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Abstract

Folate deficiency (FD) during pregnancy can cause fetal intrauterine growth restriction in pigs, of which the skeletal
dysplasia is a major manifestation. Factors influencing muscle development are very important in the formation of
porcine meat quality trait. However, the effect of folate deficiency on skeletal muscle development and its molecular
mechanisms are unknown. The objective of this study is to determine the effect of maternal folate deficiency on the
skeletal muscle transcriptome of piglets from a reciprocal cross, in which full-sibling Landrace (LR) and full-sibling
Chinese local breed Laiwu (LW) pigs were used for reciprocal cross matings, and sows were fed either a folate
deficient or a normal diet during early-mid gestation. In addition, the difference in the responsiveness of the piglets to
folate deficiency during early-mid pregnancy between reciprocal cross groups was investigated. Longissimus dorsi
(LD) muscle samples were collected from newborn piglets and a 4 x 44K Agilent porcine oligo microarray was used
for transcriptome analysis of porcine LD muscle. The results showed that folate deficiency during early-mid
pregnancy affected piglet body weight, LD muscle fiber number and content of intramuscular triglyceride. The
microarray results indicated that 3154 genes were differentially expressed between folate deficient and normal piglets
from the LR x LW cross, and 3885 differentially expressed genes (DEGs) in the ones from the LW3 x LRQ cross.
From functional analyses, sow folate deficiency affected almost all biological processes in the progeny. Lipid
metabolism-related genes and associated metabolic pathways were regulated extensively by folate deficiency,
especially in LRZ x LW? cross piglets. Most of the genes that are regulated by folate deficiency in the LD muscle of
piglets were different between LR x LWQ and LWJ x LRQ crosses, suggesting some epigenetic effects of FD exist
in genes underlying myogenesis and intramuscular fat deposition in piglets.
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Introduction

Improving meat quality has become a research focus for pig
breeding experts in the 215t century [1]. Meat quality is related
to the expression of genes controlling myogenesis and lipid
metabolism, which is affected by living conditions, nutrition, and
other factors [2,3]. Recent evidence indicates that poor nutrition
around the time of conception and during gestation can result
in long-term modulation of gene expression and the
physiological signaling pathways of the offspring [4-6]. Several
studies have shown that maternal nutrient restriction during
fetal development can affect the development of skeletal
muscle and meat quality [7-9].
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Folate (also called folic acid) is a water-soluble B vitamin
(B9), and is an essential nutrient required for the de novo
synthesis of deoxythymidine monophosphate (dTMP) and S-
adenosyl methionine (AdoMet) through one-carbon metabolism
and the methionine cycle, respectively. Many studies have
demonstrated a link between folate deficiency during early
pregnancy and developmental abnormalities, such as neural
tube defects [10], abnormal embryonic development [11,12],
and tumor formation [13]. For these reasons, dietary folate
supplementation is routinely recommended during early
pregnancy in human [14]. Another indication that folate status
during early pregnancy can significantly change offspring
phenotype is that folate supplementation during pregnancy in
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A% mice alters the fur color of their offspring [15]. In sheep,
Sinclair et al. also reported that folate deficiency in pregnant
ewes affected the development and deposition of their
offspring’s fat by changing the DNA methylation patterns [16].
Therefore, inadequate folate status during pregnancy can
cause DNA synthesis and methyl metabolism disorders, thus
interfering with normal development or causing disease.

Muscle fiber characteristics and intramuscular fat (IMF)
content are the two most important factors influencing meat
quality. Early pregnancy nutrition can affect fetal myogenesis
and fat deposition, and these influences continue to adulthood
[17-19]. Studies have shown that folate deficiency during
pregnancy can cause fetal intrauterine growth restriction
(IUGR) [20], while the skeletal dysplasia is a major
manifestation of IUGR [21]. Nutritional analysis has shown that
there is insufficient folate in the traditional diets of pregnant
sows [22,23], and folate supplementation during pregnancy
reduces embryonic mortality and markedly improves
reproductive performance [24,25]. However, the effect of folate
on skeletal muscle development and meat quality in pigs
remains unknown, the skeletal muscle transcriptome and
underlying molecular basis influenced by folate deficiency
during pig pregnancy are not reported.

Microarrays have been used to investigate differential gene
expression in pigs of different breeds and developmental
stages at the transcriptome level, and have proved to be a
powerful and direct tool for the study of known transcripts in
complex developmental programs [26-28]. In this study, using
the 4 x 44K Agilent porcine oligo microarray, we investigated
the effects of folate deficiency during early-mid pregnancy on
the skeletal muscle transcriptome of piglets from a reciprocal
cross. Our study provides new insights into sow folate nutrition
and muscle development of the offspring, and suggests a
potential strategy to improve meat quality. In addition, our study
provides some clues to the relationship between folate
deficiency during pregnancy and the fetal muscular tissue
development in human.

Materials and Methods

Ethics Statement

All animal experiments were approved by the Institutional
Animal Care and Use Ethics Committee of Shandong
Agricultural University (Permit Number: NO. 2007005, Figure
S1) and performed in accordance with the “Guidelines for
Experimental Animals” of the Ministry of Science and
Technology (Beijing, China). All surgery was performed
according to recommendations proposed by the European
Commission (1997), and all efforts were made to minimize
suffering.

Experimental design

A reciprocal cross between Landrace (LR) and Laiwu pigs
(LW), i.e. LR& x LWQ and LW & x LRQ, was performed. LW
pigs are a Chinese local pig breed that is characterized by a
high intramuscular fat content. Four full-sibling LR pigs (three
sows and one sire) and four full-sibling LW pigs (three sows
and one sire) were used for the reciprocal cross. To examine
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the impact of folate deficiency during early-mid pregnancy on
the muscle development of the progeny, the sows were divided
into a folate deficient (FD) group and a normal folate (N) group.
For each cross, two pregnant sows were treated with FD diet
and one with N diet. In the FD group, standard pig feed without
additional folate was provided to the pregnant sows from
pregnancy. Premixes without multivitamin were used and
multivitamin was mix respectively (Table 1). After 60 days of
gestation, the sows were fed an ordinary feed designed for late
pregnant sows. In the N group, the sows were fed standard
pregnant sow feed (NRC 1998) with 1.3 mg/kg of added folate;
this meets the folate requirement of pregnant sows. The
composition of the diets was shown in Table 1. The sows had
free access to water through the test.

After birth, the body length, body height and body weight of
piglets were recorded. The longissimus dorsi (LD) samples
were collected from the newborn piglets immediately, and
washed briefly with PBS before being frozen in liquid nitrogen
for detection. Three male piglets from each FD group and from
each N group (altogether 12 individuals) were randomly
selected for transcriptome analysis of skeletal muscle tissues
using the 4 x 44K Agilent porcine oligo microarray.

Histochemical examination

Part of the LD muscle tissues was cut into 10 ym frozen
section by HM550 freezing microtome, and then stained with
haematoxylin and eosin (HE) for light microscopy. The muscle
fibre numbers in FD group and N group were calculated in ten
fields (200x), and averaged data were used for calculations.
While the diameter of 10 muscle fibers was measured per field
(200x), and ten random fields were selected for quantification.
Similarly averaged data were used for calculations.

Intramuscular triglyceride

According to the extraction method of Schenk [29] and Zhu
[7], 0.5g of porcine LD muscle samples were homogenized in
10ml 2:1 chloroform/methanol after removing all visible fats.
Triglycerides were extracted and saponified in 4% ethanolic
KOH. Free glycerol in these samples was determined
spectrophotometrically [7,29]. Pure glycerol was used as the
standard for quantification. The content of intramuscular
triglyceride was expressed as millimoles of glycerol per
kilogram of LD muscle.

