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Glaesserella parasuis (G. parasuis) can elicit serious inflammatory responses and cause
meningitis in piglets. Previous epigenetic studies have indicated that alterations in host
DNA methylation may modify the inflammatory response to bacterial infection. However,
to date, genome-wide analysis of the DNA methylome during meningitis caused by G.
parasuis infection is still lacking. In this study, we employed an unbiased approach using
deep sequencing to profile the DNA methylome and transcriptome from G. parasuis
infected porcine brain (cerebrum) and integrated the data to identify key differential
methylation regions/sites involved in the regulation of the inflammatory response.
Results showed that DNA methylation patterns and gene expression profiles from
porcine brain were changed after G. parasuis infection. The majority of the altered DNA
methylation regions were found in the intergenic regions and introns and not associated
with CpG islands, with only a low percentage occurring at promoter or exon regions.
Integrated analysis of the DNA methylome and transcriptome identified a number of
inversely and positively correlated genes between DNA methylation and gene expression,
following the criteria of |log2FC| > 0.5, |diffMethy| > 0.1, and P < 0.05. Differential
expression and methylation of two significant genes, semaphoring 4D (SEMA4D) and
von Willebrand factor A domain containing 1 (VWA1), were validated by qRT-PCR
and bisulfite sequencing. Gene Ontology (GO) and Kyoto Encyclopedia of Genes and
Genomes (KEGG) enrichment analyses demonstrated that DNA methylation inversely
correlated genes in G. parasuis infected porcine brains were mainly involved with cell
adhesion molecules (CAMs), bacterial invasion of epithelial cells, RIG-1-like receptor
signaling pathways, and hematopoietic cell lineage signaling pathways. In addition, a
protein-protein interaction network of differentially methylated genes found potential
candidate molecular interactions relevant to the pathology of G. parasuis infection. To
the best of our knowledge, this is the first attempt to integrate the DNA methylome and
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transcriptome data from G. parasuis infected porcine brains. Our findings will help
understanding the contribution of genome-wide DNA methylation to the pathogenesis
of meningitis in pigs and developing epigenetic biomarkers and therapeutic targets for the
treatment of G. parasuis induced meningitis.
Keywords: Glaesserella parasuis, meningitis, inflammation, Whole-genome DNA methylation, transcriptome
INTRODUCTION

Glaesserella parasuis (G. parasuis), is a commensal pathogen
found in the porcine upper respiratory tract, and can invade the
bloodstream and cause polyserositis, arthritis, meningitis, and
frequently, pneumonia like symptoms, and is the etiological
agent of Glässer’s disease (1). To date, 15 serovars have been
identified on the basis of immunodiffusion, using heat-stable
antigen extracts, and numerous serovars do not induce
protective cross-immunity (2). Epidemiological studies have
shown that serovar 5 is the most prevalent form associated
with this disease in China, followed by serovars 4, 7, 13, and
14 (3). Because of the high morbidity and mortality caused by G.
parasuis infection, it has become a major threat to the swine
industry throughout the world, and its control and prevention
are urgently needed (4).

Meningitis, a common symptom of G. parasuis infection, is
defined as inflammation of the meninges, and an abnormal
number of white blood cells in the cerebrospinal fluid with
specific clinical symptoms (5). Aseptic and bacterial meningitis
vary significantly (6, 7), with most cases of aseptic meningitis
being associated with viral infection and generally self-limited
with a good prognosis. However, bacterial meningitis requires
prompt diagnosis and medical treatment but even then mortality
still occurs regardless of its acute or chronic onset (8, 9).
Streptococcus pneumoniae, Haemophilus influenzae and
Neisseria are the main bacterial pathogens responsible for
acute bacterial meningitis (9, 10) and it is reported that the
host genetic factors are the major determinants of susceptibility
for bacterial meningitis (7). Recently, zoonotic meningitis has
been occasionally linked to pig farmers who have developed
acute bacterial meningitis after handling raw swine meat (11). At
present, there remains an incomplete understanding of the
pathogenesis and the best methods for the prevention and
treatment of bacterial meningitis and further research looking
at the pathogenesis of bacterial meningitis is urgently needed.
Thus, research on the pathology of bacterial meningitis caused by
G. parasuis using an infected porcine model appears to be
meaningful for both the porcine industry and human
public health.

DNA methylation is an epigenetic modification of DNA
involving the addition of a methyl group onto the 5-carbon of
cytosine to form 5-mehylcytosine (5mC), and represents a major
regulator of gene expression, depending on the genomic context
such as islands, transcriptional start sites, gene bodies, regulatory
elements and repeat sequences (12, 13). Genome-wide DNA
methylation patterns have been shown to be associated with
gene transcription, cancer, mammalian embryo development,
org 2
and a variety of diseases, including autoimmune and
inflammatory disorders (14, 15). In a recent study of multiple
sclerosis, and autoimmune disease, DNA methylation was
reported to be involved in the process blood-brain barrier
breakdown, inflammatory response, failure of myelination and
neurodegeneration (16). This epigenetic modification has also
been implicated in the pathogenesis of chronic inflammatory
responses by regulating differentiation, proliferation, apoptosis,
and activation of immune cells (17). Furthermore, the host DNA
methylation profile can be altered upon exposure of cells to
environmental pathogens, and these changes induced by the
action of viral and bacterial infection may suppress the
production of anti-inflammatory factors and activate the pro-
inflammatory cells, as well as modify the immune response to
bacterial infection (17, 18). Although lots of research has focused
on the pathogenic mechanism of G. parasuis, little is known about
alterations in host DNA methylation or the corresponding effects
on the regulation of the transcriptome in meningitis under
pathogenic conditions.

In the present study, we aimed to identify key differentially
methylated regions/sites that may potentially regulate the function
of gene expression during the process of G. parasuis infection, and
these data may provide useful information for the development of
epigenetic biomarkers and/or therapeutic targets for the treatment
of G. parasuis induced meningitis. Thus, we examined the DNA
methylation profile at a single base-pair resolution using whole-
genome bisulfite sequencing and integrated the methylome
information with transcriptome data from RNA-seq in normal
and G. parasuis infected porcine brains.
MATERIALS AND METHODS

Bacterial Strain and Growth Conditions
A highly virulent strain of serovar 5 (G. parasuis SH0165 strain),
was isolated from the lungs of a commercial pig showing signs of
arthritis, fibrinous polyserositis, hemorrhagic pneumonia, and
meningitis (19). The SH0165 strain was cultured in tryptic soy
broth (Difco Laboratories, Franklin Lakes, NJ, USA) or tryptic
soy agar (Difco Laboratories) at 37°C, supplemented with 10 µg/
mL of nicotinamide adenine dinucleotide (NAD) (Sigma-
Aldrich Corporation, St. Louis, MO, USA) and 10% fetal
bovine serum (Gibco, Carlsbad, CA, USA).

Animals and Experimental Design
This study was conducted in strict accordance with the
recommendations of the Chinese Regulations for the
February 2022 | Volume 13 | Article 840399

https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Guo et al. Integration of Methylome and Transcriptome in G-parasuis-Induced Meningitis
Administration of Affairs Concerning Experimental Animals
1988 and the Hubei Regulations for the Administration of
Affairs Concerning Experimental Animals 2005. The protocol
was ratified by the Hubei Province Science and Technology
Department of China (permit number SYXK[ER] 2010-0029).
Animal studies were approved by the Animal Care and Use
Committee of Wuhan Polytechnical University, Hubei Province,
China (EM947, 5th November 2020). All experimental animals
were euthanized at the end of the experiment.

Six 28-day-old naturally farrowed early weaned piglets
(Duroc × Landrace × Large white), weighing 8-10 kg, were
obtained from Wuhan Wannianqing Animal Husbandry Co.,
Ltd (Wuhan, China) for in vivo experimentation. All
experimental piglets were negative for antibodies against
G. parasuis when tested using INgezim Haemophilus
11.HPS.K.1 (INgezim, Spain).

