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Abstract: Multisystemic inflammation in pigs affected by porcine circovirus type 2 (PCV2) indicates
the disordered expression of inflammatory cytokines. However, the PCV2-induced expression
profile of inflammation cytokines and its regulating mechanism remain poorly understood. In this
study, inflammatory cytokines and receptors in porcine alveolar macrophages (PAMs) after PCV2
infection were profiled in vitro by an RT2 ProfilerTM PCR array assay. The regulatory mechanism
of interleukin-1β (IL-1β) expression was investigated. Results showed that 49 of 84 inflammation
cytokines and receptors were differentially expressed (p < 0.05, absolute fold change ≥2) in PAMs
at different stages post-PCV2 infection. Moreover, the overexpression of single-immunoglobulin
interleukin-1 related receptor (SIGIRR) or the blocking of NF-κB activation by its inhibitor markedly
decreased IL-1β secretion. This finding suggested that PCV2-induced overexpression of IL-1β was
associated with the downregulation of SIGIRR and the activation of NF-κB. Furthermore, the excessive
activity of NF-κB in SIGIRR-knockout PAMs cell line, indicating that SIGIRR negatively regulated
IL-1β production by inhibiting the activation of NF-κB. Overall, PCV2-induced downregulation of
SIGIRR induction of NF-κB activation is a critical process in enhancing IL-1β production in PAMs.
This study may provide insights into the underlying inflammatory response that occurs in pigs
following PCV2 infection.
Keywords: porcine circovirus type 2; porcine alveolar macrophage; inflammatory cytokines;
single-immunoglobulin interleukin-1 related receptor (SIGIRR); IL-1β

