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A B S T R A C T

Endodontic infection is a widespread oral problem. DNA methylation is a key epigenetic modification that plays
important roles in various inflammatory responses, but its role in dental pulp inflammation is poorly understood.
In this study, we assessed the expression of DNA methyltransferases (DNMTs) in human dental pulp cells
(hDPCs) during lipopolysaccharide (LPS)-induced inflammation and found that DNMT3B mRNA expression was
reduced and DNMT1 mRNA and protein levels decreased significantly. Pretreatment with the DNMT inhibitor 5-
Aza-2’-deoxycytidine (5-Aza-CdR) significantly enhanced the expression of the inflammatory cytokines IL-6 and
IL-8 in LPS-stimulated hDPCs, indicating that DNA methylation may play a role in hDPC inflammation. Studies
have reported that some microRNAs (miRNAs) are involved in dental pulp infection. DNA methylation can
modulate the inflammatory response by regulating miRNA expression, but this phenomenon has not yet been
reported in pulp inflammation. The present study used next-generation sequencing to examine the effect of 5-
Aza-CdR on the miRNA expression profile of LPS-treated hDPCs, and the results showed that 5-Aza-CdR pre-
treatment changed the miRNA expression pattern in hDPCs during inflammation. Among the changed miRNAs,
miR-146a-5p, which is a pulp inflammation-related miRNA, demonstrated the most noticeably altered expres-
sion. miR-146a-5p could be induced by LPS in hDPCs, and 5-Aza-CdR preincubation or DNMT1 knockdown
markedly increased its expression level. However, no significant difference was found in the methylation pattern
of the MIR146A promoter with 5-Aza-CdR pretreatment or DNMT1 knockdown in LPS-stimulated hDPCs. These
results indicate that DNA methylation may regulate the LPS-induced inflammatory response by changing the
miRNA expression in hDPCs.

1. Introduction

Dental pulp inflammation is a common oral disease caused by
bacteria and bacterial virulence factors, and it often develops into pulp
necrosis or periapical disease and elicits a dental emergency (Hirsch
et al., 2017). The gram-negative anaerobic bacteria Porphyromonas
gingivalis (Pg) is an important pathogen closely associated with pulpitis
and periapical periodontitis (Cao et al., 2012; Gomes et al., 2012;
Robertson and Smith, 2009). As a component and the main virulence
factor of the bacteria, Pg lipopolysaccharide (LPS) can enhance the

production of inflammatory cytokines, such as interleukin-6 (IL-6) and
interleukin-8 (CXCL8/IL-8), in human dental pulp cells (hDPCs), thus
provoking dental pulp infection (Liu et al., 2013; Renard et al., 2016).

Epigenetic modification represents a variety of mechanisms that can
result in the alteration of gene expression without a change in the nu-
cleotide sequence (Hui et al., 2017). DNA methylation is a vital epi-
genetic modification that involves the addition of a methyl group to the
cytosine residue in CpG dinucleotides through catalysis by DNA me-
thyltransferases (DNMTs), such as DNMT1, DNMT3 A and DNMT3B
(Seo et al., 2015). Generally, the hypermethylation of a CpG region in a
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gene promoter inhibits gene transcription, and the hypomethylation of
a promoter drives gene expression (Hamidi et al., 2015). A growing
body of evidence shows that DNA methylation plays critical roles in a
variety of inflammatory conditions; in fact, aberrant DNA methylation
has clinical potential as a biomarker for the prediction of diagnosis,
prognosis or therapeutic response in some inflammation-related dis-
eases (Lam et al., 2016; Mikeska and Craig, 2014; Samanta et al., 2017).
However, the role of DNA methylation in dental pulp inflammation has
rarely been studied, and the regulatory mechanism needs to be re-
vealed.

MicroRNAs usually negatively modulate target gene expression at
the posttranscriptional level by degrading mRNA or inhibiting mRNA
translation (Sehic et al., 2017). Previous studies have shown that mi-
croRNAs play important roles in inflammatory responses and in-
flammatory diseases (Hao et al., 2011; Hui et al., 2017; Marques Rocha
et al., 2015). MiR-181a binds directly to the 3' UTR of IL-8, leading to
the downregulation of IL-8 and thus modulating hDPC inflammation
(Galicia et al., 2014). The miR-133a level in endomyocardial biopsy
tissues was correlated with macrophage infiltration and cardiac injury
in inflammatory cardiomyopathy (Besler et al., 2016). DNA methyla-
tion could modulate inflammation and inflammatory disease by reg-
ulating miRNA expression (Kim et al., 2014; Miao et al., 2013). MiR-
200c and miR-141 levels were reduced in a human prostate cancer cell
line and increased by treatment with the demethylating agent 5-Aza-2’-
deoxycytidine (5-Aza-CdR) or DNMT1 knockdown (Lynch et al., 2016).
The binding of Twist1 and E-box recruited DNMT3 A and subsequently
increased the methylation level of specific CpG sites in the MIR186
promoter, thereby reducing miR-186 expression and decreasing its re-
sponsiveness to inflammatory signals in prostate cancer (Zhao et al.,
2017). Previous studies revealed that an aberrant miRNA expression
profile was implicated in the LPS-induced inflammatory response of
human pulp (Mo and Xu, 2017; Zhong et al., 2012), but whether miRNA
expression could be regulated by DNA methylation remains unknown.

To investigate whether DNA methylation modulates the inflamma-
tion of hDPCs by regulating miRNA, high-throughput sequencing was
used to examine the effect of 5-Aza-CdR on the miRNA expression
profile of Pg-LPS-stimulated hDPCs in the present study. We also
screened the pulp inflammation-related miRNAs that are possibly af-
fected by DNA methylation.