Total RNA preparation and microarray hybridization
Total RNA was isolated from frozen LD samples using
TRIzol reagent (Invitrogen, USA) according to the
manufacturer’s instructions and dissolved in RNase-free water.
Total RNA concentration was assessed by spectrophotometry
(OD 260 nm) and adjusted to a final concentration of 2.0ug/ul.
The integrity and purity of the RNA were determined by the
absorbance ratio at 260/280 nm and 2100 RIN. Microarray
hybridization was carried out according to the instructions in
the Agilent Expression Analysis Technical Manual. Comparison
of the muscle transcriptomes of the FD and N groups was
achieved using a 4 x 44K Agilent porcine oligo microarray that
contains 42,034 probes for genes and transcripts publicly
available through well-known databases such as Refseq,
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Table 1. Composition of the experimental diets.
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Ingredients Normal diet Folate deficient diet
corn (kg) 54 54
Soybean meal (kg) 12 12
wheat bran (kg) 29.9 29.9
Vitamin E (g) 0.2 0.2
baking soda (kg) 0.1 0.1
premixes without multivitamin (kg) 3.97 3.97
Vitamin A (IU) 1350000 1350000
Vitamin D3 (IU) 225000 225000
Vitamin E (IU) 1556 1556
Vitamin K3 (MSB) (g) 0.3 0.3
Vitamin B1 (g) 0.18 0.18
Vitamin B2 (g) 0.6 0.6
Vitamin B6 (g) 0.03 0.03
Vitamin B12 (mg) 2.4 2.4
Biotin (mg) 9 9

Niacin / Niacinamide (g) 24 2.4
Calcium pantothenate (g) 1.5 1.5
folate (mg)” 130 0

feed weight (kg) 100 100

2 1.3 mg/kg is the standard dietary folate requirement of pregnant sows.
doi: 10.1371/journal.pone.0082616.t001

Unigene and TIGR (Shanghai Biotechnology Co., Ltd. China).
The WEB-based Gene Set Analysis Toolkit was used for the
categorization of Gene Ontology (GO) terms for biological
processes. The arrays were scanned using the Scanner 3000
and the standard protocol was used for data extraction.

Microarray data analyses and statistics

Raw spot intensities were first submitted to quality filtration
based on four criteria: intensity, uniformity, saturation and
outlier detection. The raw data from each transcript were
subjected to log, transformation. The distribution of the
expressed genes was analyzed by JMP4.0 according to their
expression level and gene expression flags were assigned. If a
gene was flagged as “A” by the scanner based on the data
normalization and results of the Agilent Microarray Suite 4.0
software, it was considered to be "not detected", and hence
"not expressed" in this study. Similarly, the genes with “P” flags
were considered to be “expressed transcripts”. Expressed
transcripts were defined as being present in at least one
sample and were used for all following studies. The expression
value of each probe set was normalized and calibrated using
the robust multi-array average (RMA) method. The microarray
dataset have been submitted to ArrayExpress, and the
accession number is E-MEXP-3996.

Analysis of variance (ANOVA) was used to identify genes
with significant differences in expression between the FD and
N groups. Screening of differentially expressed genes (DEGs)
was performed on the basis of differences expressed during
muscle development or lipid metabolism. Expression levels in
the N groups were used as the control values, and
comparisons were made with expression levels in the FD
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groups in the reciprocal cross. Genes were considered to be
DEGs only when the fold-change (FC) in abundance for all
comparisons exceeded 2.0 during screening.

Functional analysis

Gene Ontology enrichment analysis was performed for
features corresponding to DEGs in piglets from both the LR3' x
LW?Q and LWJ x LRQ crosses. KEGG pathway information
was used in this analysis. The probe set IDs for each category
were first mapped to NCBI Entrez gene IDs according to the
Agilent porcine array annotation file, and then were mapped to
KEGG gene IDs according to the KEGG gene cross-reference
file. Pathways that were significantly enriched with DEGs were
identified by a hyper-geometric test using R packages (P<0.05,
FDR adjusted). Pathways with <3 known porcine genes were
discarded. Graphical pathway maps were downloaded from the
KEGG FTP server, and DEGs were then highlighted in them
according to the coordinate description in the XML files at the
KEGG FTP server.

Quantitative real time RT-PCR analysis

Microarray results for the transcript profiling experiments
were validated by real-time quantitative RT-PCR (qRT-PCR)
using a SYBR® Premix Ex TaqTM Il kit (Takara, Japan).
Complementary DNA was synthesized from the same total
RNA samples previously used for the microarray analyses.
PCR primers were placed at the exon/exon junctions using
DNAMAN Software to avoid amplification of any residual
genomic DNA, and specificity was determined with BLASTN
(Table S1). PCR analyses were performed in triplicate in 20 pl
amplification reactions containing 10 pl of 2x SYBR Green
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Table 2. Growth traits of newborn piglets.
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Cross Groups Litter Size Body Weight' 'g) Body Length! icm) Body Height/ icm)
LRE*XLW?Q N 14 835.4+22.2 22.2+¥1.4 14.2+3.1

FD? 12+10b 757.5+35.2" 21.0£3.2 15.313.5
LWJxLRQ N 13 1069.4+36.3 23.4+2.6 17.2£3.9

FD* 11+13° 939.6430.4° 22.643.8 18.3+3.2

2 FD is a folate deficient group and N is a normal folate group.

b The number of birth in FD group is the sum of piglets from two FD sows.
* Compared with N group, difference was statistically significant. p<0.05
doi: 10.1371/journal.pone.0082616.t002

PCR Master Mix (Takara, Japan), 0.4 ul ROX I, 20 ng cDNA
and 0.4 pl (10mM) of each primer using the following conditions
according to the manufacturer's instructions: 94 °C for 5
minutes for 1 cycle, 40 cycles at 94 C for 30 seconds, 58-61 °C
for 30 seconds and then 72° C for 30 seconds. Standard
curves with 3-fold serial dilutions of cDNA were used to
quantify the relative gene expression. Melting curve analysis
(60-95°C) was used to assess amplification specificity. GADPH
was as the endogenous control gene. Relative expression of
each gene was determined using the 2%4¢ method [30].
Statistical analysis was performed to quantify the consistency
between the results of the microarray experiments and qRT-
PCR.

Statistical analysis

Body weight, length and height were compared between FD
and N group. Meanwhile, muscle cell number, LD fibers
diameter and IMTG content were analyzed between not only
FD and N group but also LRJI*XLW? group and
LWZxLRQgroup. The above differences in the mean values
were compared by the Tukey’s multiple comparison, and
means = S.E.M. are reported. Statistical significance was
considered as P <0.05. At the same time, the P values for the
gRT-PCR data between FD and N group were obtained from
Student’s t-test.

Results

Body and LD traits of newborn piglets

The results showed that, in both LRE*LW? and LWJ3*LR?
crosses, birth weight of piglets in the FD group was less than
that in N group (P<0.05), while there was no significant
difference in body length and body height between FD group
and N group (Table 2). It can be seen from HE staining that the
LD muscle cross section of newborn piglets contained a lot of
skeletal muscle fiber, and blood vessels, nerves and dense
connective tissues were around muscle bundle (Figure 1A-D).
In the piglets from both the LR xLW?Q and LWJ3*LRQ crosses,
FD reduced the muscle fiber number of piglets (P <0.05, Figure
1A-D, 1E). Fiber diameter of piglets in the LWJIxLR? cross
was even greater than that of the LRI *xLWQ cross (Figure 1F),
however, it was not different between FD group and N group
(Figure 1F). The content of intramuscular triglyceride (IMTG) of
LD muscle was significantly higher in piglets from the
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LRA*LWQ cross than the LWZ*LR? cross (P <0.05), and was
higher in FD group compared with that of N group, especially in
the LRA*xLWQ group (P <0.05) (Figure 1G).