1. Introduction
Porcine circovirus 2 (PCV2) belongs to the genus Circovirus of the family Circoviridae and
is known as the primary cause of PCV2-systemic disease (PCV2-SD), which is initially described
as a postweaning multisystemic wasting syndrome (PMWS) [1,2]. PCV2-infected piglets easily
develop secondary infections, such as porcine reproductive and respiratory syndrome virus (PRRSV),
porcine parvovirus (PPV), classical swine fever virus (CSFV), pseudorabies virus (PRV), and
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Mycoplasma hyopneumoniae [3,4], suggesting that PCV2 associated diseases (PCVAD) are actually
immunosuppressive diseases.
Granulomatous inflammation of lymph nodes is one of the most remarkable gross findings
observed in PCV2-SD pigs. The histopathology of the lymphoid tissues in those pigs showed
severe lymphoid depletion accompanied by diffuse infiltration of histiocytic cells, indicating the
potential involvement of an inflammatory response [5]. Other inflammatory lesions, such as interstitial
pneumonia, interstitial nephritis, granulomatous enteritis, and periportal hepatitis were observed
in pigs with PCVAD [6]. PCV2 can induce strong IL-1β and IL-8 responses in peripheral blood
mononuclear cells (PBMCs) [7], which is a fact consistent with the chronic inflammatory nature of
PCV2-SD. PCV2 is known to target immune cell subsets [8,9], including porcine alveolar macrophages
(PAMs) [10], which are the first line of the pulmonary defense system against various pathogens [11]. The
lungs of pigs suffering from PCV2-associated respiratory disease show elevated levels of IL-1β and IL-8
mRNA, the same finding could be expected in a pig suffering from interstitial pneumonia [12]. However,
the expression profile of inflammatory cytokines in PAMs after PCV2 infection and the mechanism
through which PCV2 induces PAMs to produce inflammatory cytokines are largely unknown.
Interleukin-1R like receptors (IL-1Rs) and Toll-like receptors (TLRs) are key receptors of innate
immunity and inflammation. These receptors are members of a superfamily of phylogenetically
conserved proteins characterized by the presence of a conserved intracellular domain, the Toll/IL-1R
domain [13]. Single-immunoglobulin interleukin-1 related receptor (SIGIRR), which is also known
as Toll/IL-1R8 (TIR-8), is a member of the ILRs family [13,14]. SIGIRR is a regulatory protein acting
intracellularly to inhibit ILR and TLR signaling [15,16]. SIGIRR-deficient mice exhibited a severe
intestinal inflammation compared with wild type mice in response to dextran sodium sulfate, which
was associated with increased leukocyte infiltration and proinflammatory cytokines (TNF-a, IL-6,
IL-1β, IL-12p40, IL-17, MIP-2/CXCL1, KC/CXC, and JE/CCL2) [17–19]. The association of chronic
inflammation induced by PCV2 with the expression of SIGIRR remains unclear. In this study, the
expression profile of inflammatory cytokines in PAMs inoculated with PCV2 was analyzed using
an RT2 ProfilerTM PCR array assay. The expression of SIGIRR and its function in the process of
PCV2-induced IL-1β expression were further investigated. Our results showed that a large number of
inflammatory cytokines were differentially expressed in PCV2-infected PAMs in vitro. Furthermore,
the up-regulation of IL-1β in PCV2-infected PAMs was related to the excessive activity of NF-κB which
resulted from the down-regulation of SIGIRR.
2. Materials and Methods
2.1. Cell Culture and Virus Preparation
PAMs were obtained by lung lavage [20] from three 5-week-old specific-pathogen-free landrace
pigs which tested negative for PCV1, PCV2, swine fever virus, porcine reproductive and respiratory
syndrome virus, pseudorabies virus, and porcine parvovirus infections. In brief, alveolar lavage of the
lungs was performed with 200 mL aliquots of sterile phosphate buffer saline containing 100 U/mL
penicillin and 100 µg/mL streptomycin. PAMs were obtained by centrifuging lavage fluids at 500× g
for 10 min, and the cells were washed with RPMI-1640 medium (Thermo Scientific, USA) three times.
To confirm the numbers of living PAMs, the PAMs were stained with 7-AAD (BD Pharmingen, USA)
and analyzed by flow cytometry. The concentration of PAMs was adjusted to 1 × 107 cells/mL (Living
cells) with a growth medium containing RPMI-1640 supplemented with 10% (v/v) fetal bovine serum
(FBS) (Gibco, Australia). PAMs were seeded in a 25 cm2 cell culture flask (Corning Costar, USA) and
incubated at 37 ◦ C under 5% CO2 .
PCV-free PK-15 cells (PK-15 ATCC®CCL-33™ USA) were maintained in DMEM supplemented
with 10% heat-inactivated FBS, 100 U/mL penicillin, and 100 µg/mL streptomycin. PAMs cell line
3D4/2 (CRL-2845) [21] from American Type Culture Collection (USA) has been used as a research
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model of PCV2 infection [22]. 3D4/2 were cultured in RPMI-1640 medium supplemented with 10%
FBS, 100U/mL penicillin, and 100 µg/mL streptomycin.
A PCV2b strain, ShDNY-PCV2 (GenBank No. FJ948167), originally isolated from the lung of
a pig with respiratory disease, was propagated in PK-15 cell monolayer according to the methods
reported previously [23]. The titer of the PCV2 inoculum was 1.0 × 105 TCID50 per mL as determined
by titration in PCV-free PK-15 cells.
2.2. Infection, RNA Extraction, and cDNA Synthesis
PAMs generated from pigs were inoculated with PCV2b at a multiplicity of infection (MOI) of
1 and incubated at 37 ◦ C under 5% CO2 , for 1 h. The supernatant was removed, and the cells were
washed with RPMI-1640 medium three times. The cells were then cultured in a maintain medium
containing RPMI-1640 supplemented with 2% FBS and incubated at 37 ◦ C under 5% CO2 for 1, 24, and
48 h. The lysate of PCV2-free PK-15 cells was used as a control to counteract gene expression changes
induced by PK-15 cells rather than being a true result of PCV2 infection. The PAMs and supernatant
were collected at indicated time intervals. Cell samples were collected by centrifugation of 500× g for
10 min, then cell pellet was kept in RNAlater® RNA stabilization reagent kits (Qiagen, Germany) to
prevent RNA degradation and stored at −70 ◦ C until use. The supernatant was centrifuged at 500× g
for 10 min and stored at −70 ◦ C for further analysis.
Total RNA was extracted using an RNeasy plus mini kit (Qiagen, Germany) according to
the manufacturer’s instruction. The quantity of RNA was evaluated with a Qubit 4 fluorometer
(Invitrogen by Thermo Fisher Scientific, USA) using the Qubit RNA HS assay kit. The RNA quality
and integrity were then evaluated using the Qubit RNA IQ assay kit. 5 µg of RNA of each sample was
reverse-transcribed to cDNA by using an RT2 HT first strand kit (Qiagen, Germany) and suspended in
a final solution of 110 µL. All cDNA samples were stored at −20 ◦ C for further real-time quantitative
PCR assay.
2.3. The Real-Time Quantitative PCR Assay
The number of PCV2 copies per milliliter of PCV2-inoculated PAMs was determined by comparison
with known standards by using quantitative PCR (qPCR) as previously described [24]. DNA was
extracted from 200 µL of the PCV2-inoculated PAMs using a DNA extraction kit (DNeasy Tissue Kit;
Qiagen, Germany) and eluted in 30 µL of buffer according to the manufacturer’s instruction. 3 µL of
DNA was detected in a total of 25 µL SYBR green qPCR reaction buffer. A plasmid containing the
PCV2 genome was used as the standard.
An RT2 Profiler PCR array (PASS-011ZA, Qiagen, Germany) was used to analyze pig inflammatory
cytokines and receptors according to the manufacturer’s protocol. Real-time qPCR was performed
in an Mx3005p cycler (Agilent Technologies, USA). The mRNA expression levels obtained for each
gene of interest (GOI) were normalized by the housekeeping gene through the following equation:
∆Ct = Ct(GOI) − Ct (housekeeping gene), where Ct is the threshold cycle. Each reported GOI
represented the mean increase or decrease in mRNA expression relative to the levels of the controls.
Actin-beta (Actin-β), Beta-2-microglobulin (B2M), Glyceraldehyde-3-phosphate dehydrogenase
(GAPDH), Hypoxanthine phosphoribosyltransferase (HPRT1), and Ribosomal protein L13a (RPL13A)
were used as housekeeping genes. Relative expression intensity was obtained by calculating 2−∆∆Ct for
each sample from PCV2- and mock-infected control PAMs.
The expression of SIGIRR in PCV2-infected PAMs at the mRNA level was detected by
real-time qPCR using primer SIGs: 50 -TCGAGGGCCAGCGACGCGA-30 , and SIGa: 50 -AGCGCCA
GCTGTAGCTCTT-30 . IL-1β was detected using primer IL-1Bs: 50 -GTGTTCTGCATGAGCTTTGTGC-30 ,
and IL-1Ba: 50 -ACCAGTTGGGGTA CAGGGCAGA-30 . Actin-β was used as the reference gene [25].
PCR was performed under the following cycling conditions: initial denaturation at 95 ◦ C for 3 min,
followed by 40 cycles of denaturation at 95 ◦ C for 10 s, annealing at 58 ◦ C for 30 s, extension at 72 ◦ C
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for 20 s. mRNA were normalized by comparing to actin-β and expressed relative to mock control.
Triplicate samples were tested by real-time qPCR.
2.4. Analysis of Cytokine Expression in Protein Level
The protein expression levels of IL-1β, IL-10, IL-8, granulocyte-macrophage colony-stimulating
factor (GM-CSF), and tumor necrosis factor alfa (TNF-α), which were significantly changed at the
mRNA level as shown by the PCR array assay, were determined by testing the culture supernatants
with a RayBiotech fluorescent Quantibody® porcine cytokine array system (RayBiotech, China). Array
slides were treated and processed according to the manufacturer’s instructions. Triplicate samples
were tested by cytokine array system.
2.5. Western Blot Analysis
PCV2 in PAMs after the infection was detected through Western blot assay using PCV2
antibody-positive porcine serum that was collected from virus-like particles (VLPs) immunized
pigs [26]. The expression of SIGIRR and NF-κB in PCV2-infected PAMs was evaluated by Western
blot based on the anti-SIGIRR polyclonal antibody (Abcam, USA), anti-NF-κB p-p65 (phosphorylation
S536) polyclonal antibody (Abcam, USA), and anti-NF-κB p65 monoclonal antibody (Abcam, USA).
PAMs were infected with PCV2 at an MOI of 1 for 24 h. Total cell extracts were prepared in NP-40 lysis
buffer supplemented with protease and phosphatase inhibitors. The cell lysates were separated by
12% SDS-PAGE and transferred onto 0.22 µm PVDF membranes (Millipore, USA). The membranes
were blocked with 5% (w/v) BSA in Tris-HCl buffer saline with Tween-20 (TBST) containing 100 mM
NaCl, 25 mM Tris (pH 7.6), and 0.1% Tween-20. The membranes were incubated with primary
antibodies against Cap, SIGIRR, p-p65, p65, and β-actin (Proteintech, USA). After washing with TBST
for five times, the membranes were incubated with appropriate (anti-pig/-mouse/-rabbit) horseradish
peroxidase-conjugated secondary antibodies (Abcam, USA). Proteins were visualized using the ECL
reagent (Thermofisher, USA) according to the manufacturer’s instructions.
2.6. Inhibition of Signal Transduction Pathway
BAY11-7082 (Selleckchem, USA), an inhibitor of NF-κB, by inhibiting the NF-κB p65 nuclear
translocation and DNA binding activity, has been used in the research of NF-κB signaling pathway [25,27,28].
In this study, PAMs were pretreated with DMSO, BAY11-7082 (1 µM) for 1 h, as described previously [28],
and infected with PCV2 at an MOI of 1. The cells and the supernatants were harvested after 12 h for
analysis of IL-1β mRNA and protein by real-time RT-PCR and ELISA, respectively.
2.7. SIGIRR Overexpression and Knocked off in 3D4/2 Cells
Three guide RNAs (g1, g2, and g3) were designed based on the NCBI reference sequence
(NC_010444.3) and porcine SIGIRR sequence cloned from PAMs (GenBank No. MN355505). The
guide RNAs were cloned into a lentiCRISPRv2 plasmid (Miaolingbio, China). The gene of SIGGIR
(GenBank No. MN355505) was coned into the pCDH-CMV-MCS-PURO plasmid (Miaolingbio, China).
The recombinant plasmids were transfected to PAMs cell line 3D4/2 cells. After 48 h of culture,
2 µg/mL puromycin was added to the cell cultures to select the recombinant plasmid-positive cells.
The selected cells were checked by genomic PCR sequencing, immunofluorescence assay (IFA), and
Western blot assay.
2.8. Immunofluorescence Assay (IFA)
PCV2 in PAMs after the infection was detected by IFA based on quantum dots-conjugated
single-domain antibody probe against the Cap protein. Stained cells were visualized using an inverted
fluorescence microscope (Leica, Germany) at a wavelength of 605 nm (red) [29,30]. The nucleus was
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stained with DAPI (blue). The expression of SIGIRR in its upregulated and knocked off 3D4/2 cells was
checked by IFA based on anti-SIGIRR antibody and FITC labeled anti-rabbit antibody (Abcam, USA).
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2.9. ELISA
The levels of secreted IL-1β in the cell culture supernatants were measured using a commercially
The
of secreted
IL-1βkit
in (R&D
the cellSystems,
culture supernatants
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using a commercially
availablelevels
porcine
IL-1β ELISA
USA) according
to measured
the manufacturer’s
instruction.
available porcine IL-1β ELISA kit (R&D Systems, USA) according to the manufacturer’s instruction.
2.10. Statistic Analysis
2.10. Statistic Analysis
All data are expressed as mean ± SD. PCR array data were analyzed using RT22 Profiler PCR array
All
data are
expressed
as mean
± SD. PCR
array dataStatistical
were analyzed
using in
RTdata
Profiler
array
data analysis
software
version
3.5 (Qiagen,
Germany).
differences
werePCR
evaluated
data
analysis
software
version
3.5
(Qiagen,
Germany).
Statistical
differences
in
data
were
evaluated
by
by Student’s t-test. A p-value of less than 0.05 was considered significant.
Student’s t-test. A p-value of less than 0.05 was considered significant.