2. Materials and methods

2.1. Isolation and culture of hDPCs

Informed consent was obtained from all participants enrolled in this
study, and the study was approved by the Ethical Review Board of the
Guanghua School of Stomatology of Sun Yat-sen University. Healthy
permanent premolars for orthodontic reasons or impacted third molars
were collected from donors (18˜25 years of age) undergoing tooth ex-
traction. hDPCs were isolated and cultivated using an enzymatic
method as previously described (Lu et al., 2006). Briefly, the dental
pulp tissue was isolated and minced into small pieces, which were then
digested in 3mg/ml collagenase type I (Gibco, USA) for 20min at 37 °C.
Subsequently, the minced pulp tissue was cultured in Dulbecco’s
modified Eagle’s medium (DMEM) containing 20% fetal bovine serum
(FBS), 100mg/ml streptomycin and 100 U/ml penicillin (Gibco, USA)
at 37 °C with 5% CO2. The medium was changed every 3 days. When
the cells reached 80% confluence, they were detached using trypsin/
ethylene diamine tetraacetic acid (EDTA) (Gibco, USA) and subcultured
at a ratio of 1:2.

2.2. Treatment with 5-Aza-CdR and transfection with DNMT1 siRNA

After hDPCs from passages 2–4 were seeded into a six-well plate for
24 h, the cell medium was replaced with 10 μg/ml Porphyromonas gin-
givalis LPS (Pg-LPS) (InvivoGen, France) for 3, 6, 12 and 24 h with or

without preincubation with 10 μM 5-Aza-CdR (Sigma-Aldrich, USA) for
48 h.

For DNMT1 knockdown, DNMT1 siRNA (RiboBio, China) or nega-
tive control siRNA (catalog no. siN05815122147) (RiboBio, China) at a
concentration of 50 nM was transfected into hDPCs using Lipofectamine
RNAiMax transfection reagent (Invitrogen, USA). The siRNA sequences
used for hDNMT1 knockdown were 5′-GGGACUGUGUCUCUGUUA
UTT-3′ (sense) and 5′-AUAACAGAGACACAGU CCCTT-3′ (antisense).

2.3. Real-time quantitative polymerase chain reaction (RT-qPCR)

Total RNA from hDPCs was extracted using TRIzol reagent fol-
lowing the manufacturer’s instructions (Invitrogen, USA). One micro-
gram of RNA from each sample was reverse-transcribed into com-
plementary DNA (cDNA) using a PrimeScript RT reagent kit (TaKaRa,
Japan), and another one microgram of RNA was reverse-transcribed for
miRNA detection using a Bulge-Loop miRNA qRT-PCR Starter Kit
(RiboBio, China). Then, the reverse-transcribed products were sub-
jected to qRT-PCR using a LightCycler 480 system with SYBR Green I
Master Mix (Roche, Switzerland) according to the manufacturer’s in-
structions. GAPDH and U6 were used as internal controls for the nor-
malization of mRNA expression and miR-146a-5p quantification, re-
spectively. Stem-loop primers for miR-146a-5p and U6 detection were
synthesized (RiboBio, China). The primer sequences used for mRNA
detection were synthesized (Invitrogen, USA) and are listed in Table 1.

2.4. Western blot analysis

Cells were harvested with radioimmunoprecipitation assay (RIPA)
lysis buffer (Beyotime, China) on ice. The protein concentration of each
sample was measured using a bicinchoninic acid (BCA) protein assay
(Beyotime, China). Forty micrograms of protein was separated by 6%
sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-PAGE)
and then transferred electrophoretically onto polyvinylidene fluoride
membranes (Millipore, USA). After blocking with TBST containing 5%
skim milk at room temperature for 1 h, the membranes were incubated
with primary antibodies against DNMT1 (1:1000; Cell Signaling
Technology, USA), DNMT3B (1:1000; Cell Signaling Technology, USA),
and vinculin (1:1000; Cell Signaling Technology, USA) overnight at
4 °C. After incubation with secondary antibodies (Cell Signaling
Technology, USA) at 1:2000 for 1 h at room temperature and washing
with TBST buffer, the target protein bands were detected with en-
hanced chemiluminescence reagents (Millipore, MA, USA) and scanned
using an Image-Quant LAS 4000min. system (GE Healthcare Life
Sciences, USA). Band densities were quantified and normalized to
vinculin using ImageJ 1.47 software (National Institutes of Health,
USA).

Table 1
Primer sequences for RT-qPCR.

Gene Primer sequence

DNMT1 F: 5′- GGCTGAGATGAGGCAAAAAG -3′
R: 5′- ACCAACTCGGTACAGGATGC -3′

DNMT3 A F: 5’- AGGGAAGACTCGATCCTCGTC -3’
R: 5′- GTGTGTAGCTTAGCAGACTGG -3′

DNMT3B F: 5’-GCCTCAATGTTACCCTGGAA-3’
R: 5′- CAGCAGATGGTGCAGTAGGA -3′

IL-6 F: 5′-TGCAATAACCACCCCTGACC-3′
R: 5′-AGCTGCGCAGAATGAGATGA-3′

IL-8 F: 5′-GGTGCAGTTTTGCCAAGGAG-3′
R: 5′-TTCCTTGGGGTCCAGACAGA-3′

GAPDH F: 5′-TCTCCTCTGACTTCAACAGCGACA-3′
R: 5′-CCCTGTTGCTGTAGCCAAATTCGT-3′
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2.5. Enzyme-linked immunosorbent assay (ELISA)

The concentrations of IL-6 and IL-8 in the cell culture supernatants
were analyzed using an ELISA kit (RayBiotech, USA) according to the
manufacturer’s protocol. The optical density (OD) value was measured
at 450 nm using an automated microplate reader (Sunrise,
Switzerland). The concentration of each sample was determined by the
corresponding OD value and the concentration of the standard sub-
stance.

2.6. miRNA sequencing and analysis

Total RNA extracted from hDPCs using TRIzol reagent (Invitrogen,
USA) was prepared for cDNA library construction and sequencing with
an Illumina HiSeq 2500 system (Illumina, USA) as previously described
(Xie et al., 2015). The raw small sequencing reads were filtered by
eliminating low quality data, removing the 5′ adapter and discarding
contaminants to obtain the clean reads. Subsequently, the clean reads
were mapped to the human genome (UCSC, assembly hg19) for miRNA
identification in miRBase 20.0. The expression levels of miRNA were
normalized and quantified as the number of reads per million (RPM)
clean tags with the following formula: RPM = (number of reads map-
ping to miRNA/number of reads in the clean data) × 106.