DEGs in the LD muscle of piglets affected by FD during
early-mid pregnancy

To analyze DEGs in the LD muscle of piglets that are
affected by folate deficiency during early-mid pregnancy, total
RNA from LD were isolated, the quality test results of which
were shown in Table S2. The RNA quality of 12 samples was
suitable and sufficient for use in microarray detection.
Microarray analyses focused on two types of genes that were
differentially expressed between the FD group and the N
group: unique and common. Unique genes are defined as
those that are expressed only in the LD muscle of piglets from
the LRZ xLW?Q cross or the LWJ x LRQ cross, but not from
both. Common DEGs are defined as those genes that are
expressed in the LD muscle of piglets from both the LR3 x
LW? and LWJ& x LRQ crosses, but are expressed at different
levels.

We detected a total of 3154 transcripts in the LD that were
differentially expressed between the FD and the N groups from
the LR x LWQ cross, and 3885 DEGs in the piglets from the
LWJ x LRQ cross (Figure 2A). The majority of the DEGs were
unique genes expressed in LD of piglets from only the LRJ x
LW? cross or the LWJ3 x LR?Q cross (Figure 2B) , only 665
were common DEGs in the LD muscles of piglets from both
crosses (Figure 2A). Among the 665 common DEGs,
compared to normal folate group controls, 330 transcripts were
highly expressed in the LD muscle of FD piglets from the LRJ
x LWQ cross while lowly expressed in FD piglets from the LWJ
x LRQ cross, 259 transcripts were decreased in FD piglets
from the LRJ x LWQ cross while increased in those from the
LWJZ x LRQ cross, 35 transcripts were increased while 41
transcripts were decreased in FD piglets from both crosses
(Figure 2C).

We also observed 4510 DEGs that were differentially
expressed in the LD of piglets between LWZ x LRQ cross and
LRJ& x LW®Q cross of the N group (Figure 3). We compared the
665 common DEGs that are affected by FD with the 4510
DEGs and found that 88.12% (519/589) were overlapped
DEGs with expression changes in the reverse direction (Figure
3A), while only 38.16% (29/76) of the ones with expression
changes in the same direction (Figure 3B).
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Figure 1. The properties of newborn piglets. A and B indicate HE staining of newborn porcine LD muscle tissue of N and FD
group in LRAxLWQ cross respectively (200x). C and D indicate HE staining of newborn porcine LD muscle tissue of N and FD
group in LWZxLRQ cross respectively (200x). E Histogram of muscle cell number in the same visual fields (200x). F Histogram of
LD fibers diameter (um, 200x). G Histogram of intramuscular triglyceride (IMTG) content in LD muscle tissue. Data are means +
S.E.M. * denoted significant differences between N and FD groups, and ** denoted significant differences between two N groups in

LRIXLW?Q and LWJZ*LR®Q cross (p<0.05).
doi: 10.1371/journal.pone.0082616.g001

Known function DEGs affected by folate deficiency
during early-mid pregnancy

Known function genes stand for the most differentially
expressed (FC=2) and informative genes (i.e. with at least one
associated GO BP term or a KEGG). In the piglets from the
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LRJ x LWQ cross, 270 known function genes were identified,
among which 137 transcripts were up-regulated while 133
transcripts were down-regulated by folate deficiency. In the
piglets from the LWJZ x LRQ cross, 294 known function genes
were found, 127 of which were up-regulated while 167 were
down-regulated by folate deficiency. Based on the known
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A LRIx LWQ LWJx LRQ

3885

Differential DEGs accumulation

LROxLWS  LWJx LRQ

Down-regulated

Unique DEGs accumulation

B
LRIXxLW?Q LWJx LR?
Up-regulated
C

RW1TWR| RW|WR?

RWIWR? RW|WR|

OO

Common DEGSs accumulation

Figure 2. Venn diagrams showing the number of DEGs between the FD and N group by reciprocal cross. A DEGs that
displayed differential accumulation in the LR x LWQ cross and LWJ x LRQ cross. B DEGs that display up-regulation and down-
regulation uniquely in either LRZ x LW?Q cross or LWJ x LRQ cross. C DEGs that overlap between LRJ x LW?Q cross and LW x
LRQ cross exhibiting up-regulated (1) or down-regulated (}) accumulation (RW is the LRZ x LW?Q cross and WR is the LWJ& x LRQ

Cross).
doi: 10.1371/journal.pone.0082616.9g002

genes, cluster analysis of all microarrays was performed using
the Cluster 3.0 software. The results demonstrated that the
expression profiles of three LD samples from the same group
piglets were clustered together (Figure 4). The larger the FC,
the more the gene expression is affected by folate deficiency.
The top ten known function DEGs that are regulated by folate
deficiency in piglets from both the LR x LWQ and LWZ x
LRQ crosses are listed in Table S3 and Table S4.

Pathways affected by folate deficiency in the LRJ x
LW?Q and LWJ x LR?Q crosses

To examine whether the DEGs were biologically relevant,
further functional pathway analysis was performed using a
combination of GO, KEGG and BIOCARTA. In both the LRJ x
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LW?Q and LWJ x LRQ crosses, the DEGs induced by folate
deficiency during early-mid pregnancy affect mainly metabolic
and cellular processes, biological regulations, developmental
processes, and others (Figure 5A and 5B). The two biological
processes that are most differentially affected by FD between
the LRS x LWQ and LWJ x LRQ cross are multi-organism
process (4.27% vs 7.26%) in the up-regulated DEGs (Figure
S2) and pigmentation (9.76% vs 2.44%) in the down-regulated
DEGs (Figure S3).

Due to that muscle fiber number (Figure 1E) and IMTG
(Figure 1G) of LD were affected by FD, we further analyzed
pathways related to skeletal muscle development and fat
deposition. Pathways relevant to muscle development that
were affected by folate deficiency include the TGF-beta
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R

B
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Figure 3. Comparison of the 665 common DEGs with the 4510 DEGs found in the two N groups of the reciprocal cross. A
Twenty-nine genes out of 76 (35 common up-regulation and 41 common down-regulation) existed in the 4510 genes. B 519 out of

589 (665 - 76) exhibited the reverse regulation.
doi: 10.1371/journal.pone.0082616.g003

signaling pathway, Toll-like receptor signaling pathway, ErbB
signaling pathway, p53 signaling pathway and cell cycle in the
piglets from the LR3 x LWQ cross (Table 3), Jak-STAT
signaling pathway, VEGF signaling pathway and cell adhesion
molecules in the piglets from the LWJ x LRQ cross (Table 4),
and cytokine-cytokine receptor interaction, NOD-like receptor
signaling and MAPK signaling pathways in the piglets from
both the LRZ x LWQ and the LWJ x LRQ crosses (Table 3
and 4). Multiple DEGs were involved in lipid metabolism
pathways which directly influence fat development and
deposition, such as adipocytokine signaling pathway in the
piglets from the LRJS x LWQ cross (Table 3) and PPAR
signaling pathway in the piglets from both the LR3 x LW?Q and
LWJ x LRQ crosses (Table 3 and 4). By comparison, only
cytokine-cytokine receptor interaction was the common
pathway enriched down-regulated genes in piglets from both
the LRZ x LWQ and LWZ x LRQ crosses (Table 3 and 4).

