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ABSTRACT
Host defense peptides (HDPs) are an important component of the innate immune
system and possess direct antimicrobial and immunomodulatory activities. Dietary
regulation of HDPs synthesis has emerged as a novel non-antibiotic approach to combat
pathogen infection. There are species- and tissue-dependent characteristics of the
regulation and mechanism of HDPs. In this study, we investigated whether the histone
deacetylase inhibitor (HDACi) sodium butyrate (NaB) could induce HDP expression
and the mechanism underlying NaB-regulated HDP expression in PK-15 cells. Our
results revealed that NaB augmented HDP expression in PK-15 cells, including porcine
β-defensin 3 (pBD3), epididymis protein 2 splicing variant C (pEP2C), pBD128, pBD123,
and pBD115, but no inflammatory response occurred. Inhibition of HDAC activity was
not sufficient to induce the expression of pBD3 and pEP2C in comparisons of NaB and
another HDACi, trichostatin A (TSA). Concomitantly, NF-κB activation was involved in
the induction of HDP expression by NaB. MAPK pathway inhibition also prevented pBD3
and pEP2C induction by NaB. Furthermore, NaB could still promote pBD3 and pEP2C
expression and inhibit IL-6 production in the presence of the toll-like receptor 2 (TLR2)
ligand peptidoglycan. Moreover, TLR2 could be activated by both NaB and peptidoglycan,
and blocking TLR2 expression suppressed HDP induction. Finally, we further showed
that increased pBD3 could decrease cytokine interleukin-18 (IL-18) and increase porcine
claudin 15 (pCLDN15) contents, suggesting an immunoregulatory function of pBD3.
In conclusion, this work paves the way for using HDACi-NaB to induce porcine kidney
defense peptides while limiting the deleterious risk of an inflammatory response.

INTRODUCTION

Host defense peptides (HDPs), which function
as a sentinel or guardian in the host innate immune
response, not only modulate immunity and immune-cell
function under physiological conditions to treat microbial
infections, but they also show direct activity against
multiple pathogenic microorganisms via their unique
ability to disrupt cell membranes; thus, they are also
called antimicrobial peptides (AMPs) or natural “peptide
antibiotics” [4]. In the kidney, epithelial cells produce and
secrete AMPs [5]. There are two major classes of AMPs in
mammals (humans): defensins and cathelicidins. Defensins
are widely distributed in mammalian epithelial cells and
phagocytes, and cathelicidins are secreted from neutrophils

Antibiotics are the mainstay of preventive treatment
and therapy for all cases of pathogenic bacterial infection,
and their use has grown in the past several decades.
However, the excessive use of antibiotics has accelerated
the emergence of multidrug-resistant microbes. The
superbug, apocalypse pig, occurs constantly, and antibiotic
resistance has already been listed as one of the thirtyone global risks related to social stability in the Global
Risks 2014 report. Thus, there is a need to seek new and
safe alternatives to conventional antibiotics in the near
future [1–3].
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in the bloodstream and expressed on epithelial surfaces.
The expression of these genes is tightly regulated; they
are induced by pathogens and cytokines as part of the
host defense response [6, 7], and they can be suppressed
by bacterial virulence factors and environmental factors
that can lead to increased susceptibility to infection [8, 9].
In contrast, HDP synthesis can be augmented without
triggering an extensive inflammatory response by several
different classes of small-molecule or dietary compounds
as alternatives to antibiotics for disease control and
prevention. For example, vitamin D3 potentiates hBD-2
expression via the vitamin D receptor (VDR) pathway [10],
and bile salts control the antimicrobial peptide cathelicidin
by binding to farnesoid X receptor and nuclear receptors,
subsequently up-regulating cathelicidin expression in the
human biliary epithelium [11]. The dietary ingredient
genistein stimulates CAMP/LL-37 expression through
a novel S1P-dependent mechanism, but not the VDRregulated pathway [12]. In contrast, microbial infection
can lead to the induction of AMP cathelicidin and the
generation of nitric oxide to kill bacteria via the activation
of TLRs and increased MyD88 expression, which activates
NF-κB mediated by VDR [13].
Butyrate, a short chain fatty acid (SCFA) that
functions as a small molecular inhibitor of histone
deacetylase (HDAC), not only functions as an energy
source but also plays an immunomodulatory or antiinflammatory role [14, 15]. The HDP-inducing activity
of SCFA is most potent in free fatty acids by inducing
cathelicidins and defensins in human, chicken and porcine
gastrointestinal or macrophage cells [16, 17]; however,
elevated production of HDPs in response to NaB displays
species-specific regulation and tissue specificity [17].
The effect of NaB-regulated HDP expression on the
kidney has not been reported in any mammalian tissue.
PK-15 cells, a porcine kidney cell line that is susceptible
to viral or bacterial infection, demonstrate that the
innate immune response is responsible for the swift and
efficient eradication of pathogens. Moreover, to date, the
mechanisms responsible for NaB-induced HDPs have
not been fully elucidated. This work highlights the gene
expression of HDPs induced by NaB in kidney cells but
not the induction of an inflammatory response.
Inhibition of HDAC by trichostatin A (TSA) can
enhance the induction of hBD2 expression dramatically
without affecting IL-8 expression. This mechanism is
supported by the increased phosphorylation of histone
H3 on serine S10, preferentially at the hBD2 promoter.
This process occurs through activation of the IκB kinase
complex, which also leads to NF-κB activation [18]. Our
present studies indicate that NaB enhances porcine HDP
expression via TLR2 recognition, followed by an IκB α
degradation-dependent process and activation of NF-κB
p65 phosphorylation independently of MyD88 in kidney
cells, in contrast to the increase in IκB α induced by
peptidoglycan. However, peptidoglycan can also activate
www.impactjournals.com/oncotarget

TLR2 and lead to NF-κB p65 phosphorylation and NFκB activation, but it weakens and strengthens HDP and
IL-6 expression, respectively. The goal of this approach
is to boost the expression of HDPs but not inflammatory
responses, representing a future alternative strategy to
antibiotics for the treatment of infections and dysbiosisdriven diseases in humans and animals during periods of
an increased incidence of antibiotic resistance.

RESULTS
NaB selectively improves AMP gene expression
in porcine kidney cells
AMP genes are expressed or regulated in a tissuespecific manner. To evaluate the basal level of the
expression of all porcine AMP genes in normal porcine
kidney epithelial cells, RT-PCR was performed using
specific primers including 29 β-defensin genes and 12
cathelicidin genes, porcine defensins (pBD) including
pBD1, pBD2, pBD3, pBD4, pBD107, and pEP2C, among
others, and cathelicidins including PR-39, Prophenin-1 or -2
(PF-1 or PF-2), Protegrins-1~5 (PG-1~5), and PMAPs
(PMAP-23, -36 or -37) (Supplementary Table 1) [5]. The
RT-PCR results for all of the above genes revealed those
that could be amplified from PK-15 cells in the absence of
treatment, including pBD1, pBD2, pBD3, pBD4, pBD108,
pBD123, pBD115, pBD128, pBD135, pEP2C, PG-1, and
PMAP-23 (Supplementary Figure 1A).
To analyze the expression of genes that are induced
during the innate immune response, including the above
genes encoding AMP after treatment with NaB in porcine
kidney cells, sub-confluent PK-15 cell monolayers
were stimulated with various concentrations of NaB for
24 hours. RNA was extracted after NaB challenge and
analyzed by qRT-PCR. Cell viability was not significantly
altered by NaB at concentrations ≤ 8 mM, as assessed
by the CCK-8 assay (Figure 1A). In cells without
NaB, basal expression levels of the studied genes were
confirmed by RT-PCR (data not shown). However, the
addition of exogenous NaB (0.5–8 mM) for 24 hours
was followed by a significant dose-dependent increase in
pBD3 and pEP2C by approximately 5–6-fold in porcine
kidney cells (Figure 1B and 1C). Additionally, pBD128
transcripts were up-regulated nearly 80-fold (Figure 1D),
pBD123 increased approximately 20-fold, peaking at
4 mM (Figure 1E), and pBD115 increased initially and
subsequently decreased (Figure 1F). Other genes were not
markedly induced after incubation with exogenous NaB,
and the expression of some other AMPs, including porcine
defensin (pBD104, 106, -108, -113, -116, 117, -118, -121,
122, 124, 125, 127, 133, 134) and cathilincidins (PF1-2,
PR-39, PMAP-36, PMAP-37) could not be detected
successfully regardless of the presence of exogenous NaB
because of the species-specific differences, gene- and cell
type-specific differences, or our ability (data not shown).
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Furthermore, we examined the time-dependent
effects on pBD3, pEP2C, pBD128, and pBD123
expression, which demonstrated a greater magnitude
of induction among all genes. Our results revealed a
remarkable time-dependent induction of pBD3 following
treatment of the cells with 8 mM NaB at 6, 12, and
24 hours (Figure 1G). A clear time-dependent response
to NaB was observed for pEP2C expression, in which
a marginal up-regulation was observed at 6 hours but
a dramatic difference was detected at 12 and 24 hours
(Figure 1H). Similarly to pEP2C, pBD128 and pBD123
exhibited a significant increase at 6, 12, and 24 hours in a
time-dependent manner (Figure 1I and 1J).

