocrinology 280 (2019) 104–114

113

https://doi.org/10.1016/j.ygcen.2019.04.017
https://doi.org/10.1016/j.ygcen.2019.04.017
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0005
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0005
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0010
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0010
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0015
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0015
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0015
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0015
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0020
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0020
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0025
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0025
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0025
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0030
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0030
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0035
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0035
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0040
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0040
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0045
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0045
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0045
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0050
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0050
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0050
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0055
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0055
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0060
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0060
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0065
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0065
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0065
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0070
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0075
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0075
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0080
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0080
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0080
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0080
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0085
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0085
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0085
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0085
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0090
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0090
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0095
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0095
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0095
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0100
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0100
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0105
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0105
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0110
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0110
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0110
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0115
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0115
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0120
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0120
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0125
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0125
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0125
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0125
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0130
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0130
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0135
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0135
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0140
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0140
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0145
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0145
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0150
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0150
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0150
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0155
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0155
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0155
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0160
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0160
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0165
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0165
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0170
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0170
http://cdmd.cnki.com.cn/Article/CDMD-10113-1017021258.htm
http://cdmd.cnki.com.cn/Article/CDMD-10113-1017021258.htm
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0180
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0180
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0185
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0185
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0185
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0190
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0190
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0190
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0195
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0195
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0200
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0200
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0205
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0205
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0205
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0205
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0210
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0210
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0215
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0215
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0220
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0220
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0225
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0225
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0230


make one. Dev. Biol. 341, 66–83.
Ruiz-Gómez, M., Coutts, N., Suster, M.L., Landgraf, M., Bate, M., 2002. myoblasts in-

competent encodes a zinc finger transcription factor required to specify fusion-
competent myoblasts in Drosophila. Development 129, 133–141.

Shi, J., Bi, P., Pei, J., Li, H., Grishin, N.V., Bassel-Duby, R., Olson, E.N., 2017.
Requirement of the fusogenic micropeptide myomixer for muscle formation in zeb-
rafish. Proc. Natl. Acad. Sci. U.S.A. 114, 11950–11955.

Strünkelnberg, M., Bonengel, B., Moda, L.M., Hertenstein, A., de Couet, H.G., Ramos,
R.G., Fischbach, K.F., 2001. rst and its paralogue kirre act redundantly during em-
bryonic muscle development in Drosophila. Development (Cambridge, England). 128,
4229–4239.

Yamano, K., Miwa, S., Obinata, T., Inui, Y., 1991. Thyroid hormone regulates develop-
mental changes in muscle during flounder metamorphosis. General Compar.
Endocrinol. 81, 464–472.

Yamano, K., Takano-Ohmuro, H., Obinata, T., Inui, Y., 1994. Effect of thyroid hormone on
developmental transition of myosin light chains during flounder metamorphosis.
Gen. Compar. Endocrinol. 93, 321–326.

Zhang, J., Shi, Z., 2003. Metamorphosis and mechanism during early development of
Japanese flounder, Paralichthys olivaceus. J. Shanghai Fish. Univ. 12, 348–352.

Zhang, W., Roy, S., 2017. Myomaker is required for the fusion of fast-twitch myocytes in
the zebrafish embryo. Dev. Biol. 423, 24–33.

Y. Huang, et al. General and Comparative Endocrinology 280 (2019) 104–114

114

http://refhub.elsevier.com/S0016-6480(18)30562-8/h0230
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0235
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0235
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0235
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0240
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0240
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0240
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0245
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0245
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0245
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0245
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0250
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0250
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0250
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0255
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0255
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0255
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0260
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0260
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0265
http://refhub.elsevier.com/S0016-6480(18)30562-8/h0265

	Methylation status and expression patterns of myomaker gene play important roles in postnatal development in the Japanese flounder (Paralichthys olivaceus)
	Introduction
	Materials and methods
	Ethics statement
	Experimental fish and data collection
	RNA isolation
	Quantitative real Time-PCR
	Genomic DNA isolation
	Analysis of genetic structure, amino acid sequence and phylogenetic of myomaker
	DNA bisulfite modification and analysis
	Statistical analysis

	Results
	Analysis of amino acid sequences and phylogenetic analyses
	Expression of myomaker mRNA in muscle tissue
	Structure analysis of myomaker gene
	Methylation of myomaker and CpG sites during different developmental stages
	Relationship between myomaker methylation and expression during each developmental stage

	Discussion
	Conclusion
	Acknowledgments
	Conflict of interest
	Supplementary data
	References