The differentially expressed miRNAs were analyzed and had a fold
change ≥1.2, an RPM≥ 10, and co-upregulation or co-downregulation
between the compared groups. The target genes of the miRNAs were
predicted using miRanda, miRDB, TargetScan, and CLIP-seq. The target
genes were then subjected to functional annotation by Gene Ontology
(GO) enrichment as well as Kyoto Encyclopedia of Genes and Genomes
(KEGG) pathway analyses based on the DAVID tool (http://david.abcc.
ncifcrf.gov/).

2.7. Evaluation of MIR146 A promoter methylation with MassARRAY
spectrometry

Genomic DNA samples were isolated and purified with a DNA ex-
traction kit (BioTeke, China). The sequence of the MIR146 A gene from
NCBI databases was analyzed and used to design the primers for the
detection of methylation of the MIR146A promoter with Agena
EpiDesigner. The sodium bisulfite-converted DNA samples were am-
plified with custom-designed primers and then transcribed, followed by
cleavage with RNase A into small fragments covering the CpG sites.
Individual CpG sites were then quantitatively analyzed for their me-
thylation level by the MassARRAY platform (Sequenom, USA) at Beijing
Genomic Institute (BGI), as previously described (Xu et al., 2016). The
primers used are presented below:

5': aggaagagagGGGGTAGAGGAAGGTAGTTAAGGTT, and 3': cag-
taatacgactcacta tagggagaaggctTCTACCTAATCTTCTCCCCAAAAAC.

2.8. Statistical analyses

At least three independent experiments were performed for each
assay, and the data are shown as the means ± standard deviation (SD).
Comparisons between the experimental groups were analyzed using
Student’s t-test or nonparametric Mann-Whitney U test with SPSS 20.0
software (SPSS, Chicago, USA). A value of P < 0.05 was considered
statistically significant.

3. Results

3.1. The role of DNA methylation in hDPC inflammation induced by Pg-LPS

To investigate whether DNA methylation is involved in the in-
flammatory response of hDPCs, the effect of the DNA methyltransferase

Fig. 1. The role of DNA methylation in hDPCs in-
flammation induced by Pg-LPS.
(A) The mRNA expression and (B) protein secretion of
IL-6 and IL-8 were assessed by RT-qPCR and ELISA,
respectively. GAPDH was used as an internal control
for the normalization of mRNA expression (compared
with the LPS group at the response time, *P < 0.05,
**P < 0.01; compared with the control group at 0 h,
#P < 0.05, ##P < 0.01). (C) The expression of
DNMT1, DNMT3 A, and DNMT3BmRNA in LPS-treated
hDPCs was assessed by RT-qPCR. GAPDH was used as
an internal control (*P < 0.05, **P < 0.01). (D) The
expression of DNMT1 and DNMT3B protein in LPS-
treated hDPCs was evaluated by western blotting.
Vinculin was used as an internal control (*P < 0.05,
**P < 0.01).
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inhibitor 5-Aza-CdR on LPS-induced inflammation in hDPCs was stu-
died. As shown in Fig. 1A and B, the mRNA expression and protein
secretion of the inflammatory indicators IL-6 and IL-8 were increased
after Pg-LPS stimulation. Compared to LPS treatment alone, 5-Aza-CdR
preincubation significantly enhanced the mRNA expression of IL-6 and
IL-8; the increase in amplitude peaked at 3 h and then slowed at 12 h
and 24 h. Similarly, 5-Aza-CdR significantly increased the protein levels
of IL-6 and IL-8 in a time-dependent manner.

Then, the mRNA and protein levels of DNMTs in LPS-stimulated
hDPCs were measured. The results demonstrated that the DNMT1
mRNA level was significantly reduced after LPS treatment, with the
minimum level occurring at 6 h after stimulation (Fig. 1C). A similar
pattern of DNMT1 protein expression was observed (Fig. 1D). DNMT3 A
mRNA expression was decreased, but the decrease was not significant.
DNMT3B mRNA expression was reduced, and the difference was

statistically significant at 3 h (Fig. 1C), whereas the reduction in its
protein expression was not statistically significant (Fig. 1D). These data
suggest that DNA methyltransferases, especially DNMT1, play a role in
hDPC inflammation.

3.2. The effect of 5-Aza-CdR on the microRNA expression profile of LPS-
treated hDPCs

To investigate whether DNA methylation modulates the in-
flammatory response of hDPCs by regulating miRNA expression, the
effect of 5-Aza-CdR on the miRNA expression profile in LPS-treated
hDPCs was detected with an Illumina HiSeq 2500 sequencing platform.
The results showed that 5-Aza-CdR pretreatment changed the miRNA
expression pattern compared with LPS stimulation alone. We screened a
total of 41 differentially expressed miRNAs; 22 were upregulated, and

Fig. 2. Differentially expressed miRNAs in LPS-
stimulated hDPCs pretreated with 5-Aza-CdR
and their functional enrichment analyses.
(A) Differentially expressed microRNAs in LPS-
stimulated hDPCs pretreated with 5-Aza-CdR.
Each row represents a microRNA, and each
column represents the corresponding sample.
The colors of the rectangle from green to red
indicate mean RPM values from low to high,
respectively. (B) GO enrichment analysis and
(C) KEGG enrichment analysis of the predicted
target genes of differentially expressed
miRNAs. (D, E) A subset of 4 miRNAs among
20 differentially expressed miRNAs in hDPCs
inflammation as we previously reported (Mo
and Xu, 2017), were differentially expressed in
response to pretreatment with 5-Aza-CdR in
LPS-treated hDPCs in this study. (For inter-
pretation of the references to colour in this
figure legend, the reader is referred to the web
version of this article).

Z. Mo, et al. Molecular Immunology 111 (2019) 11–18

14



19 were downregulated (Fig. 2A).
Then, the target genes of 41 differentially expressed miRNAs were

predicted through miRanda, TargetScan, CLIP-seq, and miRDB algo-
rithms and subjected to GO and KEGG pathway enrichment analyses.
The results showed that the enriched GO terms included transcription
regulation, MAPK cascade regulation, transforming growth factor β
receptor signaling pathway, and cell migration and differentiation
(Fig. 2B). The KEGG pathway enrichment analysis showed that various
signaling pathways were involved, such as the MAPK signaling
pathway, mTOR signaling pathway, Wnt signaling pathway, and T cell
receptor signaling pathway (Fig. 2C).