2.11. Ethics Statement
2.11. Ethics Statement
All of the animals were handled in strict accordance with the Animal Ethics Procedures and
All of the animals were handled in strict accordance with the Animal Ethics Procedures and
Guidelines of the People’s Republic of China. This study was approved by the Animal Ethics
Guidelines of the People’s Republic of China. This study was approved by the Animal Ethics
Committee of Lanzhou Veterinary Research Institute, Chinese Academy of Agricultural Sciences (No.
Committee of Lanzhou Veterinary Research Institute, Chinese Academy of Agricultural Sciences
LVRIAEC2012-006, 1 January 2017).
(No. LVRIAEC2012-006, 1 January 2017).
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3.2. mRNA Expression Profiles
PCV2b-infected PAMs were analyzed by using a PCR array kit to investigate the expression
profile of inflammatory cytokines in the interaction of PCV2 with host cells. Actin-β that doesn’t show
the significant change between different groups and time points was used as a normalized reference
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The PCR array analysis showed that IL-1β, IL-8, IL-10, GM-CSF, and TNF-α were significantly
upregulated in PAMs infected with PCV2b. These cytokines were subjected to a Quantibody® porcine
cytokine array to examine if gene expression led to protein expression changes. The results
demonstrated that the changes in the expression trend of these cytokines are consistent with the
results
of 11,
the1021
PCR array analysis (Figure 3).
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Figure 3. Validation of PCR array data by porcine cytokine array system. PCV2-induced changes in
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3.4. Downregulation of SIGIRR expression in PCV2b-infected PAMs
3.4. Downregulation of SIGIRR Expression in PCV2b-Infected PAMs
The expression of SIGIRR, a negative regulator of toll-like receptors mediated immune
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responses, was analyzed in PCV2-infected PAMs. The expression of SIGIRR was downregulated at 1
was analyzed in PCV2-infected PAMs. The expression of SIGIRR was downregulated at 1 and 12 hpi,
and 12 hpi, as indicated by the qPCR and Western blot results (Figure 4).
as indicated by the qPCR and Western blot results (Figure 4).
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3.5. NF-κB Activation Is Involved in PCV2b-Induced IL-1β Secretion
PCV2 can
activate
[25,28,31]IL-1β
and Secretion
PCV2-induced IL-1β expression in PAMs is
3.5. NF-κB
Activation
Is NF-κB
Involvedsignaling
in PCV2b-Induced
related to the activation of the NF-κB signaling pathway [32]. The phosphorylation of p65 during
PCV2 can activate NF-κB signaling [25,28,31] and PCV2-induced IL-1β expression in PAMs is
PCV2 infection was analyzed by Western blot based on phospho-specific antibody, p-p65. Results
related to the activation of the NF-κB signaling pathway [32]. The phosphorylation of p65 during
showed that the phosphorylation of p65 was detected at different time points after PCV2 infection
PCV2 infection was analyzed by Western blot based on phospho-specific antibody, p-p65. Results
(Figure 5A). Cells were pretreated with an inhibitor BAY11-7082 then infected with PCV2 to determine
showed that the phosphorylation of p65 was detected at different time points after PCV2 infection
whether activation of NF-κB is essential for PCV2-induced IL-1β production. BAY11-7082 significantly
(Figure 5A). Cells were pretreated with an inhibitor BAY11-7082 then infected with PCV2 to
determine whether activation of NF-κB is essential for PCV2-induced IL-1β production. BAY11-7082
significantly suppressed the production of IL-1β in PCV2-infected PAMs, indicating the blocked NFκB activation inhibited PCV2-induced IL-1β expression (Figure 5B,C).
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Figure 5. NF-κB activation is critical for PCV2-induced IL-1β production in PAMs. PAMs were infected
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andproduction
p65 expression
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by
Figure
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1
h
then
infected
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infected with PCV2 at an MOI of 1 for 1, 12, 24, and 48 h, and the p-p65 and p65 expression were
PCV2
at anby
MOI
of 1. The
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at 12DMSO,
hpi andBAY11-7082
analyzed for
by1ELISA
measured
Western
blotting
(A). PAMswere
werecollected
treated with
(1 IL-1β
µM) for
h then
(B). Total cells were harvested and analyzed for IL-1β mRNA expression by real-time RT-PCR (C).
infected with PCV2 at an MOI of 1. The supernatants were collected at 12 hpi and analyzed for IL-1β
DMSO, the solubilization buffer of BAY11-7082, was used as a control. Results are mean ± SE of three
by ELISA (B). Total cells were harvested and analyzed for IL-1β mRNA expression by real-time RTindependent experiments. ** represent p < 0.01.
PCR (C). DMSO, the solubilization buffer of BAY11-7082, was used as a control. Results are mean ±
SE of three
independent
** represent
p < 0.01.
3.6. SIGIRR
Is Associated
withexperiments.
PCV2b-Induced
IL-1β Secretion