and pEP2C expression in response to NaB treatment.
Therefore, we first ascertained whether NaB attenuated
HDAC enzymes activity in PK-15 cells. As expected, the
Amplite™ fluorimetric HDAC activity assay revealed
a significant dose-dependent inhibition of HDAC
enzyme activity following NaB treatment of PK-15 cells
(Figure 2A). Concomitantly, a broad-spectrum HDAC
inhibitor, trichostatin A (TSA), at 1 µM also showed the
anticipated significant inhibition, and compared with
vehicle, the total reduction of TSA at 1 µM was similar to
that observed with 8 mM NaB. There were no significant
differences between NaB at 8 mM and TSA at 1 µM
(P > 0.01) (Figure 2A). We further determined the changes
in AMP gene expression after treatment with 8 mM NaB
and serial dilutions of TSA (10 nM, 100 nM, 1 µM) by
qRT-PCR. The results showed that treatment of the cells
with TSA could only increase the expression of pBD1 and
pBD2 but not of pBD3 or pEP2C (Figure 2B). Herein,
TSA concentrations ≤ 1 µM did not significantly alter
cell viability (Supplementary Figure 2). Taken together,
these results showed that the HDAC inhibitors NaB or
TSA could elevate AMP gene expression while inhibiting
HDAC activity in porcine kidney cells, but the type of
AMP induction was different, further indicating that
NaB and TSA elevated AMP expression via different

Inhibition of histone deacetylase plays a distinct
role between the increase in NaB-mediated
pBD3/pEP2C expression and TSA-mediated
pBD1/pBD2 in porcine kidney cells
Butyrate, a four-carbon short-chain fatty acid
(SCFA) that is a typical inhibitor of histone deacetylase
(HDAC) (termed HDACis), can specifically inhibit
class I/II HDAC enzyme activity. Based on the above
observations, we sought to evaluate the molecular
mechanisms leading to the enhanced induction of pBD3

Figure 1: Increased expression of AMP mRNA in porcine kidney cells following NaB. (A) PK-15 cells were treated with the

indicated concentrations of NaB, ranging from 0-128 mM, for 24 hours. Cell viability was measured using CCK-8. All CCK-8 values were
normalized to the control serial concentrations of NaB for 24 hours. (B–F) pBD3, pEP2C, pBD128, pBD123, and pBD115 gene expression
were determined by qRT-PCR after treatment with 0, 0.5, 1, 2, 4, and 8 mM NaB for 24 hours. (G, H) pBD3 and pEP2C gene expression
was analyzed by qRT-PCR after incubation with 8 mM NaB for 6, 12, and 24 hours. Similar results were obtained in repeated experiments
(more than two) using different cell preparations. Abbreviations: NaB, sodium butyrate. Means with different letters are significantly
different at P < 0.01 (B–F). *P < 0.01, using the unpaired Student’s t-test (G, H, I, and J).
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mechanisms. Histone deacetylase inhibition played a
distinct role in TSA-mediated pBD1/pBD2 expression
during the increase in NaB-mediated pBD3/pEP2C in
porcine kidney cells.

This process releases NF-κB and allows its translocation
into the nucleus [21]. By immunoblotting using an
antibody to detect phosphorylation-IKK α and total
IκB α, we directly observed dramatic increase of IKK α
(phosphor-Ser180) and IκB α degradation in PK-15 cells in
response to NaB treatment from 6 to 24 hours, and NF-κB3
(RelA, p65) phosphorylation was occurred (Figure 3A).
Simultaneously, the NF-κB1 (p50) and NF-κB3 (RelA, p65)
mRNA levels were detected after PK-15 cells were treated
with NaB at 8 mM for 24 hours, and the results showed
that the mRNA abundance of NF-κB p50 was significantly
decreased. In contrast, there were no obvious changes in
p65, demonstrating that the NF κB pathway was activated
in PK-15 cells by NaB via modification of p65 protein
phosphorylation, but not an increased level of transcription
(Figure 3B).
The compound BAY 11-7082, an inhibitor of NF-κB,
was then employed to inhibit IκB α degradation and p65
phosphorylation induced by NaB, to further explore the

p50 in the NF-κB pathway plays an important
role, whereas AMP expression is ameliorated by
NaB in PK-15 cells
Next, we investigated the signaling pathway
through which NaB mediated HDAC inhibition to induce
pBD3 expression. Several studies have demonstrated
that canonical histone H3 phosphorylation of HDAC
inhibition often occurs through activation of the alternative
IKKα/β pathway. IKKα functions as a histone H3 (Ser10)
(H3S10) kinase that regulates the structure of chromatin
and facilitates gene expression [19, 20]. Furthermore, the
phosphorylated IKK complex phosphorylates NF-κB,
inhibiting protein IκB α and resulting in its degradation.

Figure 2: Modulation of histone acetylation activity and AMP gene expression in response to NaB or TSA. (A) HDAC

activity was monitored by excitation at 490 nm and emission at 525 nm. (B) PK-15 cells were treated using various concentrations of TSA.
Bars represent means with SD of three independent experiments; means with different letters are significantly different at P < 0.01.
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NaB mediates the up-regulation of AMP
expression independently of the cell density or
serum

relationship between NF-κB pathway activation and the
up-regulation of AMP expression. BAY 11-7082 could
not inhibit IκB α degradation in PK-15 cells regardless
of the presence of NaB (Figure 3C), but it could
suppress p65 phosphorylation under either condition.
Interestingly, BAY 11-7082 could not suppress pBD3 and
pEP2C induction by NaB (data not shown), but there is
an inhibiting trend on the expression of AMP pBD128
induced by NaB and but not significantly (Figure 3D).
However, blockade of BAY11-7082 could significantly
but not completely suppress the expression of AMP
pBD128 and pBD123 induced by NaB (Figure 3E). Our
results also showed that BAY 11-7082 could enhance NFκB1 p50 transcription, in contrast to NaB (Figure 3F).
Thus, NF-κB pathway activation by NaB might occur
through p50 attenuation, which could prevent p65
phosphorylation, and BAY11-7082 might suppress AMP
pBD128 and pBD123 expression induced by NaB by
reversing p50 reduction by NaB. As a control, cellular
viability was not affected by the inhibitor BAY 11-7082
or co-incubation with NaB for 24 hours (data not shown).
Collectively, these results indicate that the increase
in pBD3 and pEP2C expression is mediated by NaB,
potentially through IκB α degradation and p65 subunit
phosphorylation followed by NF-κB pathway activation.
However, the mechanism underlying the regulation
of pBD128 and pBD123 differed between pBD3 and
pEP2C. BAY11-7082 reversed the decrease in p50 and
p65 phosphorylation leading to NF-κB pathway activation
induced by NaB, thus diminishing the expression of
pBD128 and pBD123 induced by NaB.

PK-15 cells typically have suprabasal features
and can form basal layers with tight junctions. Herein,
different densities were used to mimic different degrees
of confluence, including sub-confluence, confluence, and
post-confluence. Regardless of the degree of confluence,
a dramatic increase was observed in pBD3 and pEP2C
mRNA expression after NaB treatment. The degree of
confluence had no significance effect (P ˂ 0.01, Figure 5A
and 5B). Moreover, pBD3 and pEP2C mRNA expression
were up-regulated in the presence and absence of serum
(Figure 5C and 5D). Based on the above results, NaB
has a strong capacity to enhance AMP mRNA expression
independent of the cell density or serum.

Role of MAPKs in NaB-mediated AMP
up-regulation
We attempted to investigate the mechanism by which
NaB leads to induced AMP expression while mediating
HDAC inhibition. Some studies have demonstrated that
canonical phosphorylation of histone H3 occurs through
activation of the MAPK signaling pathway, and activation
of Erk1/2, p38, and SAPK/JNK can induce an increase in
AMP gene expression [23]. Therefore, PK-15 cells were
incubated with NaB (8 mM) in the presence of p38 MAPK
or ERK1/2 kinase inhibitor to block the Erk1/2 and p38
intracellular signaling pathways during NaB-induced AMP
mRNA expression. PK-15 cells were pre-treated with the
p38 MAPK inhibitor SB203580, the ERK1/2 inhibitor
PD98059 or DMSO, which is the solvent for SB203580
and PD98059, for 5 hours before incubation with NaB.
In this study, we focused on the epigenetic regulation of
the gene encoding AMP pBD3 and pEP2C. The greatest
effects were obtained using the p38 MAPK inhibitor
SB203580 at 10 or 50 µM, which resulted in a 50%
decrease in pBD3 expression, and at 50 µM, which also
resulted in a 50% decrease in pEP2C expression compared
with cells treated with NaB or pre-treatment with DMSO
alone for 24 hours (Figure 6A and Figure 6B). However,
25 µM PD98059 significantly decreased the enhanced
expression of pBD3 induced by NaB; furthermore,
25 µM and 50 µM PD98059 effectively decreased the upregulation of pEP2C expression in a clear dose-dependent
manner compared with the pre-treatment with NaB alone
(Figure 6C and 6D).

NaB enhances AMP but not inflammatory
cytokine expression
Some reports suggest that AMP gene expression
may be regulated during inflammatory responses in
response to invasion by pathogenic microorganisms [22].
Therefore, in addition to molecular features, we examined
other innate immune response genes, including genes
encoding inflammatory cytokines and chemokines during
the enhanced induction of AMP expression following
NaB-mediated HDAC inhibition. To achieve this goal,
PK-15 cells were treated with NaB for 24 hours, and total
RNA from the cytoplasm was harvested. The transcription
levels in cells treated with or without 8 mM NaB were
measured by qRT-PCR. Interestingly, in addition to AMPs,
we identified enhanced expression of IL-18 in cells treated
with NaB compared with untreated cells. In contrast, the
levels of inflammatory cytokine IL-1α and IL-6 were
decreased markedly, but no significant regulation of the
levels of the gene encoding the chemokine IL-8 was
detected (Figure 4). Taken together, these results suggest
that NaB not only up-regulated AMP expression but
also had an enormous potential to regulate inflammatory
cytokines expression.
www.impactjournals.com/oncotarget

Expression of antimicrobial peptide genes is still
improved by NaB in porcine kidney cells upon
TLR2 activation
To further assess the up-regulation of AMP
expression and the diminished inflammatory response
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to NaB in porcine kidney cells, PK-15 cells were
treated with the TLR2 ligand peptidoglycan to mimic
the inflammatory response mediated by TLR2, such as
during gram-positive bacterial infection. The expression
of TLRs and inflammatory cytokines or AMPs, including

TLR2, IL-6, IL-8 and pBD3, and pEP2C were detected
after peptidoglycan stimulation for 24 hours in PK-15
cells. As expected, TLR2 expression was significantly
increased in peptidoglycan (≥ 50 µg/mL)-treated-PK-15
cells (Supplementary Figure 3A). Although peptidoglycan

Figure 3: NF-κB pathway plays an important role, while AMP expressionwas ameliorated by NaB in PK-15 cells.