The six piglets were randomly divided into two groups
including the negative control group and infected group. The
infected group was challenged intraperitoneally with 2 × 109

CFU of the G. parasuis SH0165 strain in 1 mL of normal saline.
The negative control group was injected intraperitoneally with
an equivalent volume of saline alone. All the piglets were
monitored for 7 days after challenge, and the cerebrum tissues
from the infected and control groups were collected for whole-
genome bisulfite sequencing and RNA-seq.

DNA Preparation and Whole-Genome
Bisulfite Sequencing
Genomic DNA from porcine brain tissue was extracted with
Allprep DNA/RNA/Protein Mini Kit (Qiagen, Hilden, Germany)
according to the manufacturer’s protocol. Then extracted DNA
(1 µg) was spiked with 1 ng of fragmented unmethylated phage l
DNA (Promega, Madison, WI, USA, average size: 300 bp), which
was end-repaired, A tailed, and adapter-ligated using Truseq
DNA sample prep kit (Illumina Inc., USA) according to the
manufacturer’s protocol. Adapter-ligated DNA was gel isolated
and recovered using a QIAquick gel extraction kit (Qiagen,
Hilden, Germany). After a cleanup with AMPure XP beads
(Beckman Coulter Inc., Fullerton, CA, USA), bisulfite
conversion was performed using EZ-DNA Methylation-Gold
Kit (Zymo Research, Orange, CA, USA) according to the
manufacturer’s protocol. Then, the bisulfite converted DNA
was amplified with PfuTurbo Cx Hotstart DNA Polymerase
(Agilent Technologies, Inc., Santa Clara, CA, USA) using the
following thermal cycles: 95°C 5 min, 98°C 30 s, 12 cycles of (98°
C 10 s, 65°C 30 s, 72°C 30 s), 72°C 5 min. Libraries were cleaned
with AMpure XP beads and fragment length determined using
an Agilent 2100 (Agilent Technologies, Inc., Santa Clara, CA,
USA). Quantified libraries (concentration > 2 nM) were then
sequenced using the Illumina HiSeq2500 platform.

RNA Sequencing
Total RNA was extracted using the miRNeasy Mini Kit (Qiagen,
Hilden, Germany) in accordance with the manufacturer’s
instructions and RIN number assess for RNA integrity using
an Agilent Bioanalyzer 2100 (Agilent Technologies, Inc., Santa
Frontiers in Immunology | www.frontiersin.org 3
Clara, CA, USA). Quantified total RNA was further purified
using an RNAClean XP Kit (Beckman Coulter Inc., Fullerton,
CA, USA) and RNase-Free DNase (Qiagen, Hilden, Germany).
Only RNA with a RIN of ≥ 7.0 and an 28S/18S ratio of ≥ 0.7 were
selected for deep sequencing. Libraries were generated using the
VAHTS Total RNA-seq Library PrepKit for Illumina (Vazyme
Biotech Co., Ltd., Nanjing, China) and were subsequently
sequenced using the Illumina HiSeq X-Ten platform.

Whole-Genome Bisulfite Sequencing
Data Analysis
General quality control was performed using FastQC v 0.11.5
(http://www.bioinformatics.babraham.ac.uk/projects/fastqc/).
Low quality reads (error ratio > 0.01 or read length < 70 bp or
unpaired-reads) and adaptors were removed using Trimgalore
v0.4.1 (http://www.bioinformatics.babraham.ac.uk/projects/
trim_galore/) and Cutadapt v1.9.1 (20). Filtered datasets were
aligned to the reference genome, Sus-Scrofa.Sscrofa 10.2, using
Bismark v 0.15.0 (21), and using Bowtie2 v 2.2.6 (22) as the
underlying alignment tool. Mapping for all datasets generated
from the same library were merged, and duplicates removed via
the Bismark deduplication tool. Mapped reads were then
separated by genome (Sscrofa 10.2 or phage l) and by source
strand (plus or minus). The first four and last one base of each
read2 in all read pairs was clipped due to positional methylation
bias, and any redundant mapped bases due to overlapping
mates from the same read pair were trimmed to avoid bias in
the quantification of methylation status. Read pairs mapped to
phage l were used as a QC assessment to confirm that the
observed bisulfite conversion rate was >99%. Read pairs
mapped to the Sscrofa 10.2 reference genome were used for
downstream analysis.

The R package DSS (Dispersion shinkage for sequencing data,
DSS) was used to identify DML (Differential methylation loci,
DML) with the callDML function, and DMR (Differential
methylation region, DMR) with the callDMR function. DMRs
that contain at least three validated CpG sites and a minimum
length of 50 bp were retained for downstream analysis. DMLs
and DMRs with a threshold p value < 0.05 and mean methylation
difference > 0.1 were considered to be significantly
differentially methylated.

The genomic context of the identified DMLs and DMRs with
respect to known genes and gene features was analyzed by using
the R package goldmine (http://jeffbhasin.github.io/goldmine).
The function getCpgFeatures, getFeatures, and getGenes were
used to obtain CpG islands, ENCODE supertracks, and RefSeq
gene models from the database of the UCSC Genome Browser
(23, 24).

Transcriptome Data Analysis
The raw reads were filtered by using the Seqtk sequence
processing tool (https://github.com/lh3/seqtk) and mapped to
the reference genome (Sus-scrofa.Sscrofa10.2.dna.toplevel.fa) by
using the Hisat2 alignment program (25) and StringTie was used
to count the gene fragments (26, 27). Package edgeR (28) was
used to identify differentially expressed genes with a threshold
February 2022 | Volume 13 | Article 840399
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fold change > 2 and adjusted p-value < 0.05, which was
considered as significantly differentially expressed.

Integration of DNA Methylation and
Gene Expression
To reveal the correlation between DNA methylation status and
gene expression, we integrated DNA methylation and gene
expression data. First, genes that were significantly differentially
methylated in the promoter regions were selected with a threshold
of mean methylation difference > 0.1 and p value < 0.05. Second,
genes that were significantly differentially expressed were selected
with a threshold of |log2FC| >0.5 and p value < 0.05. For these two
selected gene sets, they were firstly merged by the merge function
in R. Then, the correlation for the methylation difference and
expression difference were determined by “cor. test” in R using
Pearson method. Significantly negative correlations were
considered if the correlation coefficient was negative and the p
value was < 0.05, and significantly positive correlations were
considered if the correlation coefficient was positive, and the p
value was < 0.05. Differentially expressed genes that were
negatively correlated with methylation were subjected to
further studies.

Gene Ontology (GO) and Kyoto
Encyclopedia of Genes and Genomes
(KEGG) Enrichment Analysis
To discover the potential biological function underlying the
identified genes, we conducted GO and KEGG enrichment
analysis on the differentially expressed or differentially
methylated genes. Genes were mapped to each term within the
GO database. GO terms with adjusted p values < 0.05 were
considered as significantly enriched. Pathway annotation of the
entire genome was conducted by the KEGG automatic
annotation server. Pathways with p values ≤ 0.05 were deemed
to be significantly enriched.

PPI Network Construction
STRING database (ELIXIR, Hinxton, Cambridge shire, UK)
were utilized for the protein-protein interaction (PPI) network
construction, based on the methylation and expression of
inversely correlated genes. Network Analyzer (http://www.mpi-
inf.mpg.de/) was used to determine the topological properties of
the biological networks. Cytoscape software (Institute for
Systems Biology, Seatt le , WA, USA) was used for
network visualization.