The expression
of IL-1β,
and the IL-1β
activation
of NF-κB in a PAMs cell line 3D4/2 post PCV2
3.6. SIGIRR
Is Associated
withSIGIRR,
PCV2b-Induced
Secretion
infection were investigated by qPCR and Western blot assay. The results showed that the expression
The expression of IL-1β, SIGIRR, and the activation of NF-κB in a PAMs cell line 3D4/2 post
trend of IL-1β and SIGIRR, and the activation of NF-κB were similar to it in primary PAMs (Figure S1).
PCV2
infection were investigated by qPCR and Western blot assay. The results showed that the
Thus, the 3D4/2 cell was used to investigate the mechanism of PCV2-induced upregulation of IL-1β.
expression trend of IL-1β and SIGIRR, and the activation of NF-κB were similar to it in primary PAMs
The SIGIRR was knocked out in 3D4/2 by the CRISPR-Cas9 system. Three gRNAs were designed
(Figure S1). Thus, the 3D4/2 cell was used to investigate the mechanism of PCV2-induced
to target three different sites of the SIGIRR gene (Figure 6A), and three cell clones (g1, g2, and g3) were
upregulation of IL-1β.
selected and identified. The sequencing results showed the targeted sequences had deleted four and
The SIGIRR was knocked out in 3D4/2 by the CRISPR-Cas9 system. Three gRNAs were designed
six nucleic acid-base pairs in cell g1 and g3, respectively (Figure 6B). SIGIRR was not detected in g1
to target three different sites of the SIGIRR gene (Figure 6A), and three cell clones (g1, g2, and g3)
cells but expressed in g2 and g3 cells by Western blot assay (Figure 6C). In g3 cells, the deleted six-base
were selected and identified. The sequencing results showed the targeted sequences had deleted four
pairs do not have an effect on the protein translation because it does not disrupt the codon sequence
and six nucleic acid-base pairs in cell g1 and g3, respectively (Figure 6B). SIGIRR was not detected in
but only removes the amino acid Ser and Asp of SIGIRR.
g1 cells but expressed in g2 and g3 cells by Western blot assay (Figure 6C). In g3 cells, the deleted sixbase pairs do not have an effect on the protein translation because it does not disrupt the codon
sequence but only removes the amino acid Ser and Asp of SIGIRR.
The SIGIRR was overexpressed by a pCDH-SIGIRR plasmid to determine whether the
downregulation of SIGIRR is associated with the significant upregulation of IL-1β. SIGIRR was
upregulated significantly in pCDH-SIGIRR plasmid-transfected cells compared with wild 3D4/2 cells
by Western blot (Figure 6D). In addition, IFA showed that SIGIRR was a higher expression in pCDHSIGIRR plasmid transfected cells but was not expressed in g1 cells (Figure 6E).

PCV2b was inoculated with SIGIRR-knockout (SIGIRR-/-), SIGIRR-overexpression (SIGIRR+/+),
and wild-type cells at 1 MOI for 12 h. IL-1β was analyzed by qPCR at the mRNA level, and secreted
IL-1β was detected by ELISA. Results showed that IL-1β was upregulated significantly in the SIGIRRViruses
2019, 11,
1021
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knockout
cells
and wild-type cells, but not in SIGIRR-overexpressed cells (Figure 6F,G).

Figure 6. The downregulation of SIGIRR promotes IL-1β overexpression. SIGIRR was knocked off
Figure 6. The downregulation of SIGIRR promotes IL-1β overexpression. SIGIRR was knocked off in
in porcine alveolar macrophage cell line 3D4/2. (A) Graphical representation of targeted gRNA at
porcine alveolar macrophage cell line 3D4/2. (A) Graphical representation of targeted gRNA at
porcine SIGIRR loci. Targeted genomic loci are indicated in green, protospacer adjacent motifs (PAM)
porcine SIGIRR loci. Targeted genomic loci are indicated in green, protospacer adjacent motifs (PAM)
sequences are marked in red. (B) Sanger sequencing of genomic PCR products encompassing the
sequences are marked in red. (B) Sanger sequencing of genomic PCR products encompassing the
genomic-editing site from cells g1, g2, and g3. The wild type reference sequence is shown on the top.
genomic-editing site from cells g1, g2, and g3. The wild type reference sequence is shown on the top.
The bottom is a targeted sequence with deletions. the size of deletions (H) on the right of each allele. (C)
The bottom is a targeted sequence with deletions. the size of deletions (▼) on the right of each allele.
Western blotting analysis of SIGIRR protein in cells containing CRISPR-Cas9 system plasmids that were
(C) Western blotting analysis of SIGIRR protein in cells containing CRISPR-Cas9 system plasmids that
selected by puromycin. (D) Western blotting analysis of SIGIRR protein in cells containing expression
were selected
by puromycin.
Western
blotting analysis
SIGIRRofprotein
containing
plasmid
pCDH-SIGIRR
that was(D)
selected
by puromycin.
(E) IFAofanalysis
SIGIRRinincells
g1 (SIGIRR-/-),
expression plasmid
thatwild
wastype
selected
(E) IFA analysis
of SIGIRR
in g1
overexpression
cells pCDH-SIGIRR
(SIGIRR+/+), and
cells.by
(F)puromycin.
The IL-1β secretion
was measured
in wild
(SIGIRR-/-),
overexpression
cells
(SIGIRR+/+),
and
wild
type
cells.
(F)
The
IL-1β
secretion
was
type, SIGIRR-/-, and SIGIRR+/+ cells at 12 h after PCV2 inoculation. (G) The IL-1β mRNA levels were
measured
in
wild
type,
SIGIRR-/-,
and
SIGIRR+/+
cells
at
12
h
after
PCV2
inoculation.
(G)
The
IL-1β
detected in wild type, SIGIRR-/-, and SIGIRR+/+ cells at 12 h after PCV2 inoculation. Results are mean
levels
were detected
in wild *type,
SIGIRR-/-,
and
SIGIRR+/+
±mRNA
SE of three
independent
experiments.
represent
p < 0.05,
** represent
p <cells
0.01.at 12 h after PCV2
inoculation. Results are mean ± SE of three independent experiments. * represent p < 0.05, ** represent
p < 0.01.
The
SIGIRR was overexpressed by a pCDH-SIGIRR plasmid to determine whether the