Different genes are affected in piglets from the LRJ x
LW?Q and LWJ x LR?Q crosses

According to GO and KEGG pathway analysis, candidate
genes regulated by folate deficiency during early-mid
pregnancy were screened using the keywords cell
development and fatty acid metabolism. Full details of some
candidate genes, probgene ID, GenelD, description,
identification, and FC Absolute were listed in Table 5. The
growth and development related genes VEGFA, STATS,
IFRD1, and IL-6 are down-regulated in the piglets from the
LR& x LWQ cross but up-regulated in the ones from LWJ x
LRQ cross; FST, PTGS1, IL-15 are just the reverse. Most of
the fat metabolism-related genes regulated by folate deficiency
are different in the piglets from the LR x LWQ and LWJ x
LRQ crosses. For instance, MAPK8, ME1, FABP4, and C/
EBPa are regulated in the piglets from LRZ x LW?Q cross but
unchanged in the ones from the LWJ x LRQ cross; whereas
CYP1A1, CPT1B, LDLR are regulated in the piglets from LWZJ
x LRQ group but are unchanged in the ones from the LRJ x
LWQ cross (Table 5).
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Validation of microarray analysis by quantitative RT-
PCR

Ten genes (ADSSL1, NOR-1, VEGFA, MAPKS8, STATS,
MYC, FST, DDIT3, IL-15, IL-6) were selected to validate the
microarray data by real-time quantitative RT-PCR (qRT-PCR).
Collectively, the results indicated that the expression patterns
of these genes were consistent within the microarray data.
Although the magnitude of expression is somewhat different
between microarray and qRT-PCR, the direction of the
regulation of expression was the same between the two
techniques (Figure 6).

Discussion

In this study, the skeletal muscle transcriptome of piglets
affected by folate deficiency were investigated in a reciprocal
cross between Landrace and Laiwu pigs. During development,
the muscle fiber number has been determined in the embryonic
period and no longer increases after birth, so the fetal period is
crucial for skeletal muscle development [31]. Porcine
myogenesis is divided into the primary and secondary
processes, which takes place from d 30 to d 60, and from d 54
to d 90 of gestation, respectively [32], together determines the
muscle fiber number in individual development [33]. We found
that, during pregnancy from start to 60 days, muscle fiber
number of piglets was reduced by folate deficiency from both
the LRA*LWQ and LWJI%LRQ crosses. Two previous studies
also reported that sow under-nutrition decreased muscle fiber
number in the porcine fetus and on subsequent postnatal
growth [34,35]. Similarly, Zhu et al. found that nutrient
restriction in pregnant ewes from early to mid-gestation
reduced the number of fetal skeletal muscle fibers [36].
Meanwhile, we found that the birth weight of newborn piglets in
FD group was less than in N group. Studies in human have
shown that folate deficiency during pregnancy can cause fetal
IUGR and lower birth weight [20]. Skeletal muscle normally
represents 35-40% of the body weight in newborns, and IUGR
is always associated with development dysplasia of muscle
tissue [37]. Reduced myofiber number in IUGR newborns limits
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20Uz JoeD

N FD

B: LWJ x LRQ

Figure 4. Hierarchical cluster of DEGs between the FD and N group. All the relevant genes are grouped by hierarchical
clustering based on expression values across all the samples. Samples are displayed in columns and genes in rows. Red and green
represent the increase and decrease of expression, respectively. A Heatmap of DEGs between the folate deficient and normal folate
groups within the LRZ x LW?Q cross. B Heatmap of DEGs within the LWJ x LRQ cross. (N: normal diet; FD: folate deficient diet).

doi: 10.1371/journal.pone.0082616.9g004

the ability for postnatal compensatory development of skeletal
muscle [21,37]. The results of this study suggested that folate
deficiency during early-mid pregnancy likely affected individual
growth of adult pigs by limiting the growth and development of
fetal muscle tissue.

Myogenesis is a complex well-organized prenatal process
involving proliferation and differentiation of myoblasts that are

PLOS ONE | www.plosone.org

regulated by complex gene network [38]. In this study, using
microarray technology, we investigated the difference in the
piglet muscle-specific transcriptome profiles of FD group and N
group to uncover genes underlying skeletal muscle
development that are affected by folate deficiency. The results
showed that a large number of DEGs existed between the FD
and N groups, including genes involved in many biological
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Figure 5. Distribution of DEGs in gene ontology categories. DEGs numbers were in brackets. A LRJ x LWQ cross. B LWJ x

LR® cross.
doi: 10.1371/journal.pone.0082616.g005

processes, such as metabolic, cellular, and developmental
processes, growth, biological adhesion both in the LRZ x LWQ
cross and in the LWZ x LRQ cross, implying that folate

PLOS ONE | www.plosone.org

deficiency during early-mid pregnancy indeed impacted muscle
gene transcription and expression.

This study also revealed that the content of intramuscular
triglyceride was affected by FD, and furthermore, the effect was
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Table 3. Pathway annotation of DEGs in piglets from the LRZ x LW?Q cross.

Affected pathway Hits(n) p valuebGenes Involved in Pathway

up-regulation?

AHCY, AMPD, COX6B, DAD1, DLST, DNMT1, HADHA, HYAL1, KMO, ME1, PTGS1, A_72_P179751,
A_T72_P228947
4 0.013 IKBKG, LY96, TLR3, TLR7
PPAR signaling pathway 3 0.027 CD36, CPT1A, FABP4
Adipocytokine signaling pathway 8 0.020 CD36, CPT1A, IKBKG
3
&)
3

Metabolic pathways 13 0.005

Toll-like receptor signaling pathway

0.014 CASP1, IKBKG, IL-18
0.011  CASP1, IKBKG, IL-18
0.002 CYP1A1, HADHA, KMO

Cytosolic DNA-sensing pathway
NOD-like receptor signaling pathway
Tryptophan metabolism
down-regulation?
Cytokine-cytokine receptor interaction 12 0 APRIL, BMPR1B, CCL2, CCR1, CCR7, CD40, CXCR2,IL-6,LTA, TNFRSF1A, TNFRSF1B, VEGFA

Metabolic pathways 11 0.036 ADSSL1, AGPAT6, CTH, CYP2A19, HK2, HYAL2, NOS3, ODC, P4HA1, RDH10, RPA39
Chemokine signaling pathway 5 0.006 CCL2, CCR1, CCR7, CXCR2, STAT3
MAPK signaling pathway 4 0.046 GADD45A, MAPK8, MYC, TNFRSF1A
Focal adhesion 4 0.023 MAPKS8, SPP1, THBS1, VEGFA

Toll-like receptor signaling pathway 4 0.015 CD40, IL6, MAPKS, SPP1,

Adipocytokine signaling pathway 4 0.003 MAPKS8, STAT3, TNFRSF1A, TNFRSF1B
Cell cycle 3 0.037 A_72_P080381, GADD45A, MYC

Insulin signaling pathway 3 0.035 HK2, MAPKS8, PPP1R3C

TGF-beta signaling pathway 3 0.020 BMPR1B, MYC, THBS1

ErbB signaling pathway 3 0.016 HBEGF, MAPK8, MYC

NOD-like receptor signaling pathway 3 0.012 CCL2, IL6, MAPK8

p53 signaling pathway 3 0.012 GADD45A, PMAIP1, SERPINE1

Arginine and proline metabolism 3 0.008 NOSS3, ODC, P4HA1

a “Up-regulation” and “down-regulation” indicate differentially expressed genes between the FD group and N groups in the LR x LW? cross. P P value, enrichment test P
value <0.05.

doi: 10.1371/journal.pone.0082616.t003

Table 4. Pathway annotation of DEGs in piglets from the LW x LRQ cross.