Among the changed miRNAs, a subset of miRNAs (miR-146a-5p,
miR-151-5p, miR-1268a and miR-1268b) exhibited aberrant expression
in LPS-treated hDPCs in our previous sequencing data (Mo and Xu,
2017) as well as differential expression in response to 5-Aza-CdR pre-
incubation in this study (Fig. 2D and E). Of these four miRNAs, only
miR-146a-5p has been revealed to play a role in hDPC inflammation
(Liu et al., 2016; Shu et al., 2014; Sipert et al., 2014; Wang et al., 2012).
This miRNA was also the only one that was noticeably induced by 5-
Aza-CdR treatment in the present sequencing analysis. Thus, miR-146a-
5p was chosen for further verification.

3.3. The expression level of MIR146 A is regulated by DNA methylation in
LPS-treated hDPCs

According to the above results, miR-146a-5p was screened for fur-
ther verification. Stem-loop RT-qPCR showed that LPS significantly
induced miR-146a-5p expression in hDPCs. Compared to LPS stimula-
tion alone, 5-Aza-CdR markedly upregulated MIR146A expression, with
the peak expression occurring at 6 h (Fig. 3A); these results were

concordant with the sequencing results.
To survey the impact of DNMT1 on MIR146A expression, DNMT1

was knocked down in hDPCs. The results showed that the DNMT1
mRNA and protein expression levels were significantly reduced after
DNMT1 siRNA transfection (Fig. 3B–D). Compared to LPS-treated cells
transfected with negative control siRNA, DNMT1 knockdown cells had
significantly increased MIR146A expression at 6 h and 12 h (Fig. 3E).
These data demonstrated that the expression level of MIR146 A was
regulated by DNA methylation in LPS-treated hDPCs.

3.4. The effect of DNA methylation on MIR146 A promoter methylation in
LPS-treated hDPCs

To further explore whether DNA methylation regulates the methy-
lation level of the MIR146A promoter directly, the Sequenom
MassARRAY platform was used to measure the methylation of the
MIR146A promoter covering 24 CpG sites (Fig. 4A). The DNA methy-
lation analysis showed that the methylation levels in the MIR146A
promoter were not significantly different before and after LPS exposure
(Fig. 4B); under both conditions, the promoter had a low methylation
level. There were no significant differences in the methylation pattern
of the MIR146A promoter in LPS-treated hDPCs with 5-Aza-CdR pre-
treatment or DNMT1 knockdown (Fig. 4C and D).

4. Discussion

LPS from the cell walls of gram-negative bacteria can penetrate into
the dental pulp and trigger inflammatory responses, which play a vital
role in endodontic infection (Parolia et al., 2014; Renard et al., 2016).
IL-6 and IL-8, which are usually detected in the inflamed pulp, are re-
garded as important diagnostic biomarkers and mediators of pulp in-
flammation (Elsalhy et al., 2013; Zanini et al., 2017). DNA methylation
is a key epigenetic modification that plays a fundamental role in gene
transcription, and its role in inflammatory responses has recently at-
tracted increasing interest (Diomede et al., 2017; Iwaya et al., 2018).
Nevertheless, whether DNA methylation is involved in LPS-induced
dental pulp inflammation is still unclear. In the present study, hDPCs
were pretreated with 5-Aza-CdR to determine the role of DNA methy-
lation in LPS-induced inflammation. The results showed that 5-Aza-CdR
pretreatment enhanced the expression of IL-6 and IL-8 induced by LPS.
Meanwhile, the expression of DNMT1 was downregulated in LPS-sti-
mulated cells. These results indicated that DNA methylation played a
role in the inflammatory response of hDPCs and that DNMT1 was
possibly involved.

Previous studies indicated that DNA methylation could modulate
inflammation and inflammatory disease by regulating miRNA expres-
sion (Kim et al., 2014; Lynch et al., 2016; Miao et al., 2013). Our
previous study revealed a dysregulated miRNA expression pattern in
LPS-stimulated hDPCs (Mo and Xu, 2017). To explore whether the
aberrantly expressed miRNAs are regulated by DNA methylation, the
present study determined the effect of 5-Aza-CdR on the miRNA ex-
pression pattern using high-throughput sequencing. The results in-
dicated that the miRNA expression profile was altered in response to 5-
Aza-CdR pretreatment in LPS-stimulated hDPCs. Then, 41 differentially
expressed miRNAs were screened for the prediction of target genes and
subjected to a functional enrichment analysis. GO analysis showed that
the targets of these miRNAs were involved in MAPK cascade regulation,
the transforming growth factor β receptor signaling pathway, and cell
migration and differentiation, which are related to the inflammatory
immune process (Cooper et al., 2010; Garate et al., 2013; Zhao et al.,
2014). KEGG pathway analysis implicated inflammatory immune
pathways, such as the MAPK signaling pathway, the Wnt signaling
pathway, and the T cell receptor signaling pathway. These data in-
dicated that there may exist a complex interplay of the signaling
pathways in DNA methylation-regulated inflammation of hDPCs.