Bisulfite Sequencing
Bisulfite sequencing was performed to validate the DMRs
detected by the whole-genome DNA methylation analysis.
DNA (330 ng) was isolated using Quick-DNA Miniprep Kit
(Zymo Research, Orange, CA, USA) and DNA bisulfite
conversion was conducted by using the EZ DNA Methylation
Gold Kit (Zymo Research, Orange, CA, USA). Bisulfite-
converted DNA (1 µg) was amplified by PCR with EpiTaq
polymerase (for bisulfite-treated DNA) (TaKaRa Biotechnology
Co., Ltd., Dalian, China), and primers (Supplementary File 1)
Frontiers in Immunology | www.frontiersin.org 4
were manually designed using Primer Premier 5. Before primer
design, DNA sequences need to be methylation converted in the
MethPrimer website (http://www.urogene.org/methprimer/).
PCR products were cloned using the Topo TA cloning kit
(Invitrogen Corporation, Carlsbad, CA, USA) and after
verification of successful cloning, at least ten different clones
for each sample were sent for sequencing at TSINGKE Biological
Technology. The DNA methylation profile of individual CpG
sites were analyzed and presented using BiQ Analyzer (https://
biq-analyzer.bioinf.mpi-inf.mpg.de/).

Quantitative Real-Time RT-PCR
Total RNA was extracted from porcine brain tissues using
RNeasy Mini Kit (Qiagen, Hilden, Germany), and reverse
transcribed into cDNA using reverse transcriptase (TaKaRa
Biotechnology Co., Ltd., Dalian, China). cDNA was further
quantified using the SYBR Green PCR Kit (TaKaRa
Biotechnology Co., Ltd., Dalian, China) according to the
manufacturer’s protocol. Individual samples underwent three
technical repeats, with b-actin as the reference gene. The Primer
Premier 5.0 software was utilized to design the PCR primers
(Supplementary File 2).

Statistical Analysis
Experimental data were analyzed using the two-tailed Student’s
t-test and presented as the mean ± standard deviation and
differences with P < 0.05 were considered to be significant
(*P < 0.05; **P < 0.01).
RESULTS

Comparative Analysis of Global DNA
Methylation Patterns
Whole-genome bisulfite sequencing was performed with the
Illumina HiSeq 2500 to explore the global DNA methylation
changes associated with the pathology of meningitis induced by
G. parasuis. A total of 626.50 ± 47.40 million and 627.76 ± 36.65
million raw reads were obtained from the infected and negative
control groups, respectively. After filtration and quality control,
the clean reads ratio ranged from 96.1% to 99.0%
(Supplementary File 3). All the multi-mapped reads
duplicated reads and adaptors were removed and aligned to
the Susscrofa genome, with the unique mapping ratio ranging
from 54.3% to 60.7% (Supplementary File 3). Unmethylated
phage l DNA was added to evaluate the bisulfite conversion
ratio, which ranged from 99.1% to 99.4% (Supplementary
File 3).

Cytosine methylation levels at a single base-pair resolution
were explored using callDML function in the R package DSS.
Results showed that 316,621 CpG sites were differentially
methylated in G. parasuis infected porcine brain, with 132,557
CpG sites hypermethylated and 184,064 CpG sites
hypomethylated (P < 0.05) (Supplementary File 4). We also
identified 12,145 (DMRs) that were statistically significant
between the two groups, with 4,649 DMRs hypermethylated
February 2022 | Volume 13 | Article 840399
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and 7,496 DMRs hypomethylated in G. parasuis infected porcine
brain (P < 0.05) (Supplementary File 5).

The genomic and CpG island context of the DMRs were
investigated in G. parasuis infected porcine brain and results
showed that the differentially methylated regions were distributed
throughout the whole genome (Figure 1). DMRs were most
common in intergenic regions (64.7%), and less common in
introns (26.1%). Only a minor percentage of DMRs occurred in
promoters (3.9%), followed by exons (2.8%), transcriptional
termination sites (TTS, 1.6%), 3’ untranslated regions (3’ UTR,
0.6%) and 5’ untranslated region (5’UTR, 0.4%) (Figure 1A). The
genomic annotation profile exhibited similarities when we
focused on hyper- and hypo- methylated DMRs separately. The
majority of DMRs were annotated in intergenic regions (64.4%
and 64.9% for hypermethylated and hypomethylated DMRs,
Frontiers in Immunology | www.frontiersin.org 5
respectively), and a minor percentage of DMRs were annotated
in promoters (4.7% and 3.3% respectively) (Figure 1C).
Furthermore, the CGI (CpG island) annotation showed that
most DMRs were found outside CGIs and most of these were
in the open sea regions (greater than 4 kb from CpG islands)
(Figure 1B). For hypermethylated and hypomethylated DMRs,
14.7% and 10.0% were annotated in CGIs, 12% and 11.2% were in
shores (2000 bp flanking CpG islands), and 5.4% and 5.7% were
in shelves (2000 bp flanking shore regions) (Figure 1D).

Genome-Wide Transcriptome Analysis
RNA-seq analysis was performed to explore changes in the global
transcriptome occurring in meningitis induced by G. parasuis
infection. Unsupervised hierarchical clustering identified two
unique clusters that had distinct signatures (Figure 2A).
B

DC

A

FIGURE 1 | Genome wide distribution of differentially methylated regions (DMRs). (A) The proportion of DMRs that overlap with 5’ UTR, exons, TTS, 3’ UTR,
promoter-TSS, intron, and intergenic regions. (B) The proportion of DMRs with respect to CpG islands versus CpG shores (2000 bp flanking CpG islands), shelves
(2000 bp flanking shore), and open sea regions (greater than 4 kb from CpG islands). (C) The distribution of hyper and hypomethylated regions with respect to their
genetic location to genes. (D) The distribution of hyper and hypomethylated regions with respect to their distance to CGIs.
February 2022 | Volume 13 | Article 840399
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A total of 1,126 genes were significantly differentially expressed
in G. parasuis infected porcine brain, including 606 up-regulated
and 520 down-regulated genes (fold change > 2, adjusted p <
0.05) (Figure 2B and Supplementary File 6).

GO and KEGG enrichment were performed to reveal the
potential function of the affected genes involved in the
pathogenesis of meningitis induced by G. parasuis. GO
enrichment showed that cellular processes, single-organism
processes, and metabolic processes were the most abundant terms
in the biological process category. In the cellular component
category, cell, cell part and membrane were the top three terms,
while binding, catalytic activity, and molecular transducer activity
were the top terms in the molecular function category (Figure 2C).
KEGG analysis revealed that cytokine-cytokine receptor
interaction, cell adhesion molecules (CAMs), and phagosome
Frontiers in Immunology | www.frontiersin.org 6
were the most significantly abundant pathways involved in the
pathogenesis of G. parasuis induced meningitis (Figure 2D).

Integrated Analysis of DNA Methylation
and mRNA Expression
DNA methylation and gene transcription are normally causal
related, where hypermethylation might be associated with gene
down-regulation and hypomethylation might be related to gene
up-regulation, especially when methylated sites are located in the
promoter region of genes. The hierarchical clustering of the top-
10000 significantly differentially methylation sites, considering
different genomic context (5’UTR, 3’UTR, exon, intergenic,
intron, promoter-TSS, and TSS), showed a striking difference
between the control and G. parasuis infected samples (Figure 3A
and Supplementary Figure 1). A volcano plot showed the
B