Affected pathway Hits(n) p value Genes Involved in Pathway

. a
up-regulation

Cytokine-cytokine receptor interaction 8 4E-04 AMCF-Il, CXCL2, GH1, IL6, LEP, LTA, TNFRSF8, VEGFA
MAPK signaling pathway 7 3E-04 ATF4, BDNF, CASP3, Hsp27, HSP70, HSP70.2
Endocytosis 4 0.025 HSP70, HSP70.2, SLA-3, SLA-7

Jak-STAT signaling pathway 4 0.018 GHA1,IL6, LEP, STAT3

Focal adhesion 4 0.018 THBS1, VCL, VEGFA, VTN

Cell adhesion molecules (CAMs) 4 0.009 ICAM-1, SELE, SLA-3, SLA-7

Spliceosome 3 0.019 HSP70, HSP70.2,

ErbB signaling pathway 3 0.013 AREG, HBEGF, TGFA

NOD-like receptor signaling pathway 3 0.009 HSP90AA1, HSP90B1, IL6

Arginine and proline metabolism 3 0.006 ARGH1, P4HA1, A_72_P090121

VEGF signaling pathway 3 0.006 Hsp27, NFATC1, PGHS-2

down-regulationa

Cytokine-cytokine receptor interaction 6 0.028 A_72_P223827, A_72_P288509, A_72_P198177, CXCL12, IL15, TNFSF10
PPAR signaling pathway 5 0.002 ANGPTL4, APOA1, CPT1B, DBI, FABP7

Glutathione metabolism 3 0.012 A_72_P284744, ANPEP, MGST3

Metabolism of xenobiotics by cytochrome P450 3 0.009 A_72_P284744, CYP1A1, MGST3

@ “Up-regulation” and “down-regulation” indicate differentially expressed genes between the folate deficient and normal folate groups in the LW x LRQ cross.
doi: 10.1371/journal.pone.0082616.t004
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Table 5. Candidate genes regulated by FD during early-mid pregnancy.

Probeld Geneld Gene Symbol LRJ x LWQFCa LWJ % LRQFCa Gene Description

A_72_P178121 1E+08 ADSSLA1 -2.7297° -3.8056 adenylosuccinate synthase like 1
A_72_P110291 492279 HSPD1 +2.3501° +4.1358 heat shock 60kDa protein 1

A_72_P387383 396708 Ic8 +2.1121 +3.2866 cytoplasmic light-chain dynein
A_72_P116846 397157 VEGFA -2.2821 +2.1492 vascular endothelial growth factor A
A_72_P349223 733648 STAT3 -4.4453 +2.5742 signal transducer and activator of transcription 3
A_72_P035786 493185 IFRD1 -9.2344 +3.3435 interferon-related developmental regulator 1
A_72_P177826 399500 IL-6 -30.8833 +7.2649 interleukin 6

A_72_P088416 445002 FST +3.1351 -4.6879 follistatin

A_72_P360403 397541 PTGS1 +2.7250 -3.2205 prostaglandin-endoperoxide synthase 1
A_72_P035856 397683 IL-15 +3.1045 -2.134 interleukin 15

A_72_P290469 396610 MAPK8 -2.1780 Ns® mitogen-activated protein kinase 8
A_72_P306288 397538 ME1 +3.4203 NS malic enzyme 1

A_72_P127301 399533 FABP4 -3.5135 NS fatty acid binding protein 4, adipocyte
A_72_P174066 606746 DNMT1 +2.0254 NS DNA -methyltransferase 1

A_72_P344038 397307 C/EBPa -2.5524 NS CCAAT/enhancer binding protein (C/EBP), alpha
A_72_P349423 397015 PTTG1 NS -3.3327 pituitary tumor-transforming 1
A_72_P223362 403103 CYP1A1 NS -3.2321 carnitine palmitoyl transferase 1A
A_72_P232387 399528 CPT1B NS -2.1914 carnitine palmitoyl transferase 1B
A_72_P306144 397484 TGFA NS +2.0746 transforming growth factor, alpha
A_72_P255277 396801 LDLR NS +2.3278 low density lipoprotein receptor

@ FC is the abbreviation of fold change value, FC is the expression ratio of differentially expressed genes between folate deficiency group and normal diet group.
b NS: nonsense, FC<2

¢ “"and “+" indicate down-regulated and up-regulated by folate deficiency, respectively

doi: 10.1371/journal.pone.0082616.t005
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Figure 6. Validation of microarray data by quantitative RT-PCR. The fold change value is expressed as the expression ratio of
the FD group to N group during early-mid pregnancy in the LRJ x LW cross. Statistical significances are reported below the plot

as P values for the microarray data and as Student’s t-test P values for the qRT-PCR data.
doi: 10.1371/journal.pone.0082616.g006
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different between piglets from the LRZ x LWQ and LWJ x
LRQ crosses. Consistent with this, microarray data showed that
lipid metabolism-related genes and associated metabolic
pathways in piglets were significantly affected by folate
deficiency of the pregnant sows. Kumar et al. testified that
maternal dietary folate restrictions can alter adiposity and lipid
metabolism in Wistar rat offspring [39]. Notably, we also found
that folate deficiency regulated lipid metabolism via different
signaling pathways between the piglets from the LRJ x LWQ
and LWJ x LRQ crosses and more extensively in piglets from
the LRS x LWQ cross than in piglets from the LW3 x LRQ
cross. In piglets from the LWJZ x LRQ cross, ANGPTL4,
APOA1, CPT1B, DBI, and FABP7 genes were down-regulated
by FD via the PPAR signaling pathway, while in piglets from
the LRS x LWQ cross, more genes were regulated, for
example, CD36, CPT1A, FABP4, IKBKG via the PPAR
signaling pathway and adipocytokine signaling pathway are up-
regulated; MAPKS8, STAT3, TNFRSF1A, TNFRSF1B via
adipocytokine signaling pathway are down-regulated (Table 3
and Table 4).

That different DEGs, pathways and genes were affected by
FD in piglets from the LRZ x LW? and LWJ x LRQ crosses as
mentioned above is intriguing. We also compared the LD
transcriptome of piglets between the LRZ x LWQ and LWJ' x
LR?Q crosses of N group and found that 4510 DEGs exist
between piglets from the two crosses. We speculate that two
factors may cause such differences. One factor is that different
parental pigs were used in the reciprocal cross. In the LRJ x
LW?Q and LWJ3 x LRQ crosses, LW and LR sows are used,
respectively. The LW pigs have an extremely high
intramuscular fat content as compared to the LR pigs.
Coincidentally, the content of intramuscular triglyceride of LD
muscle of piglets from the LRZ x LWQ cross was significantly
higher than from the LWJ x LRQ cross and are significantly
affected by FD. Similar studies demonstrated that fat
deposition has maternal inheritance [40,41], that the phenotype
of the individual is not only related to their environment and
genotype, but also to their mothers’ environment and
phenotype [42].

Due to that folate is an essential nutrient required for S-
adenosyl methionine synthesis which is a methyl donor for
DNA methylation and histone methylation modifications, the
difference is also likely caused by epigenetic factors. In this
study, to test whether transcriptome changes affected by FD
are caused by epigenetic factors, in the experimental design,
we used a reciprocal cross between full-sibling LW and full-
sibling LR pigs to minimize genetic differences. To find the
genes most likely controlled by epigenetic factors, we first
compared DEGs affected by FD in either LRS x LWQ cross or
the LWZ x LRQ cross, then compared the commonly affected
genes with the 4510 DEGs between the two crosses of N
group. By this way, we found that folate deficiency affected
about 3000 different unique genes in each cross and more than
500 common genes between the two crosses (Figure 3). The
fact that different pathways and genes are affected by FD in
the LD of piglets between the LRZ x LWQ and LWJ x LR?Q
crosses implies that epigenetic mechanisms are involved in
myogenesis and intramuscular fat deposition of porcine fetus,
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of which imprinted genes, the expression of which depends on
whether paternally or maternally inherited allele, are most likely
affected by FD via changing the methylation status of their
DNA and/or histones. Several studies reported the existence of
imprinted genes underlying myogenesis and fat deposition, for
example, Nezer et al. identified an imprinted quantitative trait
loci (QTL) with major effect on muscle mass and fat deposition
that maps to the IGF2 locus in pigs [43], a genome-wide,
significant, paternally expressed QTL is located on SSC2 with
the best position at 63 cM [44] and chromosome 6 harbored a
maternally expressed QTL on the short arm and a paternally
expressed QTL on the long arm, both affecting intramuscular
fat content [45]. Our data on LD transcriptome analysis affected
by FD in the reciprocal pig crosses provide further evidence of
genomic imprinting that controls myogenesis and fat
deposition.