To further investigate the miRNAs regulated by methylation during

Fig. 3. The effect of 5-Aza-CdR treatment or DNMT1 knockdown on the ex-
pression of MIR146A induced by LPS in hDPCs.
(A) The relativeMIR146A expression after pretreatment with 5-Aza-CdR in LPS-
stimulated cells was assessed by stem-loop RT-qPCR (compared with the LPS
group at the response time, *P < 0.05; compared with the control group at 0 h,
#P < 0.05). U6 was used as an internal control. (B–D) The mRNA and protein
expression of DNMT1 were evaluated by RT-qPCR or western blotting after
DNMT1 knockdown (compared with the blank control and siNC group,
**P < 0.01). GAPDH and vinculin were used as internal controls for the nor-
malization of DNMT1 mRNA and protein expression, respectively. (E) The effect
of DNMT1 knockdown on MIR146A expression was determined by stem-loop
RT-qPCR in LPS-stimulated hDPCs (compared with the siNC
group,*P < 0.05,**P < 0.01).
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the inflammation, we analyzed the miRNAs aberrantly expressed in the
present sequencing that were also abnormally expressed in LPS-stimu-
lated hDPCs in our previous report (Mo and Xu, 2017). Four miRNAs,
namely, miR-146a-5p, miR-151-5p, miR-1268a and miR-1268b, were
thus screened. Among these miRNAs, miR-146a-5p, the only pulp in-
flammation-related miRNA, was most noticeably induced. Previous
studies showed that miR-146a-5p (also named miR-146a) is upregu-
lated in LPS-treated hDPCs (Mo and Xu, 2017; Shu et al., 2014; Sipert
et al., 2014; Wang et al., 2012). The gain- and loss-of-function analyses
indicate that miR-146a reduces the protein levels of IRAK1 and TRAF6
and suppresses the expression of IL-6 and IL-8, thus playing a negative
regulatory role in hDPC inflammation (Shu et al., 2014). 5-Aza-CdR was
shown to increase MIR146A expression in prostate cancer cell lines
(Wang et al., 2014). Consistent with these reports, miR-146a-5p was
increased after LPS stimulation, and 5-Aza-CdR preincubation markedly

increased its expression level in LPS-induced cells in the present study.
Furthermore, DNMT1 knockdown significantly upregulated MIR146A
expression in LPS-treated hDPCs. These data indicated that the
MIR146 A transcription level was modulated by DNA methylation in
hDPC inflammation.

In addition to miR-146a-5p, the members of the miR-146 and miR-
181 families, namely, miR-146b-5p, miR-181c-3p and miR-181d-5p,
were increased in the 5-Aza-CdR pretreatment group according to the
present sequencing. MiR-146b-5p is considered to be endotoxin-re-
sponsive, acting in a similar but not exactly the same way as miR-146a-
5p (Paterson and Kriegel, 2017). MiR-146b-5p is overexpressed in
macrophages of atherosclerosis (AS) patients and modulates in-
flammation by targeting TRAF6 (Lin and An, 2017). The miR-181 fa-
mily contains mainly miR-181a-3p/5p, miR-181b-3p/5p, miR-181c-3p/
5p and miR-181d-3p/5p. MiR-181a-5p and miR-181b-5p are reported

Fig. 4. Quantitative methylation analysis of CpG sites in the MIR146A promoter in hDPCs.
(A) The schematic diagram of CpG sites in the human MIR146A promoter. (B) The methylation analysis of the MIR146A promoter in the LPS group and the control
group. (C) The methylation level of the MIR146A promoter in the LPS group and the 5-AZA+ LPS group. (D) The methylation analysis of the MIR146A promoter in
the DNMT1 siRNA and the siNC group in LPS-stimulated hDPCs (the abscissa in panels A, B, and C refers to CpG sites. *P < 0.05).
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to regulate inflammation by targeting IL-6 and IL-8 (Chan et al., 2013;
Galicia et al., 2014). MiR-181c-3p is significantly elevated in esopha-
geal squamous cell carcinoma and its high expression is related with the
poor prognosis (Chen et al., 2015). MiR-181d-5p plays an anti-onco-
genic role in osteosarcoma via targeting FOXP1 (Chen et al., 2018). Our
previous report indicated that the expression levels of miR-146b-5p,
miR-181c-3p and miR-181d-5p did not significantly change after LPS
stimulation in hDPCs; this finding suggests that these miRNAs might not
be affected in hDPC inflammation (Mo and Xu, 2017).

5-Aza-CdR has a broad function in the production of pro- and anti-
inflammatory molecules (Seelan et al., 2018). Exposure to 5-Aza-CdR in
chondrocytes enhances the expression of IL-1, TGF-β and nitric oxide
synthase (NOS) (Zhao et al., 2015). In contrast, another study revealed
that 5-Aza-CdR treatment enhances the expression of the anti-in-
flammatory molecules liver X receptor α (LXRα) and PPARγ and sup-
presses the release of TNF-α, IL-6 and CCL2 in macrophages (Cao et al.,
2014). We found that 5-Aza-CdR markedly increased not only the ex-
pression of the inflammatory cytokines IL-6 and IL-8 but also the level
of the anti-inflammatory molecule MIR146A in LPS-induced hDPCs; the
greatest increases in IL-6 and IL-8 mRNA levels occurred at 3 h and
subsequently slowed at 12 h and 24 h, and the most noticeable increase
in miR-146a occurred at 6 h. We speculated that in the initial phase of
inflammation, IL-6, IL-8 and miR-146a were induced by LPS stimula-
tion. Then, the continuous augmentation of MIR146A induced by 5-
Aza-CdR may inhibit the production of IL-6 and IL-8, which exhibited a
smaller increase in the later phase of inflammation, thus blunting the
excessive pulpal inflammatory response. According to Figs. 1 and 3, IL-
6 and IL-8 mRNA and protein levels did not correlate at the later time
points after LPS stimulation, and a similar tendency was observed when
5-Aza-CdR induced robust MIR146A expression upon inflammation.
Generally, the half-life of mRNA is shorter than that of protein; thus, the
expression of mRNA generally occurs earlier than protein in the process
of gene expression (Chan et al., 2018; Yang et al., 2016). Additionally, a
single gene could be targeted by multiple miRNAs via mRNA de-
gradation or mRNA translation inhibition (Na and Kim, 2013). The
dysregulated miRNAs in our study might function in a cooperative or
antagonistic way and result in the expression patterns of IL-6 and IL-8.