(A) Immunoblot analysis of total IκB α expression and p65 phosphorylation in cells pretreated or not with 8 mM NaB at the indicated
time points. Western blots were performed using antibodies directed against IκB α and p65 phosphorylation marks. Vehicle, without NaB
treatment cells for 24 h; NaB, cells challenged with NaB for 1, 3, 6, 12, and 24 hours; “P” prefix, phosphorylation. (B) qRT-PCR analysis
of NF-κB1 (p50) and NF-κB3 (p65) transcription in cells treated with 8 mM NaB. Data were analyzed using the unpaired Student’s t-test
at P < 0.01. *P < 0.01; n.s., not significant. C. Immunoblot analysis of total IκB α expression and p65 phosphorylation in cells pretreated
or not for 3 h with 2.5 µM BAY11-7082, and then treated with 8 mM NaB for 24 hours. D, E. qRT-PCR analysis of pBD3, pEP2C,
pBD128, and pBD123 transcription in cells treated with or without 8 mM NaB and 2.5 µM BAY 11-7082. Bars represent means with SD
of three independent experiments. Means with different letters are significantly different at P < 0.01. F. qRT-PCR analysis of NF-κB1 (p50)
transcription in cells treated with 8 mM NaB or 2.5 µM BAY 11-7082. Bars represent means with SD of three independent experiments.
Means with different letters are significantly different at P < 0.01.
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stimulation for 24 hours could activate TLR2 expression
and increased IL-6 and IL-8 inflammatory cytokine levels,
the mRNA levels of the AMP genes pBD3 and pEP2C were
significantly decreased (Supplementary Figure 3B–3E).

Next, we analyzed the expression of AMP and
proinflammatory pathways following 8 mM NaB treatment
and concomitant stimulation with 250 μg/mL peptidoglycan
for 24 hours. RNA was extracted and analyzed by qRT-PCR.

Figure 4: NaB controls inflammatory cytokine expression in PK-15 cells. qRT-PCR analysis of inflammatory cytokines,

including IL-1α, IL-6, IL-8, and IL-18 mRNA expression, in PK-15 cells treated with 8 mM NaB. *P < 0.01; n.s., not significant at P < 0.01.

Figure 5: Effect of cell density or serum concentration on NaB governs the up-regulation of AMP expression.

(A, B) qRT-PCR analysis of pBD3 and pEP2C transcription at different cell densities treated with 8 mM NaB. (C, D) qRT-PCR analysis
of pBD3 and pEP2C transcription in cells cultured in different serum concentrations and treated with 8 mM NaB. *P < 0.01; n.s., not
significant at P ˂ 0.01. Data were analyzed using the unpaired Student’s t-test.
www.impactjournals.com/oncotarget
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Strikingly, NaB not only inhibited the down-regulation
of pBD3 and pEP2C induced by peptidoglycan, but it
also increased pBD3 or pEP2C expression, ranging from
approximately 6–8-fold in comparison to the vehicle
without any treatment (Figure 7A and 7B). Moreover,
NaB significantly inhibited the increase in IL-6 induced
by peptidoglycan to levels even lower than the vehicle
(Figure 7C). However, the increase in IL-8 was not
influenced by NaB (Figure 7D). Collectively, these data
validate that NaB has a strong ability to improve AMP
expression during the innate immune response, particularly
during inflammatory response inhibition mediated by the
TLR2 ligand peptidoglycan.

peptidoglycan (Figure 8A). However, surprisingly, NaB
not only did not decrease peptidoglycan-induced TLR2
activation, but it also increased it synergistically together
with peptidoglycan (Figure 8A). Simultaneously, NaB
also drastically augmented TLR2 expression (Figure 8A).
It is interesting that TLR2 could be activated by both
peptidoglycan and NaB, but an opposite trend in AMP
regulation was observed. This result also validated that
changes in TLR2 expression were not the direct cause
of the enhanced AMP expression, suggesting that NaB
may reverse the down-regulation of AMP expression
and alterations of inflammatory factors in response to
peptidoglycan via a TLR2-independent pathway.
However, to assess whether the control of AMP
expression induced by NaB or peptidoglycan alone
was involved in TLR2 activation, we directly assessed
whether TLR2 silencing using siRNA could alter NaB
and peptidoglycan-mediated regulation of AMPs or
inflammatory factors. In this study, TLR2 expression
significantly declined in porcine kidney cells transfected
with siRNA to specifically knockdown TLR2 (Figure 8B).
Basal expression levels of both peptidoglycan and NaB
continued to concomitantly enhance TLR2 expression

Role of TLR2 in AMP expression mediated by
peptidoglycan and NaB in PK-15 cells
To investigate the upstream mechanism(s)
responsible for changes in peptidoglycan-induced
AMPs and inflammatory factors mediated by NaB, we
first assessed the potential involvement of the TLR2dependent pathway. The qRT-PCR results showed that
TLR2 expression increased following treatment with

Figure 6: Effect of MAPK inhibitors on the up-regulation of NaB-mediated pBD3 and pEP2C expression. PK-15 cells
were pretreated with a series of concentrations of the ERK1/2 inhibitor PD98059 or p38 MAPK inhibitor SB203580 and DMSO at a dose
no less than the dose required to solve SB 203580 or PD98059 for 5 hours prior to incubation with 8 mM NaB. (A and C) PD98059;
(B and D) SB203580. Bars represent means with SD of three independent experiments. Means with different letters are significantly
different at P < 0.01.
www.impactjournals.com/oncotarget
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with control siRNA, as expected, and activation of TLR2
expression by peptidoglycan was significantly altered after
silencing of the expression of TLR2 receptor. Although
NaB still significantly elevated TLR2 expression, compared
with cells treated with control siRNA, TLR2 expression
declined prominently in porcine kidney cells treated with
siRNA against TLR2 following NaB (Figure 8C).
Thereafter, we further examined the control of
AMPs by NaB and peptidoglycan after knocking down
TLR2, and our results showed that inhibition of pBD3 and
pEP2C expression by peptidoglycan was partially restored
and pBD3 declined in cells stimulated with 500 µg/mL
peptidoglycan (P ˂ 0.01) after transfection with siRNA
Control (siControl). However, after silencing TLR2, the
decrease in pBD3 was not significant, and pEP2C was
similar to pBD3 (Figure 8D and 8E). Concomitantly,
augmentation of the expression of both NaB-treated
pBD3 and pEP2C after knockdown of TLR2 was reduced
in response to control siRNA transfection compared with
vehicle without NaB, although this difference was not
significant (Figure 8D and 8E). In contrast, knockdown
of TLR2 expression not only decreased IL-6 production
in untreated cells, but it also relieved the increase in
IL-6 mRNA induced by peptidoglycan stimulation and
decreased the induction in response to NaB addition

(Figure 8F). These findings indicated that NaB reversed
the changes in AMPs and inflammatory factors in response
to peptidoglycan, not through the inhibition TLR2
activation by peptidoglycan but through other targets.
However, TLR2 expression plays an important role in
regulating expression of the AMPs pBD3 and pEP2C and
the inflammatory factor IL-6 in response to peptidoglycan
and NaB treatment alone.

NaB reverses the changes in AMPs and
inflammatory responses induced by TLR2
ligands by activating the NF-κB pathway
Exposure of porcine kidney cells to NaB (8 mM)
for 24 hours resulted in a reduction of basal p50 and p65
mRNA levels (Figure 3B). Thus, we further explored
whether NaB could counteract the regulation of AMPs
and IL-6 mediated by peptidoglycan by regulating key
NF-κB factors. First, the NF-κB p50 and p65 gene mRNA
levels were detected in PK-15 cells after stimulation
with peptidoglycan (250 µg/mL), NaB (8 mM), or the
combination of both for 24 hours using qRT-PCR. The
results showed that NF-κB p65 mRNA was enhanced
after peptidoglycan stimulation for 24 hours. However,
treatment with NaB (P < 0.01) counteracted the

Figure 7: Effect of NaB on porcine kidney cells in the presence of the TLR2 ligand peptidoglycan. qRT-PCR to detect
changes in gene transcription of (A) pBD3, (B) pEP2C, (C) IL-6, and (D) IL-8 in cells treated with 8 mM peptidoglycan and 250 ng/ml
peptidoglycan for 24 hours. n.s., not significant at P < 0.01; *P < 0.01 (A and B). Data were evaluated using the unpaired Student’s t-test.
“PGN” represent peptidoglycan.
www.impactjournals.com/oncotarget
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peptidoglycan-mediated upregulation of NF-κB p65
mRNA levels, although NaB could not enhance p65
transcription alone (Figure 9A). However, p50 mRNA was
not notably changed after peptidoglycan challenge, but
NaB could still significantly reduce the p50 mRNA levels
(P ˂ 0.01, Figure 9B). Western blot analysis revealed the
differences in the changes in IκB α expression between
the NaB and peptidoglycan treatments. NaB induced
IκB α degradation and enhanced p65 phosphorylation; in
contrast, peptidoglycan enhanced p65 phosphorylation
but also enhanced IκB α expression. Moreover, co-

incubation with NaB and peptidoglycan resulted in greater
IκB α expression degradation and p65 phosphorylation
(Figure 9C). Thus, it was surprising that NaB potentially
reversed the effects on AMP and IL-6 expression
by inhibiting p65 transcription by peptidoglycan.
Additionally, the decrease in p50 may be involved in
the improvement in AMPs based on the results obtained
for NaB alone and NaB combined with peptidoglycan.
In addition, the degree of IκB α degradation and p65
phosphorylation was closely related to the enhancement
of AMP expression by NaB.