C D

A

FIGURE 2 | Transcriptome analysis comparing G. parasuis-infected porcine brain vs. control porcine brain. (A) Hierarchical clustering heatmap of transcript
abundance from RNA-seq. Each row represents a transcript, H.1, H.2, H.3 represent G. parasuis-infected porcine brain, and C.1, C.2, C.3 represent negative
controls. (B) Volcano plot showing differentially expressed genes. The vertical axis shows the -log10 (q-value), and the horizontal axis shows log2 (Fold-change).
(C) GO functional category analysis of differentially expressed genes. The vertical axis shows the number of genes in each term, and the horizontal axis shows
biological process, cellular component, and molecular function terms. (D) KEGG pathway enrichment of differentially expressed genes. Top 30 KEGG pathways are
shown in the vertical axis and the horizontal axis shows the rich factor.
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distribution of different methylation sites under different
methylation thresholds (Supplementary Figure 2). To further
identify the significance of DNA methylation in the regulation of
gene expression, we integrated the CpGs methylation patterns
with the gene expression profiles obtained from the same sample.
The differentially methylated CpG sites in the promoter region
and the differentially expressed mRNA transcripts were aligned
to chromosomes throughout the whole genome (Figure 4). The
Frontiers in Immunology | www.frontiersin.org 7
integrated analysis showed that 301 differentially expressed genes
corresponding to 1068 differentially methylated CpGs in their
promoter regions exhibited an inverse correlation (|log2FC| >
0.5, |diffMethy| > 0.1, and P < 0.05) (Figure 3B and
Supplementary File 7). Furthermore, 141 genes (28%) were
significantly hypermethylated and down-regulated, while 160
genes (29%) were significantly hypomethylated and up-
regulated (|log2FC| > 0.5, |diffMethy| > 0.1, and P < 0.05)
B

C D

A

FIGURE 3 | Integrated analysis of DNA methylation and mRNA expression when comparing G. parasuis-infected porcine brain vs. control porcine brain. (A) Hierarchical
clustering heatmap of the top-1000 differentially methylated CpG sites from whole-genome bisulfite sequencing. Each row represents a methylated CpG site, H1, H2,
H3 represent G. parasuis-infected porcine brain, and C1, C2, C3 represent negative controls. (B) Scatter plot integrating CpGs methylation and mRNA expression. The
vertical axis shows differences in gene expression and the horizontal axis shows differences in DNA methylation for the CpG sites. 1, 3-quadrants represent positive
correlated genes, in which gene up-regulation correlates with hypermethylation and gene down-regulation correlates with hypomethylation. The 2, 4-quadrants represent
inversely correlated genes, in which gene up-regulation correlates with hypomethylation and gene down-regulation correlates with hypermethylation. (C) Karyogram
showing genome-wide coverage of differentially methylated sites that inversely correlate to gene expression (2, 4-quadrants in B). Hypermethylated sites correlated with
gene down-regulation are shown in red (HyperLoss). Hypomethylated sites correlated with gene up-regulation are shown in blue (HypoGain). (D) Scatter plot integrating
DMRs and mRNA expression. The vertical axis shows differences in gene expression and the horizontal axis shows differences in DNA methylation of DMRs. The 1, 3-
quadrants represent positively correlated genes and the 2, 4-quadrants represent inversely correlated genes.
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(Figure 3B). The inversely correlated methylation sites were
detected throughout the genome on all chromosomes except
chromosome 19, 20 and chromosome Y (Figure 3C).

The same integrated analysis was performed on the DMRs and
gene expression profiles. Forty DEGs corresponding to 40 DMRs in
the promoter regions were inversely associated, and 33 DEGs were
positively correlated with their promoter DMRs (|log2FC| > 0.5, |
diffMethy| > 0.1, and P < 0.05) (Figure 3D and Supplementary
Files 8, 9). Table 1 shows the top 30 significant DEGs with an
inverse correlation between DMR and gene expression.

In addition to the inversely correlated genes, we also observed
an equivalent number of positively correlated genes, which were
hypermethylated but up-regulated or hypomethylated but down-
Frontiers in Immunology | www.frontiersin.org 8
regulated (Figures 3B, D). Thus, both negative and positive
correlations between DNA methylation and mRNA expression
were observed in our G. parasuis infected porcine brain samples,
suggesting that there may be two different mechanisms involving
DNA methylation-dependent gene regulation for G. parasuis
induced meningitis.

Identification of DNA Methylation-Related
Biological Pathways
GO and KEGG enrichment were performed to reveal the
biological dysfunctions caused by the DNA methylation and the
expressed inversely correlated genes in G. parasuis infected
samples. GO enrichment showed that cellular processes, single-
FIGURE 4 | Circos plot showing DNA methylation and mRNA transcription on pig chromosomes. The outermost circle displays the pig chromosomes; The second
layer from the outside represents the genome-wide distribution of differentially methylated CpGs in promoter regions; The innermost layer represents the differentially
expressed mRNAs identified by RNA-seq. Red bars indicate hypermethylation or up-expression, and blue/green bars indicate hypomethylation or down-expression.
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organism processes, and metabolic processes were the most
abundant terms in the biological process category. In the cellular
component category, cell, cell part, and organelle were the top
three terms, while binding, and catalytic activity were the top
terms in the molecular function category (Figure 5A). When
compared to the KEGG pathways enriched by all the differential
genes (Figure 2D), cell adhesion CAMs, and hematopoietic cell
lineages were common between the two enrichments, and
bacterial invasion of epithelial cells, and RIG-1-like receptor
signaling pathways were particularly enriched by the inversely
correlated genes in G. parasuis infected porcine brain (Figure 5B).

Validation of DNA Methylation and
Gene Expression
To determine the reliability of the sequencing data, mRNA
expression and DNA methylation at base-pair resolutions were
examined on two inversely correlated genes, semaphoring 4D
(SEMA4D) and von Willebrand factor A domain containing 1
(VWA1), according to the significance criteria. Bisulfite sequencing
showed that the methylation rate in the DMR of SEMA4D
decreased from 65.4% to 39.1% after G. parasuis stimulation,
while the methylation rate in the DMR of VWA1 decreased from
45.8% to 21.5% after G. parasuis stimulation (Figures 6A, B).
Validation with RT-PCR showed that the mRNA expression
Frontiers in Immunology | www.frontiersin.org 9
of SEMA4D and VWA1 were significantly up-regulated after
G. parasuis stimulation (P < 0.01), consistent with the
hypomethylation in the promoter regions of each gene (Figure 6C).

PPI Network of Differential Genes
To reveal the potential associations within the differentially
methylated genes, we created a protein-protein interaction
network which consisted of 193 protein nodes and 243
interactions based on the differential genes (|log2FC| > 0.5, |
diffMethy| > 0.1, and P < 0.05) (Figure 7A), with CCL5 and
CXCL10 as the core genes. The crucial roles of genes were
determined by the node degree and the top 40 genes with the
highest connection degrees were selected and subsequently used for
KEGG pathway enrichment (Figure 7B). The KEGG result showed
that the top 40 genes mainly participated in chemokine signaling
pathways, cytosolic DNA-sensing pathways, RIG-1-like receptor
signaling pathway, Toll-like receptor signaling pathway, CAMs
signaling pathways, and TNF signaling pathway (Figure 7C).
DISCUSSION

Genome-wide DNA methylation has been shown to be
associated with a variety of diseases, and the host DNA
TABLE 1 | Top 30 genes with an inverse correlation between DMR and gene expression in G. parasuis-infected porcine brain.

Gene name Gene ID Log2FC Diff.Methy P-value Location nCpG Length (bp)