downregulation of SIGIRR is associated with the significant upregulation of IL-1β. SIGIRR was
3.7. SIGIRR Issignificantly
Involved in PCV2-Induced
NF-κBplasmid-transfected
Activation
upregulated
in pCDH-SIGIRR
cells compared with wild 3D4/2
cells by
Western
blot
(Figure
6D).
In
addition,
IFA
showed
that
SIGIRR
a higher
expression
The SIGIRR+/+ and SIGIRR-/- cells were infected with PCV2, and thewas
activation
was
detected in
by
pCDH-SIGIRR
plasmid
cellsincreased
but was not
expressed in g1
(Figure
6E). cells compared
Western blot assay.
Thetransfected
results showed
phosphorylation
ofcells
p65 in
SIGIRR-/inoculated
with
SIGIRR-knockout
(SIGIRR-/-),
SIGIRR-overexpression
(SIGIRR+/+),
withPCV2b
that inwas
SIGIRR+/+
cells
(Figure
7). These results
indicated
that the insufficiency
of SIGIRR
and
wild-type
cells
at
1
MOI
for
12
h.
IL-1β
was
analyzed
by
qPCR
at
the
mRNA
level, and
resulted in exaggerated NF-κB activation, which contributed to excessive IL-1β expression.
secreted IL-1β was detected by ELISA. Results showed that IL-1β was upregulated significantly in the
SIGIRR-knockout cells and wild-type cells, but not in SIGIRR-overexpressed cells (Figure 6F,G).
3.7. SIGIRR Is Involved in PCV2-Induced NF-κB Activation
The SIGIRR+/+ and SIGIRR-/- cells were infected with PCV2, and the activation was detected by
Western blot assay. The results showed increased phosphorylation of p65 in SIGIRR-/- cells compared
with that in SIGIRR+/+ cells (Figure 7). These results indicated that the insufficiency of SIGIRR resulted
in exaggerated NF-κB activation, which contributed to excessive IL-1β expression.
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4. Discussion
4. Discussion
PCV2, one of the most important pathogens in domestic swine worldwide, is the causative agent of
PCV2, one of the most important pathogens in domestic swine worldwide, is the causative agent
PCV-SD. Multisystemic inflammatory lesions, including hepatitis, dermatitis, enteritis, pneumonia, and
of PCV-SD. Multisystemic inflammatory lesions, including hepatitis, dermatitis, enteritis,
lymphadenitis [33,34], observed in PCV2-affected pigs, revealed that PCV2 can induce the excessive
pneumonia, and lymphadenitis [33,34], observed in PCV2-affected pigs, revealed that PCV2 can
expression of inflammatory cytokines. In this study, 84 of porcine inflammatory cytokines and
induce the excessive expression of inflammatory cytokines. In this study, 84 of porcine inflammatory
receptors, including interleukins, colony-stimulating factors, chemokines, chemokine receptors, and
cytokines and receptors, including interleukins, colony-stimulating factors, chemokines, chemokine
tumor necrosis factors, which are responsible for inflammation were analyzed by the RT2 Profiler™
receptors, and tumor necrosis factors, which are responsible for inflammation were analyzed by the
PCR Array system. Forty-nine of 84 of these genes were differentially expressed in PAMs at the
RT² Profiler™ PCR Array system. Forty-nine of 84 of these genes were differentially expressed in
early stage after PCV2 infection. Hence, the inflammatory cytokines were possibly implicated in the
PAMs at the early stage after PCV2 infection. Hence, the inflammatory cytokines were possibly
pneumonia of PCV2 affected pigs.
implicated in the pneumonia of PCV2 affected pigs.
PCV2 has been shown to infect and persist in cells of the immune system, including PAMs [10,35].
PCV2 has been shown to infect and persist in cells of the immune system, including PAMs
The presence of PCV2 in alveolar macrophages seems to induce differential expression of some
[10,35]. The presence of PCV2 in alveolar macrophages seems to induce differential expression of
cytokines [5,35]. Similar to described in previous reports [32,36], in this study PCV2b, a pathogenic
some cytokines [5,35]. Similar to described in previous reports [32,36], in this study PCV2b, a
strain currently circulating in China, was present in PAMs in the absence of clear viral replication that
pathogenic strain currently circulating in China, was present in PAMs in the absence of clear viral
was indicated by IFA, Western blotting, and qPCR assay. Thus, the identification of the expression
replication that was indicated by IFA, Western blotting, and qPCR assay. Thus, the identification of
profile of cytokines in the interaction process of PCV2 with PAMs may provide insights into the
the expression profile of cytokines in the interaction process of PCV2 with PAMs may provide
molecular mechanisms of inflammation.
insights into the molecular mechanisms of inflammation.
CSF has fundamental roles in driving and regulating inflammatory responses by regulating the
CSF has fundamental roles in driving and regulating inflammatory responses by regulating the
proliferation and differentiation of neutrophils, monocytes, and macrophages [37–39]. In addition,
proliferation and differentiation of neutrophils, monocytes, and macrophages [37–39]. In addition,
GM-CSF is required for alveolar macrophages to maintain surfactant protein homeostasis in the alveolar
GM-CSF is required for alveolar macrophages to maintain surfactant protein homeostasis in the
spaces [40] and for macrophage-based tissue repair [41]. In this study, GM-CSF was upregulated in
alveolar spaces [40] and for macrophage-based tissue repair [41]. In this study, GM-CSF was
PCV2-infected PAMs, suggesting that GM-CSF could possibly regulate inflammation, maintain PAMs
upregulated in PCV2-infected PAMs, suggesting that GM-CSF could possibly regulate inflammation,
function, and promote tissue repair in the interaction of PCV2 with the host.
maintain PAMs function, and promote tissue repair in the interaction of PCV2 with the host.
Multisystemic granulomatous inflammation accompanied by multinucleated giant cells,
Multisystemic granulomatous inflammation accompanied by multinucleated giant cells,
histiocytes, and macrophage infiltration is a common histopathological finding in pigs with PCV-SD [33].
histiocytes, and macrophage infiltration is a common histopathological finding in pigs with PCV-SD
Recruitment of inflammatory cells into injured tissue is regulated by various cytokines and chemokines.
[33]. Recruitment of inflammatory cells into injured tissue is regulated by various cytokines and
MCP-1 is known to be an important chemokine for the recruitment of monocytes from the blood [42],
chemokines. MCP-1 is known to be an important chemokine for the recruitment of monocytes from
which was suggested to play an important role in the pathogenesis of granulomatous inflammation in
the blood [42], which was suggested to play an important role in the pathogenesis of granulomatous
pigs with PCV-SD [43–45]. The chemotaxis of MCP-1 can be further enhanced by IL-8 [46] which is a
inflammation in pigs with PCV-SD [43–45]. The chemotaxis of MCP-1 can be further enhanced by ILchemoattractant for neutrophils and other polymorphonuclear leukocytes that are produced following
8 [46] which is a chemoattractant for neutrophils and other polymorphonuclear leukocytes that are
acute infection [47]. In this study, both MCP-1 and IL-8 were upregulated in PCV2-infected PAMs. In
produced following acute infection [47]. In this study, both MCP-1 and IL-8 were upregulated in
addition, chemokines such as CCL8, CCL17, and CXCL2 were upregulated in PAMs at the early stage
PCV2-infected PAMs. In addition, chemokines such as CCL8, CCL17, and CXCL2 were upregulated
after PCV2 infection. Thus, macrophage infiltration has been suggested as an important feature of the
in PAMs at the early stage after PCV2 infection. Thus, macrophage infiltration has been suggested as
pathogenesis and progression of PMWS [48].
an important feature of the pathogenesis and progression of PMWS [48].
IL-1β and TNF-α are acute-phase proinflammatory cytokines that promote inflammation and
induce fever, and tissue destruction [49]. Our study showed that IL-1β and TNF-α were upregulated
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IL-1β and TNF-α are acute-phase proinflammatory cytokines that promote inflammation and
induce fever, and tissue destruction [49]. Our study showed that IL-1β and TNF-α were upregulated
significantly in PCV2-infected PAMs, which have similar expression trends in lymphoid tissues and
PBMCs of pigs with PCV-SD [7,50]. In addition, cytokines, including IL-1α, IL-6, IL-18, IL-23, TNFSF10,
and TNFSF13, were upregulated to a different extent in PCV2-infected PAMs. These cytokines increased
expression was in concordance with the nature of systemic inflammation in PCV2 affected pigs.
The differentially expressed IL-1β, IL-10, IL-8, GM-CSF, and TNF-α were analyzed at the protein
level with a Quantibody array assay to verify whether the differentially expressed gene leads to its
protein expression changes. The expression of IL-1β, IL-10, IL-8, GM-CSF, and TNF-α fitted well
at mRNA and protein levels. In addition, the expression trend of IL-1β, IL-10, IL-8, and TNF-α in
PCV2-infected PAMs are in good agreement with the previous reports [22,27,28,32,36].
SIGIRR has been suggested to function as a blocking receptor because of its interaction with key
signaling molecules (MyD88, IRAK, and TRAF6) of the IL-1R/TLR-NF-κB signaling pathway [16,51].
IL-1β was upregulated significantly in SIGIRR-deficient mice with necrotizing enterocolitis [52].
SIGIRR may be a key regulator of inflammation, which in physiological conditions inhibits activation of
IL-1R/TLR to avoid detrimental inflammation, while during inflammatory responses or in pathological
conditions SIGIRR is downregulated thereby permitting IL-1R/TLR activation [14,18,53,54]. In the
present study, SIGIRR was down-regulated in PAMs at the early stage (1 and 12 hpi) after PCV2 infection,
accompanied by the overexpression of inflammatory cytokines, especially IL-1β (significantly in mRNA
and protein level). SIGIRR was overexpressed and knocked off in a 3D4/2 cell line to investigate its role
in PCV2-induced overexpression of IL-1β. IL-1β was found significantly upregulated in SIGIRR-/cells but was not in SIGIRR+/+ cells, suggesting SIGIRR could be involved in the PCV2-induced
upregulation of IL-1β.
NF-κB is a key signaling molecule in the TLRs/NF-κB pathway. NF-κB phosphorylation and nuclear
translocation after PCV2 infection have been reported [25,31,55]. Several cytokines, including IL-1β, in
PCV2-infected PAMs, were upregulated through the activation of NF-κB [22,28,32]. In this study, NF-κB
was activated in PCV2-infected PAMs, and the blocking of NF-κB by its inhibitor markedly decreased
PCV2-induced IL-1β secretion. The results suggested that PCV2-induced upregulation of IL-1β occurred
through the activation of NF-κB, that was in concordance with the previous report [32]. To determine
the role of SIGIRR in NF-κB activation, we measured the phosphorylation of NF-κB in SIGIRR+/+ and
SIGIRR-/- cells with PCV2 infection. SIGIRR-/- cells significantly increased activation of NF-κB compared
with that of SIGIRR+/+ cells, suggesting that overexpression of IL-1β in PCV2-infected PAMs is due to
an exaggerated activation of NF-κB caused by the inability of SIGIRR to inhibit NF-κB activation.
5. Conclusions
Forty-nine inflammatory cytokines and receptors were differentially expressed in PAMs post
PCV2 infection. The results suggested that the inflammatory cytokines were possibly implicated in
the pneumonia of the PCV2 affected pigs. The upregulation mechanism of IL-1β was investigated
in the 3D4/2 cell line. The results revealed that the increased IL-1β expression was related to the
excessive activation of NF-kB caused by the downregulation of SIGIRR. Our study indicated that
SIGIRR may play a role in the increased expression of inflammatory cytokines in PCV2-infected PAMs.
These findings contribute to understanding the mechanism underlying cytokines-mediated response
associated with the chronic inflammatory nature of PCV-SD.
Supplementary Materials: The following are available online at http://www.mdpi.com/1999-4915/11/11/1021/s1,
Table S1: Differentially expressed (absolute fold change ≥ 2 and p < 0.05) inflammatory cytokines and receptors
in PCV2-infected PAMs. Figure S1: The expression of IL-1β, SIGIRR, and the activation of NF-κB in 3D4/2 post
PCV2 infection.
Author Contributions: S.Y. (Shunli Yang) developed the idea and drafted the project. B.L. for data analysis. X.Z.
helped with the isolation and culture of PAMs. S.Y. (Shuanghui Yin), Y.S., X.L., and J.C. develop the results and
discussion. M.U.Z.K. for his secretarial support in reviewing and editing the manuscript. All authors edited, read
and approved the final version of the manuscript.