Figure 8: Role of TLR2 in AMP expression control by peptidoglycan and NaB in PK-15 cells. (A) qRT-PCR analysis of

TLR2 expression in cells after treatment with 8 mM NaB or 250 µg/mL peptidoglycan or co-incubation with both for 24 hours. (B) PK-15
cells were transfected with siRNA targeting TLR2, and then qRT-PCR was performed to detect TLR2 gene expression. (C–F) PK-15 cells
were transfected with siRNA against TLR2 or siControl, and 6 hours post-transfection, the culture medium was replaced with medium
containing 250 µg/mL peptidoglycan or 8 mM NaB for 24 hours. qRT-PCR was then performed to detect TLR2 (C), pBD3 (D), pEP2C (E),
and IL-6 (F) transcript levels. Asterisks (*) represent statistical significance at P < 0.02, n.s., not significant. “PGN” represent peptidoglycan.
www.impactjournals.com/oncotarget
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Recombinant plasmids bearing the pBD3
gene (mature peptide) can be successfully
overexpressed and regulate cytokines in
PK-15 cells

expression vector (pEGFP-N1) carrying the pBD3
gene was constructed. The recombinant plasmid pBD3pEGFP-N1 was amplified by PCR (Figure 10A), digested
with EcoR I and Xho I (Figure 10B) and sequenced (data
not shown). The coding sequence of the recombinant
plasmid pBD3-pEGFP-N1 was confirmed to be consistent
with the inserted target sequence (detailed data not
shown). Next, plasmid pBD3-pEGFP-N1 was transiently

To explore whether the increased expression of
endogenous AMP gene leads to changes in cytokines
involved in innate immunity in PK-15 cells, a eukaryotic

Figure 9: Effect of NaB (8 mM), peptidoglycan (250 µg/mL) or the combination of both on NF-κB signaling in PK-15
cells. (A, B) qRT-PCR was performed to detect p65 and p50 mRNA levels after treatment with peptidoglycan (250 µg/mL), NaB (8 mM),
or the combination of both substances for 24 hours. Different letters (a, b, c, and d) indicate significant differences at P < 0.01 among the
four groups. (C) Total proteins were harvested for western blot analysis to detect protein levels of IκB α and p65 phosphorylation in PK-15
cell treated as in (A and B). β-actin served as a loading control. “PGN” represent peptidoglycan.
www.impactjournals.com/oncotarget
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transfected into PK-15 cells. Expression of the pBD3pEGFP-N1 fusion protein in PK-15 cells was analyzed
by fluorescence microscopy. As shown in Figure 10C,
green fluorescence emitted by expression of the pBD3pEGFP-N1 fusion protein was observed in the cytoplasm
of PK-15 cells. Moreover, pBD3 gene overexpression
in PK-15 cells was analyzed by RT-PCR (Figure 10D)
and qRT-PCR (Figure 10E). The results showed that the
target fragment pBD3 levels were markedly elevated in
pBD3-transfected PK-15 cells compared with PK-15 cells
transfected with the pEGFP-N1 plasmid empty vector.
Moreover, the expression levels of important
inflammatory cytokine interleukins (ILs) or the tight
junction protein family of claudins (CLDNs) were
determined by qRT-PCR in cells that were transiently
transfected with the pBD3 fusion plasmid to induce pBD3
gene overexpression. The results revealed markedly lower
levels of IL-18 in pBD3-transfected PK-15 cells than in
empty vector-transfected PK-15 cells, a decreasing trend
in IL-2, and a marked enhancement of pCLDN15. There
were no significant changes in the expression of IL-4, IL-6,
IL-8, IL-10, IL-12α, pOCLIN, pCLDN4, or pCLDN10
following the transient transfection of pBD3 genes for 24
hours (Figure 10F). These results demonstrate that pBD3
protein was successfully overexpressed in PK-15 cells
after transient transfection for 18–24 hours, resulting in a
decrease in IL-18 and an increase in pCLDN15 expression.

that are known to play pivotal roles as transcriptional
suppressors. HDAC is involved in the transcriptional
regulation of HDP or LL-37 gene expression in human
cell lines [18, 25] or in chickens [26, 27].
However, no information is available regarding
histone acetylation and AMP gene expression in porcine
kidney cells. Here, we observed an increase in AMPs,
including pBD3, pEP2C and pBD123, pBD128, and
pBD115, in PK-15 cells treated with NaB, which is a SCFA
with prominent HDAC inhibition ability that is exerted in
a dose and time-dependent manner. pBD3 and pEP2C are
concurrently augmented in porcine intestinal epithelial
cell, but the magnitude of induction is greater than that
in porcine kidney epithelial cells [17]. To our surprise,
pBD128 and pBD123 could be increased more than 80-fold
and 20-fold, respectively. Among all the analyzed porcine
HDPs, pBD1, pBD4, pBD114, PG-1, and PMAP23, were
not induced in PK-15 cells (data not shown).
HDACs often participate in the regulation of
transcription factors and signal transduction pathways.
NaB, a small specific inhibitor of HDACs, can efficiently
suppress HDAC activity [14]. As reported, NaB could
suppress the activity of HDACs in porcine kidney cell
while increasing AMP gene expression. We speculated
that the up-regulation of AMP gene expression might be
linked to the inhibition of histone deacetylase. Therefore,
trichostatin A, another HDAC inhibitor with an entirely
different chemical structure than NaB, was used to assess
the regulation of AMPs. Unexpectedly, although we
observed that TSA mediated HDAC inhibition in porcine
kidney cells, in contrast to NaB, it could not induce pBD3
and pEP2C expression. Interestingly, TSA-mediated
HDAC inhibition could effectively enhance pBD1 and
pBD2 expression. Different HDAC inhibitors have diverse
targets, including class I (HDAC1-3 and 8), class II (4–7
and 9–10), class III (SIRT1-7) and class IV (HDAC11),
as shown in Table 1 [27]. The differences in gene type
specificities between NaB and TSA may be due to the
different targets of HDAC inhibition in porcine kidney
cells. HDAC inhibition of HDAC1 with the pan-HDAC
inhibitor trichostatin A (TSA) could increase hBD1
gene expression and histone H3 acetylation at the hBD1
promoter [28]. The dietary HDAC inhibitor sulforaphane
induces human β-defensin-2 (hBD2) in intestinal epithelial
cells [29]. The effect on Ac-α-tubulin also differs between
NaB and TSA; TSA, but not NaB, causes a marked
increase in Ac-α-tubulin expression [30]. Therefore, pBD3
and pEP2C expression induced by NaB occurred via
HDAC inhibition in a manner distinct from that of TSA.
Histone acetylation and deacetylation modifications
play a crucial role in chromatin structure, cellular function
and transcriptional regulation of gene expression. The
acetylation status of histone proteins is determined
by the opposing actions of histone acetyl-transferases
(HAT) and histone deacetylases (HDAC). HDACs act as
transcriptional repressors due to histone deacetylation and

DISCUSSION
To the best of our knowledge, renal epithelial cells
maintain a protective barrier function between host innate
immunity and invasion by pathogenic microorganisms.
Defensins and cathelicidins are two major families of HDPs
that are preferentially expressed in mucosal epithelial
cells and phagocytic cells. Min-Kyeung Choi et al.
reported that HDPs are also broadly expressed in the
kidney tissues of 2-week-old piglets. However, temporal
changes in gene expression are observed between 2- and
5-month-old pigs, and HDPs are expressed in a tissuespecific manner [5]. Herein, we first explored the basal
genome expression levels in porcine kidney cells of 29
porcine β-defensin and 12 cathelicidin genes, including
all of the reported porcine HDPs [5]. Among these
genes, pBD1, pBD2, pBD3, pBD4, pBD108, pBD115,
pBD123, pBD128, pBD135 and PG-1 showed basal and
constitutive expression by RT-PCR. However, perhaps
because of “extremely low” levels, we failed to detect
the basal constitutive expression levels of pBD105,
pBD112, pBD114, pBD119, and pBD129, among others,
in unstimulated cells.
Although many foreign substances possess HDPinducing activity, species-specific differences and geneand cell type-specific differences in HDP regulation clearly
occur at least in response to SCFAs (e.g., butyrate, valeric
acid) [17, 24]. HDACs are chromatin-modifying enzymes
www.impactjournals.com/oncotarget
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consequently promote chromatin condensation, thereby
repressing transcriptional activation [18]. One potential
candidate for HDAC inhibition is the IKK pathway, which
can mediate this process through the IKK α kinase and
also activate the transcription of NF-κB-responsive genes
by phosphorylating and targeting its inhibitor IκB α for
proteasomal degradation [31, 32]. p65 (NF-κB3) and p50
(NF-κB1) are two key subunits of the NF-κB pathway.
The p50 subunit lacks a C-terminal transactivation domain
(TD), in contrast to p65 with a characteristic transcriptional
activation domain. The NF-κB p50-p50 homodimer has
been reported to function as a transcriptional repressor