SEMA4D ENSSSCG00000009584 1.2656034 -0.2883937 2.03E-91 promoter 15 256
KCNA1 ENSSSCG00000000716 1.23644958 -0.2273311 2.78E-59 promoter 5 55
ARHGAP23 ENSSSCG00000018058 0.94406544 -0.2694318 8.76E-53 promoter 13 206
GBP1 ENSSSCG00000006924 -1.1858318 0.23790912 7.35E-52 promoter 6 103
FRMD1 ENSSSCG00000004017 2.12614016 -0.213235 1.36E-34 promoter 12 107
VWA1 ENSSSCG00000003344 1.54657552 -0.2053669 1.58E-26 promoter 14 236
SYP ENSSSCG00000012292 -0.6355327 0.25905489 3.45E-26 promoter 17 291
EPHX2 ENSSSCG00000009666 0.60089938 -0.2265636 1.67E-21 promoter 28 802
NGEF ENSSSCG00000016295 -0.6819392 0.22641751 1.06E-20 promoter 8 183
CCDC136 ENSSSCG00000016579 -0.7114116 0.29046062 1.22E-20 promoter 6 127
MDH2 ENSSSCG00000025486 -0.6379805 0.31565165 1.28E-16 promoter 7 203
TET3 ENSSSCG00000008292 0.60620955 -0.4286807 4.98E-16 promoter 18 110
EFCAB14 ENSSSCG00000003895 0.54650846 -0.180695 2.66E-14 promoter 25 418
SFT2D1 ENSSSCG00000004020 0.67734274 -0.1966982 5.48E-14 promoter 12 62
ACVR1B ENSSSCG00000000233 -0.5302004 0.4433712 6.39E-12 promoter 20 103
C1QA ENSSSCG00000003524 -1.144042 0.22095373 7.08E-11 promoter 4 233
DTNBP1 ENSSSCG00000001062 -0.7755109 0.20987304 1.13E-09 promoter 26 287
PITPNM1 ENSSSCG00000012903 -0.5045044 0.25220708 1.75E-09 promoter 43 104
SGCE ENSSSCG00000015328 0.74597466 -0.1510948 4.08E-09 promoter 23 91
ADA ENSSSCG00000021255 0.98787544 -0.2969333 3.62E-08 promoter 8 372
STXBP2 ENSSSCG00000013576 -1.6173215 0.3266804 1.93E-07 promoter 20 316
HS6ST2 ENSSSCG00000021375 -0.5033069 0.24492105 8.92E-07 promoter 11 76
CH242-402I11.1 ENSSSCG00000003395 -0.7706879 0.20045268 1.64E-06 promoter 4 85
SFI1 ENSSSCG00000010031 -0.7724897 0.14949271 2.08E-06 promoter 18 114
SLC35B2 ENSSSCG00000001702 0.54376229 -0.2357549 3.87E-06 promoter 5 88
LYPD1 ENSSSCG00000015706 -0.6140079 0.19323329 7.19E-06 promoter 30 155
TPM2 ENSSSCG00000005316 -0.6653554 0.25232273 1.97E-05 promoter 6 86
ARX ENSSSCG00000020801 -0.7139706 0.29808345 3.98E-05 promoter 6 73
SLC31A2 ENSSSCG00000023714 0.93577312 -0.2053315 0.00012846 promoter 6 124
FADS3 ENSSSCG00000013073 -0.5689346 0.37487823 0.00031746 promoter 21 163
February 2022 |
 Volume 13 | A
Log2FC: Log2(Fold Change).
Diff.Methy, difference of methylation.
nCpG: number of CpG site.
P-value, the significance for the gene expression difference.
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methylation profile can be altered upon exposure of cells to
environmental pathogens (14, 18). Intensive studies have been
performed looking at the pathogenic mechanism of G. parasuis
infection, but the genome-wide DNAmethylation pattern as well
as the relationship between DNA methylation and gene
expression during the process of infection is still unknown. To
our knowledge, this study represents the first attempt to profile a
genome-wide DNAmethylation pattern and integrate both DNA
methylome and transcriptome data from porcine brain to
identify key genes and pathways that are possibly regulated by
Frontiers in Immunology | www.frontiersin.org 10
DNA methylation during the process of G. parasuis infection.
This work may provide information for the development of
epigenetic biomarkers and potential therapeutic target for
G. parasuis induced meningitis.

Genomic location of DNA methylation has a major effect to
the type of function produced by this epigenetic modification
(12, 14). Thus, we investigated the genomic and CpG island
contexts of the DMRs in G. parasuis infected porcine brain. Our
results found that DMRs are most frequent in intergenic regions
and introns, with only a comparatively low percentage of DMRs
B

A

FIGURE 5 | GO functional category analysis and KEGG pathway enrichment of the inversely correlated genes in G. parasuis-infected porcine brain. (A) GO
functional category analysis of inversely correlated genes. The vertical axis shows the number of genes in each term, and the horizontal axis shows biological
processes, cellular component, and molecular function terms. (B) KEGG pathway enrichment of inversely correlated genes. Top 30 KEGG pathways are shown in
the vertical axis and the horizontal axis shows the rich factor.
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B

C

A

FIGURE 6 | Bisulfite sequencing and qRT-PCR validation of SEMA4D and VWA1 in G. parasuis-infected vs. control porcine brain. (A) Bisulfite sequencing validation
of SEMA4D. On the left, bisulfite sequencing depth shows the SEMA4D DMR and adjacent flaking regions in three G. parasuis-infected and three negative control
samples. On the right, targeted bisulfite sequencing validation of a region overlapping the SEMA4D DMR as indicated by the rectangle over the sequencing tracks.
Each row represents a single clone. Dark circles represent methylated and open circles represent unmethylated cytosines. (B) Bisulfite sequencing validation of
VWA1. Similarly, bisulfite sequencing depth for VWA1 DMR and adjacent flaking regions is shown on the left, and bisulfite sequencing validation is shown on the
right. (C) qRT-PCR validation of SEMA4D and VWA1. The vertical axis indicates the relative expression levels of SEMA4D or VWA1 in reference to b-actin, and the
horizontal axis indicates the G. parasuis-infected vs. negative control samples. **P < 0.01.
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B C

A

FIGURE 7 | PPI network. (A) PPI network constructed from significantly differentially expressed and methylated genes in G. parasuis-infected porcine brain. Nodes
represent genes and edges represent interactions. The node size represents the node degree. (B) The top 40 hub genes with the highest node degrees
corresponding to the network. The vertical axis shows gene name, and the horizontal axis shows the node degree. (C) KEGG pathway enrichment of the top 40 hub
genes. Top 30 KEGG pathways are shown in the vertical axis and the horizontal axis shows the rich factor.
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occurring in promoters and CpG islands, which is consistent
with other report of the distribution patterns of DNA
methylation in other diseases (29, 30). Intergenic regions
contain cis factors that participate in the regulation of gene
transcription during pathogen infection and inflammatory
responses (12, 14). Published data indicate that DNA
methylation within introns may participate in alternative exon
splicing (31). Whereas DNA methylation outside of CGIs in
shores/shelves may regulate expression by creating alternative
transcriptional start sites (32). Research on human dendritic cells
reported that bacterial infection-induced demethylation rarely
occurs at promoter regions and instead localizes to distal
enhancer elements, some of which regulate the activation of
immune transcription factors (33). Therefore, DMRs in distal
regulatory elements may also have meaningful functions in gene
regulation. The large amount and genome-wide distribution of
differential DNA methylation observed in our data indicate that
this epigenetic modification may play an important role during
the process of G. parasuis infection.

Whether de novo DNA methylation is the reason for gene
silencing or a result of gene regulation is still debated but
increasing evidence has indicated that there are causal
associations between DNA methylation changes and phenotypes
(34, 35). It has been reported that methylated CpGs can prevent
the binding of some transcription factors (12), and DNA
methylation can induce a more compact and rigid nucleosome
structure and regulate alternative polyadenylation of mRNA
during transcription (36, 37). Therefore, it is well accepted that
DNA methylation and gene transcription is inversely correlated,
with hypermethylation associated with gene down regulation and
that hypomethylation is associated with gene up regulation.
However, in our integrated analysis, the amount of inversely
correlated genes and positively correlated genes were similar,
suggesting that the relationship between DNA methylation and
gene transcription may be more complicated than our previous
expectation. The regulatory mechanism involved in DNA
methylation and gene expression may vary depending on the
genomic location of the methylated sequence or site (12, 14).