In the process of embryonic development, folate has a
unique function as a methyl donor for nucleotide synthesis,
amino acid synthesis, and biological methylation in the form of
a coenzyme [46-48]. From our transcriptome results, it can be
seen that, these effects are widespread and almost all
biological processes were affected in the newborn body.
McKay demonstrated that early life folate depletion affected
epigenetic marks, and that altered epigenetic marks persisted
into adulthood and were not modulated by post-weaning folate
supply [49]. The epigenetic effect of FD on genes underlying
myogenesis and intramuscular fat deposition in piglets requires
further study.

Conclusion

Our genome-wide microarray results show that folate
deficiency in sows during early-mid pregnancy alters the
transcriptome of the longissimus dorsi muscle in the offsprings,
thus affecting the process of myogenesis and IMF deposition in
fetal pigs. From functional analyses, sow folate deficiency
affected almost all biological processes in the progeny. Three
affected molecular pathways, including metabolic pathways,
muscle development pathways and lipid metabolism pathways,
were identified. Lipid metabolism-related genes and associated
metabolic pathways in piglets were extensively regulated by
folate deficiency of the pregnant sow, especially in the LRS x
LWQ cross. This study provides evidence that sow folate
nutrition affects skeletal muscle transcriptome of the offspring,
which is likely caused by altering epigenetic modifications.

Supporting Information

Figure S1. The license of the experimental animal.
(TIF)

Figure S2. Functional categorization of the probe sets that
displayed differential accumulation (percent of hits) up-
regulated by folate deficiency during early-mid pregnancy
in the LRS x LW?Q and LWJ x LR crosses.

(TIF)
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Figure S3. Functional categorization of the probe sets that
displayed differential accumulation (percent of hits) down-
regulated by folate deficiency during early-mid pregnancy
in the LRZ x LW?Q and LWJ x LRQ crosses.

(TIF)

Table S1. PCR primers of qRT-PCR.
(DOCX)

Table S2. Total RNA 2100 QC report of 12 samples.
(DOCX)

Table S3. Top ten DEGs according to FC value in the LRZ
x LWQ cross.
(DOCX)

References

. Merks JW, Mathur PK, Knol EF (2012) New phenotypes for new

breeding goals in pigs. Animal 6: 535-543. doi:10.1017/

$1751731111002266. PubMed: 22436267.

. Bonneau M, Lebret B (2010) Production systems and influence on

eating quality of pork. Meat Sci 84: 293-300. doi:10.1016/j.meatsci.
2009.03.013. PubMed: 20374788.

. Nissen PM, Oksbjerg N (2011) Birth weight and postnatal dietary

protein level affect performance, muscle metabolism and meat quality
in pigs. Animal 5: 1382-1389. doi:10.1017/S1751731111000401.
PubMed: 22440283.

. Oliver MH, Jaquiery AL, Bloomfield FH, Harding JE (2007) The effects

of maternal nutrition around the time of conception on the health of the
offspring. Soc Reprod Fertil Suppl 64: 397-410. PubMed: 17491161.

. Watkins AJ, Lucas ES, Wilkins A, Cagampang FR, Fleming TP (2011)

Maternal periconceptional and gestational low protein diet affects
mouse offspring growth, cardiovascular and adipose phenotype at 1
year of age. PLOS ONE 6: €28745. doi:10.1371/journal.pone.0028745.
PubMed: 22194901.

. Fleming TP, Velazquez MA, Eckert JJ, Lucas ES, Watkins AJ (2012)

Nutrition of females during the peri-conceptional period and effects on
fatal programming and health of offspring. Anim Reprod Sci 130:
193-197. doi:10.1016/j.anireprosci.2012.01.015. PubMed: 22341375.

. Zhu MJ, Ford SP, Means WJ, Hess BW, Nathanielsz PW et al. (2006)

Maternal nutrient restriction affects properties of skeletal muscle in
offspring. J Physiol 575: 241-250. doi:10.1113/jphysiol.2006.112110.
PubMed: 16763001.

. McNamara LB, Giblin L, Markham T, Stickland NC, Berry DP et al.

(2011) Nutritional intervention during gestation alters growth, body
composition and gene expression patterns in skeletal muscle of pig
offspring. Animal 5: 1195-1206. doi:10.1017/S1751731111000176.
PubMed: 22440172.

. Cerisuelo A, Baucells MD, Gasa J, Coma J, Carrién D et al. (2009)

Increased sow nutrition during midgestation affects muscle fiber
development and meat quality, with no consequences on growth
performance. J Anim Sci 87: 729-739. PubMed: 18952720.

. Zhang X, Liu H, Cong G, Tian Z, Ren D et al. (2008) Effects of folate on

notch signaling and cell proliferation in neural stem cells of neonatal
rats in vitro. J Nutr Sci Vitaminol (Tokyo) 54: 353-356. doi:10.3177/jnsv.
54.353. PubMed: 19001765.

. Billington CJ Jr, Schmidt B, Zhang L, Hodges JS, Georgieff MK et al.

(2013) Maternal diet supplementation with methyl donors and
increased parity affect the incidence of craniofacial defects in the
offspring of twisted gastrulation mutant mice. J Nutr 143: 332-339. doi:
10.3945/jn.112.168906. PubMed: 23343680.

. Pickell L, Li D, Brown K, Mikael LG, Wang XL et al. (2009)

Methylenetetrahydrofolate reductase deficiency and low dietary folate
increase embryonic delay and placental abnormalities in mice. Birth
Defects Res A Clin Mol Teratol 85: 531-541. doi:10.1002/bdra.20575.
PubMed: 19215022.

. McKay JA, Williams EA, Mathers JC (2008) Gender-specific modulation

of tumorigenesis by folic acid supply in the Apc mouse during early
neonatal life. Br J Nutr 99: 550-558. PubMed: 17868491.

PLOS ONE | www.plosone.org

13

Sow Folate Deficiency Affects Myogenesis of Piglet

Table S4. Top ten DEGs according to FC value in the LWZ
x LRQ cross.
(DOCX)

Acknowledgements

The authors thank Bureau of animal husbandry and veterinary
in Laiwu City of Shandong province for helping us to feed pigs
and assisting in the sample collection.

Author Contributions

Conceived and designed the experiments:

YL XZ YJ.

Performed the experiments: GL MW XC YS LK YL. Analyzed
the data: YL QF. Contributed reagents/materials/analysis tools:
YL YJ. Wrote the manuscript: YL QF YJ.

20.

21.

22.

23.

24.

25.

26.

27.

. Branum AM, Bailey R, Singer BJ (2013) Dietary suppleme use and

folate status during pregnancy in the United States. J Nutr 143:
486-492. doi:10.3945/jn.112.169987. PubMed: 23365107.

. Cooney CA, Dave AA, Wolff GL (2002) Maternal methyl supplements in

mice affect epigenetic variation and DNA methylation of offspring. J
Nutr 132: 2393S-2400S. PubMed: 12163699.

. Sinclair KD, Allegrucci C, Singh R, Gardner DS, Sebastian S et al.

(2007) DNA methylation, insulin resistance, and blood pressure in
offspring determined by maternal periconceptional B vitamin and
methionine status. Proc Natl Acad Sci U S A 104: 19351-19356. doi:
10.1073/pnas.0707258104. PubMed: 18042717.

. Bee G (2004) Effect of early gestation feeding, birth weight, and gender

of progeny on muscle fiber characteristics of pigs at slaughter. J Anim
Sci 82: 826-836. PubMed: 15032440.

. Rehfeldt C, Lefaucheur L, Block J, Stabenow B, Pfuhl R et al. (2012)

Limited and excess protein intake of pregnant gilts differently affects
body composition and cellularity of skeletal muscle and subcutaneous
adipose tissue of newborn and weanling piglets. Eur J Nutr 51:
151-165. doi:10.1007/s00394-011-0201-8. PubMed: 21559991.