[33]. Our results showed a dramatic decrease in p50, unlike
p65, which seemed to suggest that NF-κB was activated
after NaB treatment. The increase in p65 phosphorylation
further suggested that NF-κB was activated. Moreover, an
apparent increase in IKK-α phosphorylation and decrease
in IκB α protein levels were also observed in kidney cells.
The IKK-α phosphorylation and IκB α degradation further
support our hypothesis that histone acetylation activated
downstream of the NF-κB signal may occur via the
phosphorylation of H3S10, which is a predisposing mark
for histone acetylation, a marker of active transcription
[34]. The NF-κB inhibitor BAY11-7082 does not inhibit

Figure 10: Construction of eukaryotic recombinant expression plasmids pBD3-pEGFP-N1 and expression of pBD3
fusion protein, and the effect of transient overexpression of pBD3 on cytokine, chemokine and tight junction protein
production in PK-15 cells. (A) Restriction enzyme digestion analysis of plasmid pBD3-pEGFP-N1. An inserted fragment of

approximately 201 bp was separated by 1% agarose gel electrophoresis following digestion of pBD3-pEGFP-N1 with Xho I and EcoR I.
Lane M, DL15, 000 DNA Marker; Lane 1, pBD3-pEGFP-N1 digested with EcoR I and Xho I; Lane 2-3, pBD3-pEGFP-N1 digested with Xho
I and EcoR I, respectively. (B) pBD3 gene amplification in pBD3-pEGFP-N1 plasmids was analyzed by RT-PCR. Lane M, DL5, 000 DNA
Marker; Lane 1, H2O; Lane 2, pBD3-pEGFP-N1 plasmids. (C) Transient expression of the pBD3 fusion protein in PK-15 cells transfected
with pBD3-pEGFP-N1 or pEGFP-N1 and analyzed by fluorescence microscopy. pBD3 protein expression observed by green fluorescence
was evaluated in PK-15 cells. (D and E) pBD3 mRNA expression in PK-15 cells was analyzed by semi-quantitative-PCR or qRT-PCR after
transient overexpression of the pBD3 fusion protein. F. qRT-PCR analysis of gene expression profiles for cytokine, chemokine and tight
junction protein production in cells overexpressing pBD3 protein. Asterisks (*) indicate statistical significance at P < 0.01.
www.impactjournals.com/oncotarget
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Table 1: Specificity of HDACs (NaB and TSA)
HDAC inhibitor

Target HDACs
Class I (HDAC1-3 and HDAC8)
Class IIa HDACs (HDAC4, 5, 7, and 9)
Class I (HDAC1-3 and HDAC8)
Class IIa HDACs (HDAC4, 5, 7, and 9)
Class IIb (HDAC6 and 10)
Class IV (HDAC11)

Butyrate
Trichostatin A

the canonical IKK complex or IKK-related kinases, but
it suppresses LPS or IL-1-stimulated phosphorylation of
the activation loop of IKK β and thereby the degradation
of IκB α in a MyD88 (myeloid differentiation factor 88)–
dependent signaling network by targeting the ubiquitin
system [35]. Herein, we found not only that BAY11-7082
could not degrade IκB α expression in porcine kidney
cells in the absence of stimulation but also that it could
not prevent the degradation of IκB α induced by NaB.
There was no increase but instead a dramatic decrease in
MyD88, an adaptor protein during suppression that leads
to the degradation of IκB α (data not shown). However,
BAY 11-7082 clearly inhibited p65 phosphorylation in
cells regardless of the presence of NaB. Interestingly,
BAY 11-7082 could not inhibit the up-regulation of
pBD3 and pEP2C induced by NaB, but it could inhibit
the enhancement of pBD123 and pBD128 expression
through p65 phosphorylation. These findings suggest that
NF-κB signaling network activation may be a vital part of
the mechanism underlying the induction of porcine AMP
expression signaling pathways. Additionally, compared
with pBD123 and pBD128, pBD3 and pEP2C did not
have an equivalent regulatory mechanism. Based on these
results, it is worth noting that NaB activation of the NF-κB
signaling network differed from that of lipopolysaccharide
(LPS) or some inflammatory cytokines. As reported
previously, BAY 11-7082 could not inhibit the canonical
IKK complex or IKK-related kinases in vitro, but it could
inhibit LPS-induced IκB α degradation [35]. This result
suggested that NF-κB signaling induced by NaB differed
from that caused by LPS. Furthermore, the changes in
p50 between NaB and BAY11-7082 further demonstrated
that lower p50 levels were beneficial for AMP expression
enhancement in porcine kidney cells.
Some bacteria and viruses commonly infect host
cells by activating the NF-κB signaling network, thereby
enhancing the production of downstream proinflammatory
cytokines such as IL-1, IL-6, and TNF-α, among others
[36]. However, surprisingly, although NaB activated NF-κB
signaling, it decreased the production of IL-1 and IL-6 in
porcine kidney cells. However, the HDAC inhibitors NaB,
TSA, and valproate regulated the expression of IL-18,
a cytokine with antitumor and inflammatory regulatory
properties in human acute myeloid leukemia cell lines
[37]. A recent report also demonstrated that butyrate could
www.impactjournals.com/oncotarget

mediate the induction of IL-18 in colonic epithelium using
GPR109A as a receptor (encoded by Niacr1) and that
butyrate-GPR109a signaling imparts an anti-inflammatory
phenotype to DCs and macrophages [38]. In our study, IL-18
in porcine kidney cells was increased 5-fold compared
with the non-stimulated group. IL-18 has been reported
to increase the expression of certain AMPs, and treatment
with recombinant IL-18 significantly increased mRNA
expression of CRAMP in mice [39]. Interestingly, in the
following analyses, we found that pBD3 overexpression
attenuated IL-18 expression. HDPs were also reported as
immune regulators to attenuate pro-inflammatory cytokine
production by microbial products. A dual directional
regulatory mechanism may be present between AMPs and
IL-18 in porcine kidney cells.
When differentiation influences signal transduction,
subconfluent cells utilize NF-κB and post-confluent cells
utilize MEK1/2, and p38 [40]. In a previous study, the p38
MAPK signaling pathway was found to be involved in
butyrate-CAMP gene expression [24]. Our results indicate
that the p38 MAPK inhibitor SB203580 and the ERK1/2
inhibitor PD98059 have a small effect on blocking the
induction of pBD3 and pEP2C in subconfluent cells in a
similar manner.
The ability of AMP to target a broad group of,
mostly, pathogens has remained puzzling until recently
[41]. Peptidoglycan, an important constituent of the grampositive bacterial cell wall, is a TLR2 ligand [42] and thus
plays a vital role in the activation and regulation of host
immune responses [43–45]. To further explore the roles
of NaB-induced AMP, we inhibited the inflammatory
response in the presence of bacteria. Peptidoglycan was
used to stimulate porcine kidney cells to generate a mini
immune response model induced by gram-positive bacterial
infection. Extracellular peptidoglycan was recognized by
the cells via activation of TLR2 expression, which led to
the activation of downstream signaling pathway members
in the human embryonic kidney HEK293 cell line [42]. In
porcine kidney cells, IL-6 mRNA expression spiked after
TLR2 activation in response to peptidoglycan exposure
for 24 hours. Although the production of inflammatory
cytokines is important for mediating the initial host
defense response to invading pathogens, an excessive
inflammatory response can be detrimental to the host.
Thus, TLR-mediated inflammation is a double-edged
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sword that must be precisely regulated. Herein, NaB could
effectively regulate the excessive production of IL-6,
thereby maintaining homeostasis. AMP gene expression
was abrogated by Helicobacter pylori virulence effectors
during prolonged infection via the inactivation of EGFR
signaling, to evade a key innate mucosal defense pathway
and thus support the establishment of persistent infection
[8]. Our results showed that mRNA expression of the
AMP genes pBD3 and pEP2C was markedly suppressed
after peptidoglycan stimulation for 24 hours, which may
represent a mechanism employed by Gram-positive
bacteria against the host innate immune system. However,
it is encouraging that AMP inhibition and IL-6 elevation
in response to peptidoglycan were restored in the presence
of both peptidoglycan and NaB. Therefore, we found that
NaB had a greater ability to up-regulate AMP expression
and inhibit IL-6 production, regardless of whether the cells
were grown under common conditions or stimulated with
peptidoglycan.
TLR2 is a main receptor for microbial products
from Gram-positive bacteria, such as peptidoglycan and
lipoteichoic acid (LTA) [46]. Exogenous peptidoglycan
was recognized by TLR2 in porcine kidney cells. TLR2silenced PK-15 cells exhibited diminished pBD3, pEP2C
down-regulation and IL-6 up-regulation following
peptidoglycan stimulation. Therefore, we demonstrated
that TLR2 activation played a crucial role in peptidoglycanstimulated PK-15 cell responses, and it directly regulated
the expression of AMPs. We speculated that NaB could
inhibit AMP expression by diminishing TLR2 activation
induced by peptidoglycan. However, our results confirmed
that not only was NaB unable to diminish TLR2 activation
but also, in contrast, TLR2 was activated by NaB itself. In
a previous report, the membrane abundance and mRNA
expression of TLR2 were increased 1.6-fold and 1.7-fold,
respectively, by 0.5 mM NaB in bovine mammary epithelial
cells [47]. Herein, TLR2 mRNA was induced by NaB in
porcine kidney cells by approximately 60-fold, exceeding
the fold activation in bovine mammary epithelial cells.
TLR2 plays a crucial role in the regulation of AMPs in
response to treatment with NaB and peptidoglycan alone
by silencing the targeted TLR2. The regulation of AMPs
was significantly altered by reduction of the peptidoglycaninduced increase in p65 and the decrease in p50 mRNA, and
this regulation played a role in the retro-regulation of IκB
α degradation, in contrast to peptidoglycan, thus promoting
IκB α degradation. These results also demonstrated that both
NaB and peptidoglycan could activate NF-κB signaling, but
in distinct ways. Together, these results demonstrate that
AMP regulation induced by NaB is a complex process that
is regulated in multiple ways.
In our studies, we addressed whether the increase in
endogenous pBD3 expression could regulate the expression
of other immune regulators. The important inflammatory
cytokines interleukins and typical tight junction protein
CLDNs were evaluated. Remarkably, a marked decrease in
www.impactjournals.com/oncotarget

IL-18 and an enhancement of pCLDN15, a classic CLDN,
were observed after transient transfection of the pBD3
fusion protein for 24 hours. In a previous report, β-defensin
131 produced though the overexpression of β-defensin
131 plasmid mediated immunoregulation, especially the
release of proinflammatory cytokines and chemokines [48]
Additionally, overexpression of hBD2 and pBD2 could
attenuate inflammation [49, 50]. Although the species
and cytokine levels in previous studies were reduced by
β-defensin 131 overexpression by 100,000-fold using
G418, in the present analysis, pBD3 was overexpressed
by only 7,000-fold due to the transient expression in a very
short time period. Therefore, the increase in endogenous
pBD3 expression could regulate cytokine transcription,
supporting a strong immunoregulatory ability.