To explore the potential functions of these differentially
expressed genes and provide new perspectives on the function
of DNA methylation, we performed KEGG pathway enrichment
analysis on all DEGs and DNA methylation-mRNA expression
inversely correlated genes. After comparing the results, we found
CAMs, and hematopoietic cell lineages were common between
the two enrichments, with cytokine-cytokine receptor interaction
specifically appearing in the pathways enriched by all DEGs and
bacterial invasion of epithelial cells, and RIG-1-like receptor
signaling pathways specifically identified in the results from
inversely correlated genes. During the pathology of bacterial
meningitis, which is an inflammatory disease of the CNS,
bacterial epithelial cell adhesion and invasion is an important
step followed by invasion and break down of the blood-brain
barrier (BBB) (38, 39). The first step in the interaction of blood-
born bacteria with the brain endothelium is adherence/
attachment to brain microvascular endothelial cells, in which
CAMs and receptors bind to multiple ligands from the bacterial
surface and act as a bridges (40). Thus, we infer those changes in
Frontiers in Immunology | www.frontiersin.org 13
DNA methylation that are inversely associated with the
regulation of gene expression may participate in the process of
bacterial invasion of epithelial cells during G. parasuis infection
and finally result in meningitis. Further experiments however are
needed in porcine brain microvascular endothelial cells.

We also constructed a protein-protein interaction network
among differentially methylated and expressed genes (|log2FC| >
0.5, |diffMethy| > 0.1, and P < 0.05), in which CCL5 and CXCL10
were identified as the core genes of the network. CCL5 (chemokine
ligand 5) and CXCL10 (CXC motif chemokine ligand 10) are
chemokines responsible for facilitating inflammatory responses,
including the adhesion and migration of different T cell subsets in
immune responses, and are involved in various pathological
processes including inflammation, chronic diseases, and cancers
as well as the infection of COVID-19 (41, 42). Interestingly, as key
genes in the cytokine-cytokine receptor interaction signaling
pathway, CCL5 and CXCL10 were also identified as core genes
in our previous study in porcine aortic vascular endothelial cells
infected with G. parasuis (19), and this prompted us to infer that
these two chemokines may play a very important role in the
immune response during G. parasuis infection and further study is
necessary to confirm this.

For the inversely correlated genes, we validated SEMA4D and
VWA1, for which hypomethylation in the promoter region of
both genes was associated with gene up regulation in G. parasuis
infected porcine brain. SEMA4D is a classic member of the
semaphorin family that is widely represented in the immune
system and plays an important role in many physiological and
pathological processes, including immunoregulation,
angiogenesis, neurogenesis, and tumor progression (43, 44). It is
reported that SEMA4D contributes to the formation of cellular,
humoral, and innate immune responses, such as inflammation,
immune cell migration, and immunological synapse formation
(45). It has been demonstrated that SEMA4D plays an important
role in angiogenesis by promoting chemotaxis of endothelial cells
(46). Although the effect of SEMA4D in the pathogenesis of
meningitis has not been reported, since the expression of
SEMA4D is up regulated with hypomethylation in the promoter
region afterG. parasuis infection, we speculate that SEMA4Dmay
play an important role in immunoregulation and inflammation
during this process. However, further study is needed to validate
this hypothesis. VWA1 encodes the von Willebrand factor A
domain containing 1 protein, which is an extracellular matrix
protein expressed in muscle and peripheral nerves but whose
function is poorly understood (47, 48). Lack of VWA1 is known
to compromise peripheral nerve structure and function in a
VWA1 knock-out mouse model (49). Exome sequencing
identified bi-allelic loss of function variants in VWA1 as the
molecular basis of neuromyopathy, a neuromuscular disorder
(50). Hypermethylation of a non-coding region 1.1 kb upstream
from the VWA1 gene has been reported to be associated with
clear-cell ovarian cancer (51). These results demonstrating that
hypomethylation in the promoter region of VWA1 and its gene
up-regulation in G. parasuis infected porcine brain provides a
new understanding of the potential function of VWA1.

Our study is the first attempt to integrate DNA methylome
and transcriptome data from G. parasuis infected porcine brains
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and has found that G. parasuis can induce changes to whole-
genome DNA methylation and gene expression profiles in
porcine brain. The network and pathways identified by the
DNA methylation-gene expression correlated genes suggest
that key sites of differential DNA methylation could lead to
molecular aberrations underlying meningitis and provide
potential targets for further pathological study. Our data also
provides a basis for defining the contribution of genome-wide
DNA methylation to the pathogenesis of meningitis in pigs and
provide information for the development of epigenetic
biomarkers and potential therapeutic target for G. parasuis
induced meningitis.
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Supplementary Figure 1 | Hierarchical clustering heatmaps of differentially
methylated CpG sites considering genomic context. Hierarchical clustering
heatmap of differentially methylated CpG sites in 3’UTR (A), 5’UTR (B), exon (C),
intergenic (D), intron (E), promoter-TSS (F), TTS (G). Each row represents a
methylated CpG site, H1, H2, H3 represent G. parasuis-infected porcine brain, and
C1, C2, C3 represent negative controls.

Supplementary Figure 2 | Volcano plot showing differentially methylated CpGs
at different DNA methylation difference thresholds. The vertical axis shows the
-log10 (p-value), and the horizontal axis shows DNA methylation difference. Blue
dots shows the hypo-methylated CpGs when DNA methylation difference threshold
is 0.1, red dots shows the hyper-methylated CpGs when DNA methylation
difference threshold is 0.1
REFERENCES
1. Macedo N, Rovira A, Torremorell M. Haemophilus Parasuis: Infection,

Immunity and Enrofloxacin. Vet Res (2015) 46:128. doi: 10.1186/s13567-
015-0263-3

2. Kielstein P, Rapp-Gabrielson VJ. Designation of 15 Serovars of Haemophilus
Parasuis on the Basis of Immunodiffusion Using Heat-Stable Antigen Extracts.
J Clin Microbiol (1992) 30(4):862–5. doi: 10.1128/jcm.30.4.862-865.1992

3. Zhao Y, Wang Q, Li J, Lin X, Huang X, Fang B. Epidemiology of Haemophilus
Parasuis Isolates From Pigs in China Using Serotyping, Antimicrobial
Susceptibility, Biofilm Formation and ERIC-PCR Genotyping. PeerJ (2018)
6:e5040. doi: 10.7717/peerj.5040

4. Fu S, Zhang M, Xu J, Ou J, Wang Y, Liu H, et al. Immunogenicity and
Protective Efficacy of Recombinant Haemophilus Parasuis SH0165 Putative
Outer Membrane Proteins. Vaccine (2013) 31(2):347–53. doi: 10.1016/
j.vaccine.2012.11.003

5. Putz K, Hayani K, Zar FA. Meningitis. Prim Care (2013) 40(3):707–26.
doi: 10.1016/j.pop.2013.06.001

6. Kohil A, Jemmieh S, Smatti MK, Yassine HM. Viral Meningitis:
AnOoverview. Arch Virol (2021) 166(2):335–45. doi: 10.1007/s00705-020-
04891-1

7. Heckenberg SG, Brouwer MC, van de Beek D. Bacterial Meningitis. Handb
Clin Neurol (2014) 121:1361–75. doi: 10.1016/B978-0-7020-4088-7.00093-6

8. Mount HR, Boyle SD. Aseptic and Bacterial Meningitis: Evaluation,
Treatment, and Prevention. Am Fam Physician (2017) 96(5):314–22.
9. Wall EC, Chan JM, Gil E, Heyderman RS. Acute Bacterial Meningitis. Curr
Opin Neurol (2021) 34(3):386–95. doi: 10.1097/WCO.0000000000000934

10. Kim KS. Acute Bacterial Meningitis in Infants and Children. Lancet Infect Dis
(2010) 10(1):32–42. doi: 10.1016/S1473-3099(09)70306-8

11. Moraga J, Fica A, Navarrete B, Henriquez R, Navarrete-Asenjo C. [Meningitis
and Hypoacusia Due to Swine Meat Handling]. Rev Chil Infectol (2018) 35
(6):731–2. doi: 10.4067/S0716-10182018000600731

12. Jones PA. Functions of DNA Methylation: Islands, Start Sites, Gene Bodies
and Beyond. Nat Rev Genet (2012) 13(7):484–92. doi: 10.1038/nrg3230