. Micke GC, Sullivan TM, McMillen IC, Gentili S, Perry VE (2011) Protein

intake during gestation affects postnatal bovine skeletal muscle growth
and relative expression of IGF1, IGF1R, IGF2 and IGF2R. Mol Cell
Endocrinol 332: 234-241. doi:10.1016/j.mce.2010.10.018. PubMed:
21056085.

Sram RJ, Binkova B, Lnenickova Z, Solansky |, Dejmek J (2005) The
impact of plasma folate levels of mothers and newborns on intrauterine
growth retardation and birth weight. Mutat Res 591: 302-310. doi:
10.1016/j.mrfmmm.2005.04.015. PubMed: 16099478.

Wang J, Chen L, Li D, Yin Y, Wang X et al. (2008) Intrauterine growth
restriction affects the proteomes of the small intestine, liver, and
skeletal muscle in newborn Pigs. J Nutr 138: 60-66. PubMed:
18156405.

Matte JJ, Girard CL (1989) Effects of intramuscular injections of folic
acid during lactation on folates in serum and milk and performance of
sows and piglets. J Anim Sci 67: 426-431. PubMed: 2703442.

Barkow B, Matte JJ, Béhme H, Flachowsky G (2001) Influence of folic
acid supplements on the carry-over of folates from the sow to the piglet.
Br J Nutr 85: 179-184. doi:10.1079/BJN2000238. PubMed: 11242486.
Lindemann MD (1993) Supplemental folic acid: a requirement for
optimizing swine reproduction. J Anim Sci 71: 239-246. PubMed:
8454547.

Guay F, Matte JJ, Girard CL, Palin MF, Giguére A et al. (2002) Effect of
folic acid and glycine supplementation on embryo development and
folate metabolism during early pregnancy in pigs. J Anim Sci 80:
2134-2143. PubMed: 12211383.

D'Andrea M, Dal Monego S, Pallavicini A, Modonut M, Dreos R et al.
(2011) Muscle transcriptome profiling in divergent phenotype swine
breeds during growth using microarray and RT-PCR tools. Anim Genet
42: 501-509. doi:10.1111/j.1365-2052.2010.02164.x. ~ PubMed:
21906101.

Damon M, Wyszynska-Koko J, Vincent A, Hérault F, Lebret B (2012)
Comparison of muscle transcriptome between pigs with divergent meat
quality phenotypes identifies genes related to muscle metabolism and

December 2013 | Volume 8 | Issue 12 | e82616


http://dx.doi.org/10.1017/S1751731111002266
http://dx.doi.org/10.1017/S1751731111002266
http://www.ncbi.nlm.nih.gov/pubmed/22436267
http://dx.doi.org/10.1016/j.meatsci.2009.03.013
http://dx.doi.org/10.1016/j.meatsci.2009.03.013
http://www.ncbi.nlm.nih.gov/pubmed/20374788
http://dx.doi.org/10.1017/S1751731111000401
http://www.ncbi.nlm.nih.gov/pubmed/22440283
http://www.ncbi.nlm.nih.gov/pubmed/17491161
http://dx.doi.org/10.1371/journal.pone.0028745
http://www.ncbi.nlm.nih.gov/pubmed/22194901
http://dx.doi.org/10.1016/j.anireprosci.2012.01.015
http://www.ncbi.nlm.nih.gov/pubmed/22341375
http://dx.doi.org/10.1113/jphysiol.2006.112110
http://www.ncbi.nlm.nih.gov/pubmed/16763001
http://dx.doi.org/10.1017/S1751731111000176
http://www.ncbi.nlm.nih.gov/pubmed/22440172
http://www.ncbi.nlm.nih.gov/pubmed/18952720
http://dx.doi.org/10.3177/jnsv.54.353
http://dx.doi.org/10.3177/jnsv.54.353
http://www.ncbi.nlm.nih.gov/pubmed/19001765
http://dx.doi.org/10.3945/jn.112.168906
http://www.ncbi.nlm.nih.gov/pubmed/23343680
http://dx.doi.org/10.1002/bdra.20575
http://www.ncbi.nlm.nih.gov/pubmed/19215022
http://www.ncbi.nlm.nih.gov/pubmed/17868491
http://dx.doi.org/10.3945/jn.112.169987
http://www.ncbi.nlm.nih.gov/pubmed/23365107
http://www.ncbi.nlm.nih.gov/pubmed/12163699
http://dx.doi.org/10.1073/pnas.0707258104
http://www.ncbi.nlm.nih.gov/pubmed/18042717
http://www.ncbi.nlm.nih.gov/pubmed/15032440
http://dx.doi.org/10.1007/s00394-011-0201-8
http://www.ncbi.nlm.nih.gov/pubmed/21559991
http://dx.doi.org/10.1016/j.mce.2010.10.018
http://www.ncbi.nlm.nih.gov/pubmed/21056085
http://dx.doi.org/10.1016/j.mrfmmm.2005.04.015
http://www.ncbi.nlm.nih.gov/pubmed/16099478
http://www.ncbi.nlm.nih.gov/pubmed/18156405
http://www.ncbi.nlm.nih.gov/pubmed/2703442
http://dx.doi.org/10.1079/BJN2000238
http://www.ncbi.nlm.nih.gov/pubmed/11242486
http://www.ncbi.nlm.nih.gov/pubmed/8454547
http://www.ncbi.nlm.nih.gov/pubmed/12211383
http://dx.doi.org/10.1111/j.1365-2052.2010.02164.x
http://www.ncbi.nlm.nih.gov/pubmed/21906101

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

structure. PLOS ONE 7: e33763. doi:10.1371/journal.pone.0033763.
PubMed: 22470472.

Oster M, Murani E, Metges CC, Ponsuksili S, Wimmers K (2012)
Transcriptional response of skeletal muscle to a low-protein gestation
diet in porcine offspring accumulates in growth- and cell cycle-
regulating pathways. Physiol Genomics 44: 811-818. doi:10.1152/
physiolgenomics.00050.2012. PubMed: 22759919.

Schenk S, Cook JN, Kaufman AE, Horowitz JF (2005) Postexercise
insulin sensitivity is not impaired after an overnight lipid infusion. Am J
Physiol Endocrinol Metab 288: E519-E525. PubMed: 15522993.
Schmittgen TD, Livak KJ (2008) Analyzing real-time PCR data by the
comparative C (T). Methods - Nat Protoc 3: 1101-1108. doi:10.1038/
nprot.2008.73.

Greenwood PL, Hunt AS, Hermanson JW, Bell AW (2000) Effects of
birth weight and postnatal nutrition on neonatal sheep: Il. Skeletal
muscle growth and development. J Anim Sci 78: 50-61. PubMed:
10682802.

Wigmore PM, Evans DJ (2002) Molecular and cellular mechanisms
involved in the generation of fiber diversity during myogenesis. Int Rev
Cytol 216: 175-232. PubMed: 12049208.

Grimaldi A, Tettamanti G, Martin BL, Gaffield W, Pownall ME et al.
(2004) Hedgehog regulation of superficial slow muscle fibres in
Xenopus and the evolution of tetrapod trunk myogenesis. Development
131: 3249-3262. doi:10.1242/dev.01194. PubMed: 15201218.

Dwyer CM, Stickland NC, Fletcher JM (1994) The influence of maternal
nutrition on muscle fiber number development in the porcine fetus and
on subsequent postnatal growth. J Anim Sci 72: 911-917. PubMed:
8014156.

Rehfeldt C, Kuhn G (2006) The influence of maternal nutrition on
muscle fiber number development in the Consequences of birth weight
for postnatal growth performance and carcass quality in pigs as related
to myogenesis. J Anim Sci 84: E113-E123. PubMed: 16582082.