MATERIALS AND METHODS
Reagents, antibodies and cell culture
The pharmacological inhibitor sodium butyrate
(NaB) (B5887, Sigma, St. Louis, MO), HDAC inhibitor
trichostatin A (TSA) (T1952, Sigma), NF-κB inhibitor
BAY11-7082, p38MAPK inhibitor SB203580, and ERK1/2
inhibitor PD98,059 were all purchased from Beyotime
(S1523, S1863, S1805, Shanghai, China). Antibodies
against phosphor-NF-κB p65 (Ser536) (93H1) rabbit
mAb were purchased from Cell Signaling Technology
(#3033, USA), and anti-IκB α (SC-371, Santa Cruz),
anti-β-actin (13E5) and secondary horseradish peroxidase
(HRP)-conjugated anti-rabbit IgG were purchased from
Cell Signaling Technology, Inc. (4970, 7077, USA).
Peptidoglycan - TLR2 ligand was purchased from
InvivoGen (tlrl-pgnb3, USA). The AmpliteTM Fluorimetric
HDAC Activity Assay Kit was purchased from AAT
Bioquest (13601, Sunnyvale, CA, USA). Plasmids were
extracted with the EndoFree Mini Plasmid Kit from
TIANGEN BIOTECH (DP118, Beijing, China).
The immortalized porcine kidney epithelial cell line
PK-15 was purchased from ATCC (http://www.atcc.org/
Products/All/CCL-33.aspx), cultivated in high glucose
Dulbecco’s Modified Eagle’s Medium (DMEM, Gibco,
Carlsbad, CA) supplemented with 10% heat-inactivated
fetal bovine serum (FBS, 1552680, Bioind) and 1%
penicillin/streptomycin (100 U/mL and 100 mg/mL,
respectively) (V900929, Sigma, St. Louis, MO) and
maintained in a humidified atmosphere at 37°C with
5% CO2. The cells were routinely passaged at 80–90%
confluence.

Reverse transcription-polymerase chain reaction
(RT-PCR)
Total RNA was isolated from PK-15 cells using
TRIzol reagent (94604, Ambion, Life technologies,
Carlsbad, USA) according to the manufacturer’s
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instructions, and 1 μg total sample RNA was reversetranscribed into complementary DNA (cDNA) using
M-MLV reverse transcriptase (RR037A, Takara Bio Inc.,
Shiga, Japan). The PCR primer sequences for the genes
analyzed in this study are listed in Supplementary Table 1,
and the products were electrophoresed on a 1% agarose gel.

an appropriate range containing equivalent amounts of
proteins in assay buffer, followed by the addition of 40 µL
of diluted cell lysates. Then, 50 µL of HDAC Green™
Substrate working solution was added to each well, and the
plate was incubated at room temperature for 45 minutes.
The fluorescence intensity at Ex/Em = 490/525 nm was
monitored. The fluorescence detected in the blank wells
(with assay buffer only) was used as the background
fluorescence and subtracted from the values determined
for the wells subjected to HDAC Green™ reactions.
All fluorescence readings are expressed in relative
fluorescence units (RFU), and each experiment was
performed in triplicate.

Cell viability assays
The toxic effects of NaB on PK-15 cells were
determined using the Cell Counting Kit-8 (CCK-8) assay
(BS350B, Biosharp, Anhui, China). Briefly, approximately
5 × 103 cells were plated in 96-well plates (Corning, USA).
After growing the cells to 60% to 70% confluence, they
were incubated with different concentrations of NaB at
37°C for 24 hours. Then, 2-(2-methoxy-4-nitrophenyl)-3
-(4-nitrophenyl)-5-(2,4-disulfophenyl)-2H-tetrazolium,
monosodium salt (WST-8) reagent was added to the
cells according to the manufacturer’s protocol, and the
absorbance was recorded at 450 nm using an Infinite
M200 microplate reader (Tecan, Durham, USA). Mocktreated cells served as a control. Each experiment was
performed in triplicate.

Western blotting analysis
Cell pellets harvested at the indicated times and
from the indicated treatment modes were homogenized
in ice-cold RIPA buffer containing complete protease
inhibitors (PMSF). Total protein was resolved on a 12%
SDS-PAGE gel to detect IκB α protein or β-actin and
on an 8% gel to detect phosphorylated p65 protein and
then transferred onto polyvinylidene fluoride (PVDF)
membranes (Millipore, USA). After blocking with 5%
milk in Tris-buffered saline (10 mM Tris-Cl at pH 7.5
and 150 mM NaCl) containing 0.05% Tween 20 (TBST)
at 37°C for 2 hours, the membranes were incubated with
primary antibody against targeted protein at 4°C overnight,
followed by incubation with the corresponding HRPlinked secondary antibodies (dilution, 1:2500) for 1 hour
at room temperature. The protein bands were developed
using a super enhanced chemiluminescence (ECL) Plus
detection system (P1010, Applygen, Beijing, China) and
visualized with X-ray film (Clinx Science Instruments Co.,
Ltd., Shanghai, China). The expression of each protein
was normalized to that of β-actin.

Quantitative real-time PCR
Quantitative real-time PCR (qRT-PCR) was
performed to evaluate and quantify the mRNA levels of
cytokines in PK-15 cells following the treatment described
above for the indicated periods. Briefly, the cDNA samples
were analyzed by qRT-PCR using SYBR green I as the
fluorescent dye (RR420A, Takara Bio Inc., Shiga, Japan).
Relative quantifications of the mRNA expression of
the target genes were calculated using the comparative
threshold cycle number for each sample (2–ΔΔCT). Gene
expression was normalized to the corresponding β-actin
level. The main primers used for qRT-PCR in this study
are shown in Supplementary Table 1 [51–54].

RNA interference for TLR2 gene knockdown

Histone deacetylase (HDAC) activity assay

For TLR2 gene knockdown, PK-15 cells were
transfected with 160 nM of specific silencing (si) RNA
oligonucleotides targeting porcine TLR2 or scrambled
oligonucleotides with FAM synthesized by Sangon
Biotechnology of China using Lipofectamine 2000 reagent
(11668, Invitrogen, Carlsbad, CA, USA) according to the
manufacturer’s instructions. The scrambled oligo, which had
no specific target in the mammalian genome, was used as a
control. Briefly, 160 nM siRNA and 1.5 µL of Lipofectamine
RNAi max transfection reagent were diluted in separate
tubes to 50 µL in serum-free opti-MEM (Gibco) and
incubated for 5 min at room temperature. The two solutions
were mixed and incubated further at room temperature
for 20 min to form siRNA-Lipofectamine complexes
(100 µL), and they were transfected in a final volume
of 500 µL into 70–80% sub-confluent PK-15 cells for
24 hours before gene knockdown analysis. The knockdown

The Amplite™ Fluorimetric HDAC Activity Assay
Kit was used to measure HDAC activity in PK-15 cells
according to the manufacturer’s instructions. Briefly, PK15 cells were plated at a density of 1 × 105 cells per well in
12-well plates and incubated with different concentrations
of NaB or TSA, a common HDAC inhibitor serving as a
positive control for 24 hours at 37°C. The “0” represents
cells without NaB or TSA treatment. Each group was
assessed in triplicate. Cell pellets harvested after 24 hours
were homogenized in ice-cold RIPA lysis buffer (P0013B,
Beyotime, China) containing the complete protease
inhibitor phenylmethyl sulfonylfluoride (PMSF) (ST506,
Beyotime, Shanghai, China). Protein concentrations
were measured using the trace nucleic acid protein
analyzer (Implen, Germany). Cell lysates were diluted to
www.impactjournals.com/oncotarget
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efficiency was analyzed by qRT-PCR. The sequences of
specific siRNA oligonucleotides were as follows. TLRsense: CCAGAUCUUUGAGCUCCAUTT; antisense: AU
GGAGCUCAAAGAUCUG GTT; negative control-sense:
UUCUCCGAACGUGUCACGUTT; antisense: ACGUG
ACACGUUCGGAGAATT [55].

solid-phase methods at BGI Biotechnology Company
of China. The gene fragment was subcloned into E. coli
pUC57-simple cloning vector after digestion with Xho
I and EcoR I. Next, the fragment was subcloned into
the eukaryotic expression cloning vector pEGFP-N1.
After the identification of positive colonies, pBD3pEGFP-N1 plasmid cDNA was extracted using PCR
and mono or dual restriction endonucleases, agarose gel
electrophoresis and DNA sequencing. The sequences
of the primers used to amplify the full-length pBD3
were forward: 5′-atgaggatccactaccttctctttg and reverse:
5′-tttcctctttcggcagca.