5-Aza-CdR was reported to increase MIR146A expression by de-
creasing the DNA methylation level of the MIR146 A promoter, thereby
promoting apoptosis in prostate cancer cell lines and inhibiting prostate
tumor growth (Wang et al., 2014). Although we found that 5-Aza-CdR
pretreatment or DNMT1 knockdown enhanced MIR146A expression in
LPS-stimulated hDPCs, the methylation analysis showed no significant
difference in the methylation pattern ofMIR146A promoter, contrary to
the above report. Cardoso et al. found no differences in the methylation
patterns of the TLR2 and CD14 gene promoters in normal and inflamed
dental pulp. Thus, it was supposed that hypomethylation of these two
genes was a common feature in dental pulp (Cardoso et al., 2014). In
the present study, the methylation status of CpG sites in the MIR146A
promoter were both low before and after LPS exposure, suggesting that
its hypomethylation might also be a common feature in hDPCs. Pro-
moters with low methylation levels seem to be less responsive to de-
methylation treatment (Rubinstein et al., 2010). As such, the hypo-
methylation status of the MIR146A promoter may make it less
susceptible to 5-Aza-CdR pretreatment or DNMT1 knockdown in
hDPCs. Moreover, the effect of 5-Aza-CdR on gene expression arises not
only from promoter demethylation but also from the demethylation of
upstream genes (e.g., genes encoding transcription factors), regulatory
elements (e.g., enhancers), or the gene body (Jjingo et al., 2012; Seelan
et al., 2018). Thus, alterations in MIR146A expression may be due to
demethylation of the gene body or other CpG sites not detected in this
study, or, more likely, DNA methylation indirectly regulates MIR146A
expression upon the LPS-induced inflammatory response in hDPCs.
More studies are necessary to further elucidate the role of DNA me-
thylation-mediated miRNA expression in regulating the inflammatory
response in hDPCs.

5. Conclusions

In summary, this study demonstrated that DNA methylation plays
an important role in the inflammation of hDPCs. Pretreatment with the
DNA methyltransferase inhibitor 5-Aza-CdR could change the miRNA
expression profile of LPS-stimulated hDPCs. These findings contribute
to the understanding of the epigenetic mechanisms underlying dental
pulp inflammation and provide new insight into the development of
endodontic infection.

Conflict of interest

The authors declare that they have no conflict of interest.

Acknowledgments

This work was supported by the National Natural Science
Foundation of China (grant no.81771058).

References

Besler, C., Urban, D., Watzka, S., Lang, D., Rommel, K.P., Kandolf, R., Klingel, K., Thiele,
H., Linke, A., Schuler, G., Adams, V., Lurz, P., 2016. Endomyocardial miR-133a levels
correlate with myocardial inflammation, improved left ventricular function, and
clinical outcome in patients with inflammatory cardiomyopathy. Eur. J. Heart Fail.
18, 1442–1451.

Cao, H., Qi, Z., Jiang, H., Zhao, J., Liu, Z., Tang, Z., 2012. Detection of Porphyromonas
endodontalis, Porphyromonas gingivalis and Prevotella intermedia in primary endodontic
infections in a Chinese population. Int. Endod. J. 45, 773–881.

Cao, Q., Wang, X., Jia, L., Mondal, A.K., Diallo, A., Hawkins, G.A., Das, S.K., Parks, J.S.,
Yu, L., Shi, H., Shi, H., Xue, B., 2014. Inhibiting DNA Methylation by 5-Aza-2’-
deoxycytidine ameliorates atherosclerosis through suppressing macrophage in-
flammation. Endocrinology 155, 4925–4938.

Cardoso, F.P., de Faria, A.S., Dutra, W.O., Ribeiro, S.A., Moreira, P.R., 2014. Methylation
pattern of the CD14 and TLR2 genes in human dental pulp. J. Endod. 40, 384–386.

Chan, L.T., Zhong, S., Naqvi, A.R., Self-Fordham, J., Nares, S., Bair, E., Khan, A.A., 2013.
MicroRNAs: new insights into the pathogenesis of endodontic periapical disease. J.
Endod. 39, 1498–1503.

Chan, L.Y., Mugler, C.F., Heinrich, S., Vallotton, P., Weis, K., 2018. Non-invasive mea-
surement of mRNA decay reveals translation initiation as the major determinant of
mRNA stability. Elife 7, e156449.

Chen, S., Ainiwaer, B., Qing, S., Liu, T., Ma, Z., Shi, Y., Pang, X., Zhang, W., Li, X., 2015.
Expression levels of miR-181c-3p and miR-5692b in esophageal cancer and their
clinical significance. Zhonghua bing li xue za zhi = Chinese journal of pathology 44,
905–909.

Chen, H., Xiao, Z., Yu, R., Wang, Y., Xu, R., Zhu, X., 2018. MiR-181d-5p-FOXP1 feedback
loop modulates the progression of osteosarcoma. Biochem. Biophys. Res. Commun.
503, 1434–1441.

Cooper, P.R., Takahashi, Y., Graham, L.W., Simon, S., Imazato, S., Smith, A.J., 2010.
Inflammation-regeneration interplay in the dentine-pulp complex. J. Dent. 38,
687–697.

Diomede, F., Thangavelu, S.R., Merciaro, I., D’Orazio, M., Bramanti, P., Mazzon, E.,
Trubiani, O., 2017. Porphyromonas gingivalis lipopolysaccharide stimulation in human
periodontal ligament stem cells: role of epigenetic modifications to the inflammation.
Eur. J. Histochem. 61, 231–237.

Elsalhy, M., Azizieh, F., Raghupathy, R., 2013. Cytokines as diagnostic markers of pulpal
inflammation. Int. Endod. J. 46, 573–580.

Galicia, J.C., Naqvi, A.R., Ko, C.C., Nares, S., Khan, A.A., 2014. miRNA-181a regulates
toll-like receptor agonist-induced inflammatory response in human fibroblasts. Genes
Immun. 15, 333–337.

Garate, D., Rojas-Colonelli, N., Pena, C., Salazar, L., Abello, P., Pesce, B., Aravena, O.,
Garcia-Gonzalez, P., Ribeiro, C.H., Molina, M.C., Catalan, D., Aguillon, J.C., 2013.
Blocking of p38 and transforming growth factor beta receptor pathways impairs the
ability of tolerogenic dendritic cells to suppress murine arthritis. Arthritis Rheum. 65,
120–129.

Gomes, F.D.A., Andrade, L.C.D., Ferreira, C.M., Otoch, H.M., 2012. Microbiological
evaluation of infected root canals and their correlation with pain. RSBO 1, 31–37.

Hamidi, T., Singh, A.K., Chen, T., 2015. Genetic alterations of DNA methylation ma-
chinery in human diseases. Epigenomics 7, 247–265.