Zhu MJ, Ford SP, Nathanielsz PW, Du M (2004) Effect of maternal
nutrient restriction in sheep on the development of fetal skeletal
muscle. Biol Reprod 71: 1968-1973. doi:10.1095/biolreprod.
104.034561. PubMed: 15317692.

Lane RH, Chandorkar AK, Flozak AS, Simmons RA (1998) Intrauterine
growth retardation alters mitochondrial gene expression and function in
fetal and juvenile rat skeletal muscle. Pediatr Res 43: 563-570. doi:
10.1203/00006450-199805000-00001. PubMed: 9585000.

Bentzinger CF, Wang YX, Rudnicki MA (2012) Building muscle:
molecular regulation of myogenesis. Cold Spring Harb Perspect Biol 4.
pii: 2008342

PLOS ONE | www.plosone.org

14

39.

40.

41.

42.

43.

44,

45.

46.

47.

48.

49.

Sow Folate Deficiency Affects Myogenesis of Piglet

Kumar KA, Lalitha A, Pavithra D, Padmavathi 1J, Ganeshan M et al.
(2013) Maternal dietary folate and/or vitamin B12 restrictions alter body
composition (adiposity) and lipid metabolism in Wistar rat offspring. J
Nutr Biochem 24: 25-31. doi:10.1016/j.jnutbio.2012.01.004. PubMed:
22703962.

Eisen EJ, Roberts RC (1981) Postnatal maternal effects on growth and
fat deposition in mice selected for large and small size. J Anim Sci 53:
952-965. PubMed: 7319963.

Xie T, Chen M, Gavrilova O, Lai EW, Liu J et al. (2008) Severe obesity
and insulin resistance due to deletion of the maternal Gsalpha allele is
reversed by paternal deletion of the Gsalpha imprint control region.
Endocrinology 149: 2443-2450. doi:10.1210/en.2007-1458. PubMed:
18202131.

Wells JC (2007) The thrifty phenotype as an adaptive maternal effect.
Biol Rev Camb Philos Soc 82: 143-172. doi:10.1111/j.1469-185X.
2006.00007.x. PubMed: 17313527.

Nezer C, Moreau L, Brouwers B, Coppieters W, Detilleux J et al. (1999)
An imprinted QTL with major effect on muscle mass and fat deposition
maps to the IGF2 locus in pigs. Nat Genet 21: 155-156. doi:
10.1038/5935. PubMed: 9988262.

Rattink AP, De Koning DJ, Faivre M, Harlizius B, van Arendonk JA et
al. (2000) Fine mapping and imprinting analysis for fatness trait QTLs in
pigs. Mamm Genome 11: 656-611. doi:10.1007/s003350010117.
PubMed: 10920235.

de Koning DJ, Rattink AP, Harlizius B, van Arendonk JA, Brascamp
EW et al. (2000) Genome-wide scan for body composition in pigs
reveals important role of imprinting. Proc Natl Acad Sci U S A 97:
7947-7950. doi:10.1073/pnas.140216397. PubMed: 10859367.

Crider KS, Yang TP, Berry RJ, Bailey LB (2012) Folate and DNA
methylation: a review of molecular mechanisms and the evidence for
folate's role. Adv Nutr 3: 21-38. doi:10.3945/an.111.000992. PubMed:
22332098.

Moores CJ, Fenech M, O'Callaghan NJ (2011) Telomere dynamics: the
influence of folate and DNA methylation. Ann N Y Acad Sci 1229:
76-88. doi:10.1111/j.1749-6632.2011.06101.x. PubMed: 21793842.
Swayne BG, Behan NA, Williams A, Stover PJ, Yauk CL et al. (2012)
Supplemental dietary folic acid has no effect on chromosome damage
in erythrocyte progenitor cells of mice. J Nutr 142: 813-817. doi:
10.3945/jn.112.157750. PubMed: 22437555.

McKay JA, Waltham KJ, Wiliams EA, Mathers JC (2011) Folate
depletion during pregnancy and lactation reduces genomic DNA
methylation in murine adult offspring. Genes Nutr 6: 189-196. doi:
10.1007/s12263-010-0199-1. PubMed: 21484149.

December 2013 | Volume 8 | Issue 12 | e82616


http://dx.doi.org/10.1371/journal.pone.0033763
http://www.ncbi.nlm.nih.gov/pubmed/22470472
http://dx.doi.org/10.1152/physiolgenomics.00050.2012
http://dx.doi.org/10.1152/physiolgenomics.00050.2012
http://www.ncbi.nlm.nih.gov/pubmed/22759919
http://www.ncbi.nlm.nih.gov/pubmed/15522993
http://dx.doi.org/10.1038/nprot.2008.73
http://dx.doi.org/10.1038/nprot.2008.73
http://www.ncbi.nlm.nih.gov/pubmed/10682802
http://www.ncbi.nlm.nih.gov/pubmed/12049208
http://dx.doi.org/10.1242/dev.01194
http://www.ncbi.nlm.nih.gov/pubmed/15201218
http://www.ncbi.nlm.nih.gov/pubmed/8014156
http://www.ncbi.nlm.nih.gov/pubmed/16582082
http://dx.doi.org/10.1095/biolreprod.104.034561
http://dx.doi.org/10.1095/biolreprod.104.034561
http://www.ncbi.nlm.nih.gov/pubmed/15317692
http://dx.doi.org/10.1203/00006450-199805000-00001
http://www.ncbi.nlm.nih.gov/pubmed/9585000
http://dx.doi.org/10.1016/j.jnutbio.2012.01.004
http://www.ncbi.nlm.nih.gov/pubmed/22703962
http://www.ncbi.nlm.nih.gov/pubmed/7319963
http://dx.doi.org/10.1210/en.2007-1458
http://www.ncbi.nlm.nih.gov/pubmed/18202131
http://dx.doi.org/10.1111/j.1469-185X.2006.00007.x
http://dx.doi.org/10.1111/j.1469-185X.2006.00007.x
http://www.ncbi.nlm.nih.gov/pubmed/17313527
http://dx.doi.org/10.1038/5935
http://www.ncbi.nlm.nih.gov/pubmed/9988262
http://dx.doi.org/10.1007/s003350010117
http://www.ncbi.nlm.nih.gov/pubmed/10920235
http://dx.doi.org/10.1073/pnas.140216397
http://www.ncbi.nlm.nih.gov/pubmed/10859367
http://dx.doi.org/10.3945/an.111.000992
http://www.ncbi.nlm.nih.gov/pubmed/22332098
http://dx.doi.org/10.1111/j.1749-6632.2011.06101.x
http://www.ncbi.nlm.nih.gov/pubmed/21793842
http://dx.doi.org/10.3945/jn.112.157750
http://www.ncbi.nlm.nih.gov/pubmed/22437555
http://dx.doi.org/10.1007/s12263-010-0199-1
http://www.ncbi.nlm.nih.gov/pubmed/21484149

	Folate Deficiency during Early-Mid Pregnancy Affects the Skeletal Muscle Transcriptome of Piglets from a Reciprocal Cross
	Introduction
	Materials and Methods
	Ethics Statement
	Experimental design
	Histochemical examination
	Intramuscular triglyceride
	Total RNA preparation and microarray hybridization
	Microarray data analyses and statistics
	Functional analysis
	Quantitative real time RT-PCR analysis
	Statistical analysis

	Results
	Body and LD traits of newborn piglets
	DEGs in the LD muscle of piglets affected by FD during early-mid pregnancy
	Known function DEGs affected by folate deficiency during early-mid pregnancy
	Pathways affected by folate deficiency in the LR♂ × LW♀ and LW♂ × LR♀ crosses
	Different genes are affected in piglets from the LR♂ × LW♀ and LW♂ × LR♀ crosses
	Validation of microarray analysis by quantitative RT-PCR

	Discussion
	Conclusion
	Supporting Information
	Acknowledgements
	Author Contributions
	References