Construction of eukaryotic expression
recombinant plasmids carrying the pBD3 gene
The gene encoding the mature pBD3 gene
of Sus scrofa (GenBank, NM_214444.1) with the
sequence ATGAGGATCCACTACCTTCTCTTTGCCT
TGCTCTTCTTGTTCCTGATGCCTCTTCCAGGTAAT
GGAAGAATCATAAATA CATTACAAAGGTATTATT
GCAAAATAAGACGCGGCCGCTGTGCTGTGCTTGG
CTGCCTTCCAAAAGAGGAACAGATAGGTAGCTGT
TCTGTGAGTGGCCGAAAATGCTGCCGAAAGAGG
AAA, was synthesized as a full-length oligonucleotide
without the terminator codon (TGA) using standard

pBD3 recombinant plasmid transfection and
overexpression
PK-15 cells were grown to approximately 80%
confluence in 24-well plates and then transiently
transfected with the confirmed recombinant plasmid pBD3pEGFP-N1 at a dose of 0.5 µg/well using Lipofectamine

Figure 11: Regulatory mechanism of AMP gene expression induced by NaB in porcine kidney cells. NaB inhibited HDAC

activity and improved AMP expression, even following challenge with the TLR2 ligand peptidoglycan. The mechanism: NaB leads to IκB
α degradation, a reduction of p50 transcription and an increase in p65 phosphorylation, subsequently activating the NF-κB pathway and
leading to enhanced AMP transcription via TLR2. The MAPK pathway also plays a role in the regulation of AMPs by NaB. NaB reversed
the down-regulation of AMPs induced by the TLR2 ligand peptidoglycan by inhibiting the levels of p65 and decreasing p50 transcription
and even IκB α degradation, which are key factors in the NF-κB pathway. Finally, overexpression of pBD3 protein regulated the expression
of other cytokines in porcine kidney cells.
www.impactjournals.com/oncotarget
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hours after transfection, the cells were rinsed twice with
cold PBS, fixed in 4% formaldehyde in PBS for 30 min at
room temperature and quenched with 0.1 M glycine in PBS.
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fluorescence microscopy. Moreover, the effects of the
expression of pBD3 and other immunomodulatory factors
following pBD3 protein overexpression were determined
by qRT-PCR. The sequences of the primers used are shown
in Supplementary Table 2.

XJD, ND and ASS participated in the design of
this study. XJD, JLH, WTS and XYX performed all
the experiments. WZ performed the cell culture. XJD
performed the statistical analysis and drafted the main
manuscript. ASS supervised the work. ASS and ND
revised the final version of the manuscript. All authors
have read and approved the final version of the manuscript.

CONFLICTS OF INTEREST
Competing financial interests: The authors declare
no competing financial interests.

GRANT SUPPORT

Statistical analysis

This work was supported by National Natural Science
Foundation of China (31472104, 31501914, 31272453),
the China Agriculture Research System (CARS-36), and
the Program for Universities in Heilongjiang Province
(1254CGZH22).

All data were obtained from at least three
independent experiments and expressed as the means ±
standard deviations (SD). The differences and statistical
significance of the gene expression ratios of drug-treated
versus normal samples were analyzed using an unpaired
Student’s t-test or GLM (General Linear Model of
Statistical Analysis System, SAS 9.4.2, 2000). A P-value
less than 0.01–0.02 was considered statistically significant
(*P ˂ 0.01 or 0.02; n.s., not significantly different).
Different letters indicate significant difference at P < 0.01.

REFERENCES
1. Zasloff M. Antimicrobial peptides of multicellular
organisms. Nature. 2002; 415:389–395.
2. Kumarasamy KK, Toleman MA, Walsh TR, Bagaria J, Butt F,
Balakrishnan R, Chaudhary U, Doumith M, Giske CG,
Irfan S, Krishnan P, Kumar AV, Maharjan S, et al.
Emergence of a new antibiotic resistance mechanism in
India, Pakistan, and the UK: a molecular, biological, and
epidemiological study. Lancet Infect Dis. 2010; 10:597–602.
3. Lyu Y, Yang Y, Lyu X, Dong N, Shan A. Antimicrobial
activity, improved cell selectivity and mode of action of
short PMAP-36-derived peptides against bacteria and
Candida. Sci Rep. 2016;6: 27258.
4. Hilchie AL, Wuerth K, Hancock RE. Immune modulation
by multifaceted cationic host defense (antimicrobial)
peptides. Nature Chemical Biology. 2013; 9:761–768.
5. Choi MK, Le MT, Nguyen DT, Choi H, Kim W,
Kim JH, Chun J, Hyeon J, Seo K, Park C. Genome-level
identification, gene expression, and comparative analysis of
porcine β-defensin genes. BMC Genet. 2012;13: 98.
6. Gao Y, Rong Y, Wang Y, Xiong H, Huang X, Han F, Feng J,
Wang Y. Expression pattern of porcine antimicrobial peptide
PR-39 and its induction by enterotoxigenic Escherichia
coli (ETEC) F4ac. Vet Immunol Immunopathol. 2014; 1
60:260–265.
7. Wu H, Zhang G, Minton JE, Ross CR, Blecha F.
Regulation of cathelicidin gene expression: induction
by lipopolysaccharide, interleukin-6, retinoic acid, and
Salmonella enterica serovar typhimurium infection. Infect
Immun. 2000; 68:5552–5558.

CONCLUSIONS
To the best of our knowledge, this study is the
first to assess the regulation of AMPs by NaB in porcine
kidney cells. We demonstrated that NaB improved
AMP expression while inhibiting HDAC activity, even
following challenge with the TLR2 ligand peptidoglycan,
at different degrees of confluence and with reduced serum
concentrations. We also further showed the underlying
mechanism: NaB leads to IκB α degradation, a reduction of
p50 transcription and an increase in p65 phosphorylation,
subsequently activating the NF-κB pathway and enhancing
AMP transcription via TLR2. Moreover, the MAPK
pathway also plays a role in AMP regulation by NaB.
Furthermore, NaB reverses the down-regulation of AMPs
induced by the TLR2 ligand peptidoglycan by inhibiting
p65 levels and decreasing p50 transcription and even IκB
α degradation. Finally, we overexpressed pBD3 protein
in porcine kidney cells and showed that it could regulate
the expression of other cytokines, as shown in Figure 11.
Thus, our results provide a novel approach demonstrating
that NaB increases the expression of AMPs but not the
inflammatory response in porcine kidney, suggesting
its potential as a future antibiotic alternative strategy to
prevent and treat infections during a period of increasing
antibiotic resistance.

www.impactjournals.com/oncotarget

26549

Oncotarget

8. Bauer B, Pang E, Holland C, Kessler M, Bartfeld S,
Meyer TF. The Helicobacter pylori virulence effector CagA
abrogates human beta-defensin 3 expression via inactivation
of EGFR signaling. Cell Host Microbe. 2012; 11:576–586.

20. Yamamoto Y, Verma UN, Prajapati S, Kwak YT,
Gaynor RB. Histone H3 phosphorylation by IKK-alpha is
critical for cytokine-induced gene expression. Nature. 2003;
423:655–659.
21. Hayden MS, Ghosh S. Signaling to NF-kappaB. Genes Dev.
2004; 18:2195–2224.
22. Raqib R, Sarker P, Bergman P, Ara G, Lindh M, Sack DA,
Nasirul IK, Gudmundsson GH, Andersson J, Agerberth B.
Improved outcome in shigellosis associated with butyrate
induction of an endogenous peptide antibiotic. Proc Natl
Acad Sci U S A. 2006; 103:9178–9183.
23. D’Aldebert E, Biyeyeme BMM, Mergey M, Wendum D,
Firrincieli D, Coilly A, Fouassier L, Corpechot C,
Poupon R, Housset C, Chignard N. Bile salts control the
antimicrobial peptide cathelicidin through nuclear receptors
in the human biliary epithelium. Gastroenterology. 2009;
136:1435–1443.
24. Steinmann J, Halldorsson S, Agerberth B, Gudmundsson GH.
Phenylbutyrate induces antimicrobial peptide expression.
Antimicrob Agents Chemother. 2009; 53:5127–5133.
25. Kulkarni NN, Yi Z, Huehnken C, Agerberth B,
Gudmundsson GH. Phenylbutyrate induces cathelicidin
expression via the vitamin D receptor: Linkage to
inflammatory and growth factor cytokines pathways. Mol
Immunol. 2015; 63:530–539.
26. Sunkara LT, Achanta M, Schreiber NB, Bommineni YR,
Dai G, Jiang W, Lamont S, Lillehoj HS, Beker A,
Teeter RG, Zhang G. Butyrate enhances disease resistance
of chickens by inducing antimicrobial host defense peptide
gene expression. PLoS One. 2011;6: e27225.
27. Sunkara LT, Zeng X, Curtis AR, Zhang G. Cyclic AMP
synergizes with butyrate in promoting beta-defensin 9
expression in chickens. Mol Immunol. 2014; 57:171–180.
28. Kallsen K, Andresen E, Heine H. Histone deacetylase
(HDAC) 1 controls the expression of beta defensin 1 in
human lung epithelial cells. PLoS One. 2012;7: e50000.
29. Schwab M, Reynders V, Loitsch S, Steinhilber D,
Schroder O, Stein J. The dietary histone deacetylase
inhibitor sulforaphane induces human beta-defensin-2 in
intestinal epithelial cells. Immunology. 2008; 125:241–251.
30. Zhang H, Du M, Yang Q, Zhu MJ. Butyrate suppresses
murine mast cell proliferation and cytokine production
through inhibiting histone deacetylase. J Nutr Biochem.
2016; 27:299–306.
31. Anest V, Hanson JL, Cogswell PC, Steinbrecher KA,
Strahl BD, Baldwin AS. A nucleosomal function for
IkappaB kinase-alpha in NF-kappaB-dependent gene
expression. Nature. 2003; 423:659–663.