13. Moore LD, Le T, Fan G. DNA Methylation and its Basic Function.
Neuropsychopharmacology (2013) 38(1):23–38. doi: 10.1038/npp.2012.112

14. Schübeler D. Function and Information Content of DNAMethylation. Nature
(2015) 517(7534):321–6. doi: 10.1038/nature14192

15. Koch A, Joosten SC, Feng Z, de Ruijter TC, Draht MX, Melotte V, et al.
Analysis of DNA Methylation in Cancer: Location Revisited. Nat Rev Clin
Oncol (2018) 15(7):459–66. doi: 10.1038/s41571-018-0004-4

16. Celarain N, Tomas-Roig J. Aberrant DNA Methylation Profile Exacerbates
Inflammation and Neurodegeneration in Multiple Sclerosis Patients.
J Neuroinflamm (2020) 17(1):21. doi: 10.1186/s12974-019-1667-1

17. Perez-Novo CA, Bachert C. DNA Methylation, Bacteria and Airway
Inflammation: Latest Insights. Curr Opin Allergy Clin Immunol (2015) 15
(1):27–32. doi: 10.1097/ACI.0000000000000130

18. Qin W, Scicluna BP, van der Poll T. The Role of Host Cell DNA Methylation
in the Immune Response to Bacterial Infection. Front Immunol (2021)
12:696280. doi: 10.3389/fimmu.2021.696280
February 2022 | Volume 13 | Article 840399

https://www.frontiersin.org/articles/10.3389/fimmu.2022.840399/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fimmu.2022.840399/full#supplementary-material
https://doi.org/10.1186/s13567-015-0263-3
https://doi.org/10.1186/s13567-015-0263-3
https://doi.org/10.1128/jcm.30.4.862-865.1992
https://doi.org/10.7717/peerj.5040
https://doi.org/10.1016/j.vaccine.2012.11.003
https://doi.org/10.1016/j.vaccine.2012.11.003
https://doi.org/10.1016/j.pop.2013.06.001
https://doi.org/10.1007/s00705-020-04891-1
https://doi.org/10.1007/s00705-020-04891-1
https://doi.org/10.1016/B978-0-7020-4088-7.00093-6
https://doi.org/10.1097/WCO.0000000000000934
https://doi.org/10.1016/S1473-3099(09)70306-8
https://doi.org/10.4067/S0716-10182018000600731
https://doi.org/10.1038/nrg3230
https://doi.org/10.1038/npp.2012.112
https://doi.org/10.1038/nature14192
https://doi.org/10.1038/s41571-018-0004-4
https://doi.org/10.1186/s12974-019-1667-1
https://doi.org/10.1097/ACI.0000000000000130
https://doi.org/10.3389/fimmu.2021.696280
https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Guo et al. Integration of Methylome and Transcriptome in G-parasuis-Induced Meningitis
19. Guo L, Liu J, Zhang Y, Fu S, Qiu Y, Ye C, et al. The Effect of Baicalin on the
Expression Profiles of Long Non-Coding RNAs and mRNAs in Porcine Aortic
Vascular Endothelial Cells Infected With Haemophilus Parasuis. DNA Cell
Biol (2020) 39(5):801–15. doi: 10.1089/dna.2019.5340

20. Martin M. Cutadapt Removes Adapter Sequences From High-Throughput
Sequencing Reads. EMBnet J (2011) 17(1):10–2. doi: 10.14806/ej.17.1.200

21. Krueger F, Andrews SR. Bismark: A Flexible Aligner and Methylation Caller
for Bisulfite-Seq Applications. Bioinformatics (2011) 27(11):1571–2.
doi: 10.1093/bioinformatics/btr167

22. Langmead B, Salzberg SL. Fast Gapped-Read Alignment With Bowtie 2. Nat
Methods (2012) 9(4):357–9. doi: 10.1038/nmeth.1923

23. Haeussler M, Zweig AS, Tyner C, Speir ML, Rosenbloom KR, Raney BJ, et al.
The UCSC Genome Browser Database: 2019 Update. Nucleic Acids Res (2019)
47(D1):D853–8. doi: 10.1093/nar/gky1095

24. Rosenbloom KR, Sloan CA, Malladi VS, Dreszer TR, Learned K, Kirkup VM,
et al. ENCODE Data in the UCSC Genome Browser: Year 5 Update. Nucleic
Acids Res (2013) 41(Database issue):D56–63. doi: 10.1093/nar/gks1172

25. Kim D, Langmead B, Salzberg SL. HISAT: A Fast Spliced Aligner With Low
Memory Requirements. Nat Methods (2015) 12(4):357–60. doi: 10.1038/
nmeth.3317

26. Pertea M, Kim D, Pertea GM, Leek JT, Salzberg SL. Transcript-Level
Expression Analysis of RNA-Seq Experiments With HISAT, StringTie and
Ballgown. Nat Protoc (2016) 11(9):1650–67. doi: 10.1038/nprot.2016.095

27. Pertea M, Pertea GM, Antonescu CM, Chang TC, Mendell JT, Salzberg SL.
StringTie Enables Improved Reconstruction of a Transcriptome From RNA-
Seq Reads. Nat Biotechnol (2015) 33(3):290–5. doi: 10.1038/nbt.3122

28. Robinson MD, McCarthy DJ, Smyth GK. Edger: A Bioconductor Package for
Differential Expression Analysis of Digital Gene Expression Data.
Bioinformatics (2010) 26(1):139–40. doi: 10.1093/bioinformatics/btp616

29. Sadler T, Bhasin JM, Xu Y, Barnholz-Sloan J, Chen Y, Ting AH, et al.
Genome-Wide Analysis of DNA Methylation and Gene Expression Defines
Molecular Characteristics of Crohn’s Disease-Associated Fibrosis. Clin
Epigenet (2016) 8:30. doi: 10.1186/s13148-016-0193-6

30. Li Z, Chen S, Yang Y, Zhuang X, Tzeng CM. Novel Biomarker ZCCHC13
Revealed by Integrating DNA Methylation and mRNA Expression Data
in Non-Obstructive Azoospermia. Cell Death Discovery (2018) 4:36.
doi: 10.1038/s41420-018-0033-x

31. Maunakea AK, Nagarajan RP, Bilenky M, Ballinger TJ, D’Souza C, Fouse SD,
et al. Conserved Role of Intragenic DNAMethylation in Regulating Alternative
Promoters. Nature (2010) 466(7303):253–7. doi: 10.1038/nature09165

32. Irizarry RA, Ladd-Acosta C, Wen B, Wu Z, Montano C, Onyango P, et al. The
Human Colon Cancer Methylome Shows Similar Hypo- and
Hypermethylation at Conserved Tissue-Specific CpG Island Shores. Nat
Genet (2009) 41(2):178–86. doi: 10.1038/ng.298

33. Pacis A, Tailleux L, Morin AM, Lambourne J, MacIsaac JL, Yotova V, et al.
Bacterial Infection Remodels the DNA Methylation Landscape of Human
Dendritic Cells. Genome Res (2015) 25(12):1801–11. doi: 10.1101/gr.192005.115

34. Yamazaki T, Hatano Y, Taniguchi R, Kobayashi N, Yamagata K. Editing DNA
Methylation in Mammalian Embryos. Int J Mol Sci (2020) 21(2):637.
doi: 10.3390/ijms21020637

35. Chen Z, Zhang Y. Role of Mammalian DNA Methyltransferases in
Development. Annu Rev Biochem (2020) 89:135–58. doi: 10.1146/annurev-
biochem-103019-102815

36. Choy JS, Wei S, Lee JY, Tan S, Chu S, Lee TH. DNA Methylation Increases
Nucleosome Compaction and Rigidity. J Am Chem Soc (2010) 132(6):1782–3.
doi: 10.1021/ja910264z