Viruses 2019, 11, 1021

12 of 14

Funding: This work was supported by the National Natural Science Foundation of China (Grant No.31602085)
and the Agricultural Science and Technology Innovation Program (CAAS-ASTIP-2014-LVRI-09).
Acknowledgments: We are grateful for the help from all staff in the public instrument center of Lanzhou Veterinary
Research Institute of Chinese Academy of Agricultural Sciences.
Conflicts of Interest: None of the authors of this paper have a financial or personal relationship with other people
or organizations that could inappropriately influence the content of this paper.

References
1.
2.
3.
4.
5.
6.
7.

8.

9.

10.

11.

12.
13.

14.
15.

16.
17.

18.

Finsterbusch, T.; Mankertz, A. Porcine circoviruses-small but powerful. Virus Res. 2009, 143, 177–183.
[CrossRef] [PubMed]
Segales, J.; Kekarainen, T.; Cortey, M. The natural history of porcine circovirus type 2: From an inoffensive
virus to a devastating swine disease? Vet. Microbiol. 2013, 165, 13–20. [CrossRef] [PubMed]
Ge, X.; Wang, F.; Guo, X.; Yang, H. Porcine circovirus type 2 and its associated diseases in china. Virus Res.
2012, 164, 100–106. [CrossRef] [PubMed]
Meng, X.J. Spread like a wildfire–the omnipresence of porcine circovirus type 2 (pcv2) and its ever-expanding
association with diseases in pigs. Virus Res. 2012, 164, 1–3. [CrossRef] [PubMed]
Darwich, L.; Mateu, E. Immunology of porcine circovirus type 2 (pcv2). Virus Res. 2012, 164, 61–67. [CrossRef]
Segales, J. Porcine circovirus type 2 (pcv2) infections: Clinical signs, pathology and laboratory diagnosis.
Virus Res. 2012, 164, 10–19. [CrossRef]
Darwich, L.; Pie, S.; Rovira, A.; Segales, J.; Domingo, M.; Oswald, I.P.; Mateu, E. Cytokine mrna expression
profiles in lymphoid tissues of pigs naturally affected by postweaning multisystemic wasting syndrome.
J. Gen. Virol. 2003, 84, 2117–2125. [CrossRef]
Vincent, I.E.; Carrasco, C.P.; Herrmann, B.; Meehan, B.M.; Allan, G.M.; Summerfield, A.; McCullough, K.C.
Dendritic cells harbor infectious porcine circovirus type 2 in the absence of apparent cell modulation or
replication of the virus. J. Virol. 2003, 77, 13288–13300. [CrossRef]
Yu, S.; Opriessnig, T.; Kitikoon, P.; Nilubol, D.; Halbur, P.G.; Thacker, E. Porcine circovirus type 2 (pcv2)
distribution and replication in tissues and immune cells in early infected pigs. Vet. Immunol. Immunopathol.
2007, 115, 261–272. [CrossRef]
Gilpin, D.F.; McCullough, K.; Meehan, B.M.; McNeilly, F.; McNair, I.; Stevenson, L.S.; Foster, J.C.; Ellis, J.A.;
Krakowka, S.; Adair, B.M.; et al. In vitro studies on the infection and replication of porcine circovirus type 2
in cells of the porcine immune system. Vet. Immunol. Immunopathol. 2003, 94, 149–161. [CrossRef]
Basta, S.; Carrasco, C.P.; Knoetig, S.M.; Rigden, R.C.; Gerber, H.; Summerfield, A.; McCullough, K.C.
Porcine alveolar macrophages: Poor accessory or effective suppressor cells for t-lymphocytes. Vet. Immunol.
Immunopathol. 2000, 77, 177–190. [CrossRef]
Chae, J.S.; Choi, K.S. Proinflammatory cytokine expression in the lung of pigs with porcine circovirus type
2-associated respiratory disease. Res. Vet. Sci 2011, 90, 321–323. [CrossRef] [PubMed]
Riva, F.; Bonavita, E.; Barbati, E.; Muzio, M.; Mantovani, A.; Garlanda, C. Tir8/sigirr is an interleukin-1
receptor/toll like receptor family member with regulatory functions in inflammation and immunity. Front.
Immunol. 2012, 3, 322. [CrossRef] [PubMed]
Boraschi, D.; Tagliabue, A. The interleukin-1 receptor family. Semin. Immunol. 2013, 25, 394–407. [CrossRef] [PubMed]
Drexler, S.K.; Kong, P.; Inglis, J.; Williams, R.O.; Garlanda, C.; Mantovani, A.; Yazdi, A.S.; Brennan, F.;
Feldmann, M.; Foxwell, B.M.J. Sigirr/tir-8 is an inhibitor of toll-like receptor signaling in primary human
cells and regulates inflammation in models of rheumatoid arthritis. Arthritis Rheum. 2010, 62, 2249–2261.
[CrossRef] [PubMed]
Zhang, C.; Wu, X.L.; Zhao, Y.F.; Deng, Z.X.; Qian, G.S. Sigirr inhibits toll-like receptor 4, 5, 9-mediated
immune responses in human airway epithelial cells. Mol. Biol. Rep. 2011, 38, 601–609. [CrossRef] [PubMed]
Xiao, H.; Gulen, M.F.; Qin, J.; Yao, J.; Bulek, K.; Kish, D.; Altuntas, C.Z.; Wald, D.; Ma, C.; Zhou, H.; et al.
The toll-interleukin-1 receptor member sigirr regulates colonic epithelial homeostasis, inflammation, and
tumorigenesis. Immunity 2007, 26, 461–475. [CrossRef]
Garlanda, C.; Riva, F.; Polentarutti, N.; Buracchi, C.; Sironi, M.; De Bortoli, M.; Muzio, M.; Bergottini, R.;
Scanziani, E.; Vecchi, A.; et al. Intestinal inflammation in mice deficient in tir8, an inhibitory member of the
il-1 receptor family. Proc. Natl. Acad. Sci. USA 2004, 101, 3522–3526. [CrossRef]