9. Chakraborty K, Ghosh S, Koley H, Mukhopadhyay AK,
Ramamurthy T, Saha DR, Mukhopadhyay D,
Roychowdhury S, Hamabata T, Takeda Y, Das S. Bacterial
exotoxins downregulate cathelicidin (hCAP-18/LL-37) and
human beta-defensin 1 (HBD-1) expression in the intestinal
epithelial cells. Cell Microbiol. 2008; 10:2520–2537.
10. Olliver M, Spelmink L, Hiew J, Meyer-Hoffert U,
Henriques-Normark B, Bergman P. Immunomodulatory
effects of vitamin D on innate and adaptive immune
responses to Streptococcus pneumoniae. J Infect Dis. 2013;
208:1474–1481.
11. D’Aldebert E, Biyeyeme BMM, Mergey M, Wendum D,
Firrincieli D, Coilly A, Fouassier L, Corpechot C,
Poupon R, Housset C, Chignard N. Bile salts control the
antimicrobial peptide cathelicidin through nuclear receptors
in the human biliary epithelium. Gastroenterology. 2009;
136:1435–1443.
12. Park K, Kim YI, Shin KO, Seo HS, Kim JY, Mann T, Oda Y,
Lee YM, Holleran WM, Elias PM, Uchida Y. The dietary
ingredient, genistein, stimulates cathelicidin antimicrobial
peptide expression through a novel S1P-dependent
mechanism. J Nutr Biochem. 2014; 25:734–740.
13. Liu PT, Stenger S, Li H, Wenzel L, Tan BH, Krutzik SR,
Ochoa MT, Schauber J, Wu K, Meinken C, Kamen DL,
Wagner M, Bals R, et al. Toll-like receptor triggering of
a vitamin D-mediated human antimicrobial response.
Science. 2006; 311:1770–1773.
14. Wang X, He G, Peng Y, Zhong W, Wang Y, Zhang B.
Sodium butyrate alleviates adipocyte inflammation by
inhibiting NLRP3 pathway. Sci Rep. 2015;5: 12676.
15. Bauer B, Pang E, Holland C, Kessler M, Bartfeld S,
Meyer TF. The Helicobacter pylori virulence effector CagA
abrogates human beta-defensin 3 expression via inactivation
of EGFR signaling. Cell Host Microbe. 2012; 11:576–586.
16. Sunkara LT, Jiang W, Zhang G. Modulation of antimicrobial
host defense peptide gene expression by free fatty acids.
PLoS One. 2012;7: e49558.
17. Zeng X, Sunkara LT, Jiang W, Bible M, Carter S, Ma X,
Qiao S, Zhang G. Induction of porcine host defense peptide
gene expression by short-chain fatty acids and their analogs.
PLoS One. 2013;8: e72922.
18. Fischer N, Sechet E, Friedman R, Amiot A, Sobhani I,
Nigro G, Sansonetti PJ, Sperandio B. Histone deacetylase
inhibition enhances antimicrobial peptide but not
inflammatory cytokine expression upon bacterial challenge.
Proc Natl Acad Sci U S A. 2016;113: E2993-E3001.

32. Yamamoto Y, Verma UN, Prajapati S, Kwak YT,
Gaynor RB. Histone H3 phosphorylation by IKK-alpha is
critical for cytokine-induced gene expression. Nature. 2003;
423:655–659.

19. Anest V, Hanson JL, Cogswell PC, Steinbrecher KA,
Strahl BD, Baldwin AS. A nucleosomal function for
IkappaB kinase-alpha in NF-kappaB-dependent gene
expression. Nature. 2003; 423:659–663.
www.impactjournals.com/oncotarget

33. Hilchie AL, Wuerth K, Hancock RE. Immune modulation
by multifaceted cationic host defense (antimicrobial)
peptides. Nature Chemical Biology. 2013; 9:761–768.
26550

Oncotarget

34. Cheung P, Allis CD, Sassone-Corsi P. Signaling to
chromatin through histone modifications. Cell. 2000;
103:263–271.

inflammatory response but enhances phagocytic activity
toward Staphylococcus aureus. Infect Immun. 2012;
80:2076–2088.

35. Strickson S, Campbell DG, Emmerich CH, Knebel A,
Plater L, Ritorto MS, Shpiro N, Cohen P. The antiinflammatory drug BAY 11–7082 suppresses the MyD88dependent signalling network by targeting the ubiquitin
system. Biochem J. 2013; 451:427–437.

46. Takeuchi O, Hoshino K, Kawai T, Sanjo H, Takada H,
Ogawa T, Takeda K, Akira S. Differential roles of TLR2 and
TLR4 in recognition of gram-negative and gram-positive
bacterial cell wall components. Immunity. 1999; 11:443–451.
47. Alva-Murillo N, Medina-Estrada I, Baez-Magana M,
Ochoa-Zarzosa A, Lopez-Meza JE. The activation of
the TLR2/p38 pathway by sodium butyrate in bovine
mammary epithelial cells is involved in the reduction of
Staphylococcus aureus internalization. Mol Immunol. 2015;
68:445–455.

36. Baker RG, Hayden MS, Ghosh S. NF-kappaB,
inflammation, and metabolic disease. Cell Metab. 2011;
13:11–22.
37. Kalina U, Koyama N, Hosoda T, Nuernberger H, Sato K,
Hoelzer D, Herweck F, Manigold T, Singer MV, Rossol S,
Bocker U. Enhanced production of IL-18 in butyratetreated intestinal epithelium by stimulation of the proximal
promoter region. Eur J Immunol. 2002; 32:2635–2643.

48. Kim JH, Kim KH, Kim HJ, Lee J, Myung SC. Expression of
Beta-Defensin 131 Promotes an Innate Immune Response
in Human Prostate Epithelial Cells. PLoS One. 2015;10:
e144776.

38. Singh N, Gurav A, Sivaprakasam S, Brady E, Padia R, Shi H,
Thangaraju M, Prasad PD, Manicassamy S, Munn DH,
Lee JR, Offermanns S, Ganapathy V. Activation of Gpr109a,
receptor for niacin and the commensal metabolite butyrate,
suppresses colonic inflammation and carcinogenesis.
Immunity. 2014; 40:128–139.

49. Han F, Zhang H, Xia X, Xiong H, Song D, Zong X, Wang Y.
Porcine beta-defensin 2 attenuates inflammation and
mucosal lesions in dextran sodium sulfate-induced colitis. J
Immunol. 2015; 194:1882–1893.
50. Shi N, Jin F, Zhang X, Clinton SK, Pan Z, Chen T.
Overexpression of human beta-defensin 2 promotes growth
and invasion during esophageal carcinogenesis. Oncotarget.
2014; 5:11333–11344. doi: 10.18632/oncotarget.2416.

39. Bedi B, McNair NN, Forster I, Mead JR. IL-18
cytokine levels modulate innate immune responses and
cryptosporidiosis in mice. J Eukaryot Microbiol. 2015;
62:44–50.

51. Choi MK, Le MT, Nguyen DT, Choi H, Kim W,
Kim JH, Chun J, Hyeon J, Seo K, Park C. Genome-level
identification, gene expression, and comparative analysis of
porcine β-defensin genes. BMC Genet. 2012;13: 98.

40. Johnston A, Gudjonsson JE, Aphale A, Guzman AM,
Stoll SW, Elder JT. EGFR and IL-1 signaling synergistically
promote keratinocyte antimicrobial defenses in a
differentiation-dependent manner. J Invest Dermatol. 2011;
131:329–337.

52. Sang Y, Patil AA, Zhang G, Ross CR, Blecha F.
Bioinformatic and expression analysis of novel porcine
beta-defensins. Mamm Genome. 2006; 17:332–339.

41. Kudryashova E, Lu W, Kudryashov DS. Defensins
versus pathogens: an unfolding story. Oncotarget. 2015;
6:28533–28534. doi: 10.18632/oncotarget.5109.

53. Mariani V, Palermo S, Fiorentini S, Lanubile A, Giuffra E.
Gene expression study of two widely used pig intestinal
epithelial cell lines: IPEC-J2 and IPI-2I. Vet Immunol
Immunopathol. 2009; 131:278–284.

42. Schwandner R, Dziarski R, Wesche H, Rothe M,
Kirschning CJ. Peptidoglycan- and lipoteichoic acidinduced cell activation is mediated by toll-like receptor 2.
J Biol Chem. 1999; 274:17406–17409.

54. Collado-Romero M, Arce C, Ramirez-Boo M, Carvajal A,
Garrido JJ. Quantitative analysis of the immune response
upon Salmonella typhimurium infection along the porcine
intestinal gut. Vet Res. 2010;41: 23.

43. Wheeler R, Chevalier G, Eberl G, Gomperts BI. The
biology of bacterial peptidoglycans and their impact on
host immunity and physiology. Cell Microbiol. 2014;
16:1014–1023.

55. Cao L, Ge X, Gao Y, Ren Y, Ren X, Li G. Porcine epidemic
diarrhea virus infection induces NF-kappaB activation
through the TLR2, TLR3 and TLR9 pathways in porcine
intestinal epithelial cells. J Gen Virol. 2015; 96:1757–1767.

44. Percy MG, Grundling A. Lipoteichoic acid synthesis and
function in gram-positive bacteria. Annu Rev Microbiol.
2014; 68:81–100.
45. Kochan T, Singla A, Tosi J, Kumar A. Toll-like receptor
2 ligand pretreatment attenuates retinal microglial

www.impactjournals.com/oncotarget

26551

Oncotarget