37. Wood AJ, Schulz R, Woodfine K, Koltowska K, Beechey CV, Peters J, et al.
Regulation of Alternative Polyadenylation by Genomic Imprinting. Genes Dev
(2008) 22(9):1141–6. doi: 10.1101/gad.473408

38. Yau B, Hunt NH, Mitchell AJ, Too LK. BloodBrain Barrier Pathology and
CNS Outcomes in Streptococcus Pneumoniae Meningitis. Int J Mol Sci (2018)
19(11):3555. doi: 10.3390/ijms19113555
Frontiers in Immunology | www.frontiersin.org 15
39. Jin T, Guan N, Du Y, Zhang X, Li J, Xia X. Cronobacter Sakazakii ATCC
29544 Translocated Human Brain Microvascular Endothelial Cells via
Endocytosis, Apoptosis Induction, and Disruption of Tight Junction. Front
Microbiol (2021) 12:675020:675020. doi: 10.3389/fmicb.2021.675020

40. Anil A, Banerjee A. Pneumococcal Encounter With the Blood-Brain Barrier
Endothelium. Front Cell Infect Microbiol (2020) 10:590682:590682.
doi: 10.3389/fcimb.2020.590682

41. Zeng Z, Lan T, Wei Y, Wei X. CCL5/CCR5 Axis in Human Diseases and
Related Treatments. Genes Dis (2022) . 9(1):12–27. doi: 10.1016/
j.gendis.2021.08.004

42. Karimabad MN, Kounis NG, Hassanshahi G, Hassanshahi F, Mplani V,
Koniari I, et al. The Involvement of CXC Motif Chemokine Ligand 10
(CXCL10) and Its Related Chemokines in the Pathogenesis of Coronary
Artery Disease and in the COVID-19 Vaccination: A Narrative Review.
Vaccines (Basel) (2021) 9(11):1224. doi: 10.3390/vaccines9111224

43. Kuklina E. Semaphorin 4D as a Guidance Molecule in the Immune System. Int
Rev Immunol (2021) 40(4):268–73. doi: 10.1080/08830185.2021.1905807

44. Kuklina EM. Receptor Functions of Semaphorin 4d. Biochem (Mosc) (2019)
84(9):1021–7. doi: 10.1134/S0006297919090049

45. Rajabinejad M, Asadi G, Ranjbar S, Afshar Hezarkhani L, Salari F, Gorgin
Karaji A, et al. Semaphorin 4A, 4C, and 4D: Function Comparison in the
Autoimmunity, Allergy, and Cancer. Gene (2020) 746:144637. doi: 10.1016/
j.gene.2020.144637

46. Zhou H, Yang YH, Basile JR. Characterization of the Effects of Semaphorin 4d
Signaling on Angiogenesis. Methods Mol Biol (2017) 1493:429–41.
doi: 10.1007/978-1-4939-6448-2_31

47. Ashrafi M, Sebastian A, Shih B, Greaves N, Alonso-Rasgado T, Baguneid M,
et al. Whole Genome Microarray Data of Chronic Wound Debridement Prior
to Application of Dermal Skin Substitutes. Wound Repair Regener (2016) 24
(5):870–5. doi: 10.1111/wrr.12460

48. Fitzgerald J. WARP: A Unique Extracellular Matrix Component of Cartilage,
Muscle, and Endothelial Cell Basement Membranes. Anat Rec (Hoboken)
(2020) 303(6):1619–23. doi: 10.1002/ar.24087

49. Pagnamenta AT, Kaiyrzhanov R, Zou Y, Da’as SI, Maroofian R, Donkervoort
S, et al. An Ancestral 10-Bp Repeat Expansion in VWA1 Causes Recessive
Hereditary Motor Neuropathy. Brain (2021) 144(2):584–600. doi: 10.1093/
brain/awaa420

50. Deschauer M, Hengel H, Rupprich K, Kreiss M, Schlotter-Weigel B, Grimmel
M, et al. Bi-Allelic Truncating Mutations in VWA1 Cause Neuromyopathy.
Brain (2021) 144(2):574–83. doi: 10.1093/brain/awaa418

51. Cicek MS, Koestler DC, Fridley BL, Kalli KR, Armasu SM, Larson MC, et al.
Epigenome-Wide Ovarian Cancer Analysis Identifies a Methylation Profile
Differentiating Clear-Cell Histology With Epigenetic Silencing of the HERG K+
Channel. Hum Mol Genet (2013) 22(15):3038–47. doi: 10.1093/hmg/ddt160
Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2022 Guo, Cheng, Fu, Liu, Zhang, Qiu and Chen. This is an open-access
article distributed under the terms of the Creative Commons Attribution License
(CC BY). The use, distribution or reproduction in other forums is permitted, provided
the original author(s) and the copyright owner(s) are credited and that the original
publication in this journal is cited, in accordance with accepted academic practice. No
use, distribution or reproduction is permitted which does not comply with these terms.
February 2022 | Volume 13 | Article 840399

https://doi.org/10.1089/dna.2019.5340
https://doi.org/10.14806/ej.17.1.200
https://doi.org/10.1093/bioinformatics/btr167
https://doi.org/10.1038/nmeth.1923
https://doi.org/10.1093/nar/gky1095
https://doi.org/10.1093/nar/gks1172
https://doi.org/10.1038/nmeth.3317
https://doi.org/10.1038/nmeth.3317
https://doi.org/10.1038/nprot.2016.095
https://doi.org/10.1038/nbt.3122
https://doi.org/10.1093/bioinformatics/btp616
https://doi.org/10.1186/s13148-016-0193-6
https://doi.org/10.1038/s41420-018-0033-x
https://doi.org/10.1038/nature09165
https://doi.org/10.1038/ng.298
https://doi.org/10.1101/gr.192005.115
https://doi.org/10.3390/ijms21020637
https://doi.org/10.1146/annurev-biochem-103019-102815
https://doi.org/10.1146/annurev-biochem-103019-102815
https://doi.org/10.1021/ja910264z
https://doi.org/10.1101/gad.473408
https://doi.org/10.3390/ijms19113555
https://doi.org/10.3389/fmicb.2021.675020
https://doi.org/10.3389/fcimb.2020.590682
https://doi.org/10.1016/j.gendis.2021.08.004
https://doi.org/10.1016/j.gendis.2021.08.004
https://doi.org/10.3390/vaccines9111224
https://doi.org/10.1080/08830185.2021.1905807
https://doi.org/10.1134/S0006297919090049
https://doi.org/10.1016/j.gene.2020.144637
https://doi.org/10.1016/j.gene.2020.144637
https://doi.org/10.1007/978-1-4939-6448-2_31
https://doi.org/10.1111/wrr.12460
https://doi.org/10.1002/ar.24087
https://doi.org/10.1093/brain/awaa420
https://doi.org/10.1093/brain/awaa420
https://doi.org/10.1093/brain/awaa418
https://doi.org/10.1093/hmg/ddt160
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles

	Methylome and Transcriptome-Based Integration Analysis Identified Molecular Signatures Associated With Meningitis Induced by Glaesserella parasuis
	Introduction
	Materials and Methods
	Bacterial Strain and Growth Conditions
	Animals and Experimental Design
	DNA Preparation and Whole-Genome Bisulfite Sequencing
	RNA Sequencing
	Whole-Genome Bisulfite Sequencing Data Analysis
	Transcriptome Data Analysis
	Integration of DNA Methylation and Gene Expression
	Gene Ontology (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG) Enrichment Analysis
	PPI Network Construction
	Bisulfite Sequencing
	Quantitative Real-Time RT-PCR
	Statistical Analysis

	Results
	Comparative Analysis of Global DNA Methylation Patterns
	Genome-Wide Transcriptome Analysis
	Integrated Analysis of DNA Methylation and mRNA Expression
	Identification of DNA Methylation-Related Biological Pathways
	Validation of DNA Methylation and Gene Expression
	PPI Network of Differential Genes

	Discussion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Supplementary Material
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