Hao, Y., Gu, X., Zhao, Y., Greene, S., Sha, W., Smoot, D.T., Califano, J., Wu, T.C., Pang, X.,
2011. Enforced expression of miR-101 inhibits prostate cancer cell growth by mod-
ulating the COX-2 pathway in vivo. Cancer Prev. Res. (Phila) 4, 1073–1083.

Hirsch, V., Wolgin, M., Mitronin, A.V., Kielbassa, A.M., 2017. Inflammatory cytokines in
normal and irreversibly inflamed pulps: a systematic review. Arch. Oral Biol. 82,
38–46.

Hui, T., Wang, C., Chen, D., Zheng, L., Huang, D., Ye, L., 2017. Epigenetic regulation in
dental pulp inflammation. Oral Dis. 23, 22–28.

Iwaya, C., Kitajima, H., Yamamoto, K., Maeda, Y., Sonoda, N., Shibata, H., Inoguchi, T.,
2018. DNA methylation of the Klf14 gene region in whole blood cells provides

Z. Mo, et al. Molecular Immunology 111 (2019) 11–18

17

http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0005
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0005
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0005
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0005
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0005
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0010
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0010
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0010
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0015
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0015
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0015
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0015
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0020
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0020
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0025
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0025
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0025
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0030
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0030
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0030
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0035
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0035
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0035
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0035
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0040
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0040
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0040
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0045
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0045
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0045
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0050
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0050
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0050
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0050
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0055
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0055
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0060
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0060
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0060
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0065
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0065
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0065
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0065
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0065
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0070
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0070
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0075
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0075
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0080
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0080
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0080
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0085
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0085
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0085
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0090
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0090
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0095
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0095


prediction for the chronic inflammation in the adipose tissue. Biochem. Biophys. Res.
Commun. 497, 908–915.

Jjingo, D., Conley, A.B., Yi, S.V., Lunyak, V.V., Jordan, I.K., 2012. On the presence and
role of human gene-body DNA methylation. Oncotarget 3, 462–474.

Kim, J.G., Kim, T.O., Bae, J.H., Shim, J.W., Kang, M.J., Yang, K., Ting, A.H., Yi, J.M.,
2014. Epigenetically regulated MIR941 and MIR1247 target gastric cancer cell
growth and migration. Epigenetics 9, 1018–1030.

Lam, K., Pan, K., Linnekamp, J.F., Medema, J.P., Kandimalla, R., 2016. DNA methylation
based biomarkers in colorectal cancer: a systematic review. Biochim. Biophys. Acta
1866, 106–120.

Lin, N., An, Y., 2017. Blockade of 146b-5p promotes inflammation in atherosclerosis-
associated foam cell formation by targeting TRAF6. Exp. Ther. Med. 14, 5087–5092.

Liu, Z., Jiang, T., Wang, X., Wang, Y., 2013. Fluocinolone acetonide partially restores the
mineralization of LPS-stimulated dental pulp cells through inhibition of NF-kappaB
pathway and activation of AP-1 pathway. Br. J. Pharmacol. 170, 1262–1271.

Liu, L., Shu, S., Cheung, G.S., Wei, X., 2016. Effect of miR-146a/bFGF/PEG-PEI nano-
particles on inflammation response and tissue regeneration of human dental pulp
cells. Biomed Res. Int. 2016, 1–12.

Lu, J., Tang, R.Y., Li, Y., 2006. Study of primary culture method of human pulp cell. Chin.
J. Conserv. Dent. 6, 311–313.

Lynch, S.M., O’Neill, K.M., McKenna, M.M., Walsh, C.P., McKenna, D.J., 2016. Regulation
of miR-200c and miR-141 by methylation in prostate cancer. Prostate 76, 1146–1159.

Marques Rocha, J.L., Samblas, M., Milagro, F.I., Bressan, J., Martinez, J.A., Marti, A.,
2015. Noncoding RNAs, cytokines, and inflammation-related diseases. FASEB J. 29,
3595–3611.

Miao, C.G., Yang, Y.Y., He, X., Xu, T., Huang, C., Huang, Y., Zhang, L., Lv, X.W., Jin, Y., Li,
J., 2013. New advances of microRNAs in the pathogenesis of rheumatoid arthritis,
with a focus on the crosstalk between DNA methylation and the microRNA ma-
chinery. Cell. Signal. 25, 1118–1125.

Mikeska, T., Craig, J.M., 2014. DNA methylation biomarkers: cancer and beyond. Genes
(Basel) 5, 821–864.

Mo, Z.H., Xu, Q., 2017. The expression profile of microRNA in Porphyromonas gingivalis
lipopolysaccharide induced inflammation in human dental pulp cells. Chin. J.
Stomatol. Res. (Electron. Ed.) 11, 333–340.

Na, Y.J., Kim, J.H., 2013. Understanding cooperativity of microRNAs via microRNA as-
sociation networks. BMC Genomics 14 (Suppl 5) S17-S17.

Parolia, A., Gee, L.S., De Moraes, Porto, ICCM, M., 2014. Role of cytokines, endotoxins
(LPS), and lipoteichoic acid (LTA) in endodontic infection. J. Dent. Oral. Disord.
Ther. 2, 1–5.

Paterson, M.R., Kriegel, A.J., 2017. miR-146a/b: a family with shared seeds and different
roots. Physiol. Genomics 49, 243–252.

Renard, E., Gaudin, A., Bienvenu, G., Amiaud, J., Farges, J.C., Cuturi, M.C., Moreau, A.,
Alliot-Licht, B., 2016. Immune cells and molecular networks in experimentally in-
duced pulpitis. J. Dent. Res. 95, 196–205.

Robertson, D., Smith, A.J., 2009. The microbiology of the acute dental abscess. J. Med.
Microbiol. 58, 155–162.

Rubinstein, J.C., Tran, N., Ma, S., Halaban, R., Krauthammer, M., 2010. Genome-wide
methylation and expression profiling identifies promoter characteristics affecting

demethylation-induced gene up-regulation in melanoma. BMC Med. Genomics
3, 1–9.

Samanta, S., Rajasingh, S., Cao, T., Dawn, B., Rajasingh, J., 2017. Epigenetic dysfunc-
tional diseases and therapy for infection and inflammation. Biochim. Biophys. Acta
1863, 518–528.