Viruses 2019, 11, 1021

19.
20.
21.

22.

23.
24.

25.

26.
27.

28.
29.

30.

31.

32.

33.
34.
35.

36.

37.

13 of 14

Garlanda, C.; Anders, H.J.; Mantovani, A. Tir8/sigirr: An il-1r/tlr family member with regulatory functions
in inflammation and t cell polarization. Trends Immunol. 2009, 30, 439–446. [CrossRef]
Olvera, A.; Ballester, M.; Nofrarias, M.; Sibila, M.; Aragon, V. Differences in phagocytosis susceptibility in
haemophilus parasuis strains. Vet. Res. 2009, 40, 24. [CrossRef]
Weingartl, H.M.; Sabara, M.; Pasick, J.; van Moorlehem, E.; Babiuk, L. Continuous porcine cell lines developed
from alveolar macrophages: Partial characterization and virus susceptibility. J. Virol. Methods 2002, 104,
203–216. [CrossRef]
Yang, J.; Tan, H.L.; Gu, L.Y.; Song, M.L.; Wu, Y.Y.; Peng, J.B.; Lan, Z.B.; Wei, Y.Y.; Hu, T.J. Sophora subprosrate
polysaccharide inhibited cytokine/chemokine secretion via suppression of histone acetylation modification
and nf-kappab activation in pcv2 infected swine alveolar macrophage. Int. J. Biol. Macromol. 2017, 104,
900–908. [CrossRef] [PubMed]
Tischer, I.; Peters, D.; Rasch, R.; Pociuli, S. Replication of porcine circovirus: Induction by glucosamine and
cell cycle dependence. Arch. Virol. 1987, 96, 39–57. [CrossRef] [PubMed]
Yang, S.; Shang, Y.; Yin, S.; Wang, D.; Cai, J.; Gong, Z.; Serge, M.; Liu, X. A phage-displayed single domain
antibody fused to alkaline phosphatase for detection of porcine circovirus type 2. J. Virol. Methods 2015, 213,
84–92. [CrossRef]
Duan, D.; Zhang, S.; Li, X.; Guo, H.; Chen, M.; Zhang, Y.; Han, J.; Lv, Y. Activation of the tlr/myd88/nf-kappab
signal pathway contributes to changes in il-4 and il-12 production in piglet lymphocytes infected with
porcine circovirus type 2 in vitro. PLoS ONE 2014, 9, e97653. [CrossRef]
Yin, S.; Sun, S.; Yang, S.; Shang, Y.; Cai, X.; Liu, X. Self-assembly of virus-like particles of porcine circovirus
type 2 capsid protein expressed from escherichia coli. Virol. J. 2010, 7, 166. [CrossRef]
Du, Q.; Huang, Y.; Wang, T.; Zhang, X.; Chen, Y.; Cui, B.; Li, D.; Zhao, X.; Zhang, W.; Chang, L.; et al.
Porcine circovirus type 2 activates pi3k/akt and p38 mapk pathways to promote interleukin-10 production in
macrophages via cap interaction of gc1qr. Oncotarget 2016, 7, 17492–17507. [CrossRef]
Qin, Y.; Li, H.H.; Qiao, J.Y. Tlr2/myd88/nf-kappa b signalling pathway regulates il-8 production in porcine
alveolar macrophages infected with porcine circovirus 2. J. Gen. Virol. 2016, 97, 445–452. [CrossRef]
Yin, S.H.; Yang, S.L.; Shang, Y.J.; Cai, X.P.; Liu, X.T. Development and optimization of multiplex- pcr for
simultaneous detection of porcine pseudorabies virus, porcine parvovirus, and porcine circovirus type 2. Int.
J. Appl. Res. Vet. M. 2012, 10, 273–279.
Yang, S.; Shang, Y.; Wang, D.; Yin, S.; Cai, J.; Liu, X. Diagnosis of porcine circovirus type 2 infection with a
combination of immunomagnetic beads, single-domain antibody, and fluorescent quantum dot probes. Arch.
Virol. 2015, 160, 2325–2334. [CrossRef]
Zhang, H.L.; Liu, C.; Cheng, S.; Wang, X.F.; Li, W.T.; Charreyre, C.; Audonnet, J.C.; He, Q.G. Porcine cd74 is
involved in the inflammatory response activated by nuclear factor kappa b during porcine circovirus type 2
(pcv-2) infection. Arch. Virol. 2013, 158, 2285–2295. [CrossRef] [PubMed]
Han, J.; Zhang, S.; Zhang, Y.; Chen, M.; Lv, Y. Porcine circovirus type 2 increases interleukin-1beta and
interleukin-10 production via the myd88-nf-kappa b signaling pathway in porcine alveolar macrophages
in vitro. J. Vet. Sci. 2017, 18, 183–191. [CrossRef] [PubMed]
Chae, C. A review of porcine circovirus 2-associated syndromes and diseases. Vet. J. 2005, 169, 326–336.
[CrossRef] [PubMed]
Opriessnig, T.; Langohr, I. Current state of knowledge on porcine circovirus type 2-associated lesions. Vet.
Pathol. 2013, 50, 23–38. [CrossRef]
Chang, H.W.; Jeng, C.R.; Lin, T.L.; Liu, J.J.; Chiou, M.T.; Tsai, Y.C.; Chia, M.Y.; Jan, T.R.; Pang, V.F.
Immunopathological effects of porcine circovirus type 2 (pcv2) on swine alveolar macrophages by in vitro
inoculation. Vet. Immunol. Immunopathol. 2006, 110, 207–219. [CrossRef]
Li, W.; Liu, S.; Wang, Y.; Deng, F.; Yan, W.; Yang, K.; Chen, H.; He, Q.; Charreyre, C.; Audoneet, J.C.
Transcription analysis of the porcine alveolar macrophage response to porcine circovirus type 2. BMC Genom.
2013, 14, 353. [CrossRef]
Hibbs, M.L.; Quilici, C.; Kountouri, N.; Seymour, J.F.; Armes, J.E.; Burgess, A.W.; Dunn, A.R. Mice lacking three
myeloid colony-stimulating factors (g-csf, gm-csf, and m-csf) still produce macrophages and granulocytes
and mount an inflammatory response in a sterile model of peritonitis. J. Immunol. 2007, 178, 6435–6443.
[CrossRef]