Seelan, R.S., Mukhopadhyay, P., Pisano, M.M., Greene, R.M., 2018. Effects of 5-Aza-2’-
deoxycytidine (decitabine) on gene expression. Drug Metab. Rev. 50, 1–15.

Sehic, A., Tulek, A., Khuu, C., Nirvani, M., Sand, L.P., Utheim, T.P., 2017. Regulatory
roles of microRNAs in human dental tissues. Gene 596, 9–18.

Seo, J., Park, Y., Yi, Y., Hwang, J., Lee, I., Cho, B., Son, H., Seo, D., 2015. Epigenetics:
general characteristics and implications for oral health. Restor. Dent. Endod. 40,
14–22.

Shu, S., Hong, L.L., Chen, L.H., Wei, X., 2014. A study on the expression and function of
miR-146a in human dental pulp cells. Chin. J. Stomatol. Res. (Electron. Ed.) 8,
179–185.

Sipert, C.R., Morandini, A.C., Dionisio, T.J., Trachtenberg, A.J., Kuo, W.P., Santos, C.F.,
2014. microRNA-146a and microRNA-155 show tissue-dependent expression in
dental pulp, gingival and periodontal ligament fibroblasts in vitro. J. Oral Sci. 56,
157–164.

Wang, M.C., Hung, P.S., Tu, H.F., Shih, W.Y., Li, W.C., Chang, K.W., 2012.
Lipopolysaccharide induces the migration of human dental pulp cells by up-reg-
ulating miR-146a. J. Endod. 38, 1598–1603.

Wang, X., Gao, H., Ren, L., Gu, J., Zhang, Y., Zhang, Y., 2014. Demethylation of the miR-
146a promoter by 5-Aza-2’-deoxycytidine correlates with delayed progression of
castration-resistant prostate cancer. BMC Cancer 14, 1–11.

Xie, F., Jones, D.C., Wang, Q., Sun, R., Zhang, B., 2015. Small RNA sequencing identifies
miRNA roles in ovule and fibre development. Plant Biotechnol. J. 13, 355–369.

Xu, C., Qu, H., Wang, G., Xie, B., Shi, Y., Yang, Y., Zhao, Z., Hu, L., Fang, X., Yan, J., Feng,
L., 2016. A novel strategy for forensic age prediction by DNA methylation and sup-
port vector regression model. Sci. Rep. 5, 17788.

Yang, Y., Chen, F., Wan, D., Liu, Y., Yang, L., Feng, H., Cui, X., Gao, X., Song, H., 2016.
Expression and characterization of a potent long-acting GLP-1 receptor agonist, GLP-
1-IgG2σ-Fc. PLoS One 11, e156449.

Zanini, M., Meyer, E., Simon, S.P., 2017. Pulp inflammation diagnosis from clinical to
inflammatory mediators: a systematic review. J. Endod. 43, 1033–1051.

Zhao, Y., Wang, C.L., Li, R.M., Hui, T.Q., Su, Y.Y., Yuan, Q., Zhou, X.D., Ye, L., 2014.
Wnt5a promotes inflammatory responses via nuclear factor kappaB (NF-kappaB) and
mitogen-activated protein kinase (MAPK) pathways in human dental pulp cells. J.
Biol. Chem. 289, 21028–21039.

Zhao, L.K., Wang, Q., Zhang, C.M., Huang, C.B., 2015. Effects of 5-Aza-CdR on inter-
leukin-1β, transforming growth factor-β and nitric oxide synthase expression in
human chondrocyte. Chin. J. Geriatrics 34, 988–991.

Zhao, X., Deng, R., Wang, Y., Zhang, H., Dou, J., Li, L., Du, Y., Chen, R., Cheng, J., Yu, J.,
2017. Twist1/Dnmt3a and miR186 establish a regulatory circuit that controls in-
flammation-associated prostate cancer progression. Oncogenesis 6, e315.

Zhong, S., Zhang, S., Bair, E., Nares, S., Khan, A.A., 2012. Differential expression of
microRNAs in normal and inflamed human pulps. J. Endod. 38, 746–752.

Z. Mo, et al. Molecular Immunology 111 (2019) 11–18

18

http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0095
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0095
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0100
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0100
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0105
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0105
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0105
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0110
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0110
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0110
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0115
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0115
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0120
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0120
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0120
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0125
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0125
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0125
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0130
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0130
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0135
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0135
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0140
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0140
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0140
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0145
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0145
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0145
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0145
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0150
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0150
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0155
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0155
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0155
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0160
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0160
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0165
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0165
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0165
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0170
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0170
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0175
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0175
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0175
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0180
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0180
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0185
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0185
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0185
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0185
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0190
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0190
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0190
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0195
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0195
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0200
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0200
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0205
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0205
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0205
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0210
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0210
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0210
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0215
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0215
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0215
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0215
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0220
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0220
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0220
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0225
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0225
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0225
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0230
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0230
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0235
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0235
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0235
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0240
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0240
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0240
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0245
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0245
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0250
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0250
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0250
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0250
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0255
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0255
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0255
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0260
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0260
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0260
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0265
http://refhub.elsevier.com/S0161-5890(18)30694-1/sbref0265

	The effect of DNA methylation on the miRNA expression pattern in lipopolysaccharide-induced inflammatory responses in human dental pulp cells
	Introduction
	Materials and methods
	Isolation and culture of hDPCs
	Treatment with 5-Aza-CdR and transfection with DNMT1 siRNA
	Real-time quantitative polymerase chain reaction (RT-qPCR)
	Western blot analysis
	Enzyme-linked immunosorbent assay (ELISA)
	miRNA sequencing and analysis
	Evaluation of MIR146 A promoter methylation with MassARRAY spectrometry
	Statistical analyses

	Results
	The role of DNA methylation in hDPC inflammation induced by Pg-LPS
	The effect of 5-Aza-CdR on the microRNA expression profile of LPS-treated hDPCs
	The expression level of MIR146 A is regulated by DNA methylation in LPS-treated hDPCs
	The effect of DNA methylation on MIR146 A promoter methylation in LPS-treated hDPCs

	Discussion
	Conclusions
	Conflict of interest
	Acknowledgments
	References