Viruses 2019, 11, 1021

38.
39.
40.
41.

42.
43.

44.

45.

46.

47.
48.
49.
50.

51.

52.

53.
54.

55.

14 of 14

Becher, B.; Tugues, S.; Greter, M. Gm-csf: From growth factor to central mediator of tissue inflammation.
Immunity 2016, 45, 963–973. [CrossRef]
Dougan, M.; Dranoff, G.; Dougan, S.K. Gm-csf, il-3, and il-5 family of cytokines: Regulators of inflammation.
Immunity 2019, 50, 796–811. [CrossRef]
Huffman, J.A.; Hull, W.M.; Dranoff, G.; Mulligan, R.C.; Whitsett, J.A. Pulmonary epithelial cell expression of
gm-csf corrects the alveolar proteinosis in gm-csf-deficient mice. J. Clin. Investig. 1996, 97, 649–655. [CrossRef]
Fujiu, K.; Shibata, M.; Nakayama, Y.; Ogata, F.; Matsumoto, S.; Noshita, K.; Iwami, S.; Nakae, S.; Komuro, I.;
Nagai, R.; et al. A heart-brain-kidney network controls adaptation to cardiac stress through tissue macrophage
activation. Nat. Med. 2017, 23, 611. [CrossRef] [PubMed]
Mantovani, A.; Bonecchi, R.; Locati, M. Tuning inflammation and immunity by chemokine sequestration:
Decoys and more. Nat. Rev. Immunol. 2006, 6, 907–918. [CrossRef] [PubMed]
Kim, J.; Chae, C. Expression of monocyte chemoattractant protein-1 but not interleukin-8 in granulomatous
lesions in lymph nodes from pigs with naturally occurring postweaning multisystemic wasting syndrome.
Vet. Pathol. 2003, 40, 181–186. [CrossRef] [PubMed]
Kim, J.; Chae, C. Expression of monocyte chemoattractant protein-1 and macrophage inflammatory protein-1
in porcine circovirus 2-induced granulomatous inflammation. J. Comp. Pathol. 2004, 131, 121–126. [CrossRef]
[PubMed]
Tsai, Y.C.; Jeng, C.R.; Hsiao, S.H.; Chang, H.W.; Liu, J.J.; Chang, C.C.; Lin, C.M.; Chia, M.Y.; Pang, V.F. Porcine
circovirus type 2 (pcv2) induces cell proliferation, fusion, and chemokine expression in swine monocytic
cells in vitro. Vet. Res. 2010, 41, 60. [CrossRef] [PubMed]
Gerszten, R.E.; Garcia-Zepeda, E.A.; Lim, Y.C.; Yoshida, M.; Ding, H.A.; Gimbrone, M.A., Jr.; Luster, A.D.;
Luscinskas, F.W.; Rosenzweig, A. Mcp-1 and il-8 trigger firm adhesion of monocytes to vascular endothelium
under flow conditions. Nature 1999, 398, 718–723. [CrossRef]
Baggiolini, M.; Dewald, B.; Moser, B. Interleukin-8 and related chemotactic cytokines–cxc and cc chemokines.
Adv. Immunol. 1994, 55, 97–179.
Segales, J.; Domingo, M.; Chianini, F.; Majo, N.; Dominguez, J.; Darwich, L.; Mateu, E. Immunosuppression
in postweaning multisystemic wasting syndrome affected pigs. Vet. Microbiol. 2004, 98, 151–158. [CrossRef]
Dinarello, C.A. Proinflammatory cytokines. Chest 2000, 118, 503–508. [CrossRef]
Sipos, W.; Duvigneau, J.C.; Willheim, M.; Schilcher, F.; Hartl, R.T.; Hofbauer, G.; Exel, B.; Pietschmann, P.;
Schmoll, F. Systemic cytokine profile in feeder pigs suffering from natural postweaning multisystemic
wasting syndrome (pmws) as determined by semiquantitative rt-pcr and flow cytometric intracellular
cytokine detection. Vet. Immunol. Immunopathol. 2004, 99, 63–71. [CrossRef]
Qin, J.Z.; Qian, Y.C.; Yao, J.H.; Grace, C.; Li, X.X. Sigirr inhibits interleukin-1 receptor- and toll-like receptor
4-mediated signaling through different mechanisms. J. Biol. Chem. 2005, 280, 25233–25241. [CrossRef]
[PubMed]
Fawley, J.; Cuna, A.; Menden, H.L.; McElroy, S.; Umar, S.; Welak, S.R.; Gourlay, D.M.; Li, X.; Sampath, V.
Single-immunoglobulin interleukin-1-related receptor regulates vulnerability to tlr4-mediated necrotizing
enterocolitis in a mouse model. Pediatric Res. 2018, 83, 164–174. [CrossRef] [PubMed]
Garlanda, C.; Riva, F.; Bonavita, E.; Gentile, S.; Mantovani, A. Decoys and regulatory “receptors” of the
il-1/toll-like receptor superfamily. Front. Immunol. 2013, 4, 180. [CrossRef] [PubMed]
Wald, D.; Qin, J.; Zhao, Z.; Qian, Y.; Naramura, M.; Tian, L.; Towne, J.; Sims, J.E.; Stark, G.R.; Li, X. Sigirr,
a negative regulator of toll-like receptor-interleukin 1 receptor signaling. Nat. Immunol. 2003, 4, 920–927.
[CrossRef]
Lv, Y.; Zhang, X.; Sun, Y.; Zhang, S. Activation of nf-kappab contributes to production of pig-major acute
protein and serum amyloid a in pigs experimentally infected with porcine circovirus type 2. Res. Vet. Sci.
2013, 95, 1235–1240. [CrossRef]
© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

