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Abstract: Avian pathogenic E. coli (APEC) can cause localized or systemic infection, resulting in
large economic losses per year, and impact health of humans. Previous studies showed that RIP2
(receptor interacting serine/threonine kinase 2) and its signaling pathway played an important
role in immune response against APEC infection. In this study, chicken HD11 cells were used as
an in vitro model to investigate the function of chicken RIP2 and the transcription factor binding
to the RIP2 core promoter region via gene overexpression, RNA interference, RT-qPCR, Western
blotting, dual luciferase reporter assay, CHIP-PCR, CCK-8, and flow cytometry assay following
APEC stimulation. Results showed that APEC stimulation promoted RIP2 expression and cells
apoptosis, and inhibited cells viability. Knockdown of RIP2 significantly improved cell viability
and suppressed the apoptosis of APEC-stimulated cells. Transcription factor NFIB (Nuclear factor
I B) and GATA1 (globin transcription factor 1) binding site was identified in the core promoter
region of RIP2 from −2300 bp to −1839 bp. However, only NFIB was confirmed to be bound to the
core promoter of RIP2. Overexpression of NFIB exacerbated cell injuries with significant reduction
in cell viability and increased cell apoptosis and inflammatory cytokines levels, whereas opposite
results were observed in NFIB inhibition treatment group. Moreover, RIP2 was up-regulated by
NFIB overexpression, and RIP2 silence mitigated the effect of NFIB overexpression in cell apoptosis,
inflammation, and activation of NFκB signaling pathways. This study demonstrated that NFIB
overexpression accelerated APEC-induced apoptosis and inflammation via up-regulation of RIP2
mediated downstream pathways in chicken HD11 cells.
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Avian pathogenic E. coli (APEC), a subset of extraintestinal pathogenic E. coli (ExPEC),
is the causative agent of several localized or systemic syndromes, affecting poultry of any
age and production categories. The most common infections caused by APEC are acute
septicemia in young birds or diverse diseases such as subacute pericarditis, airsacculitis,
salpingitis, peritonitis, and cellulitis for young survivors, leading to high morbidity, mortality, and carcass contamination in broiler, layer, game, and turkey [1–3]. APEC causes
economic losses of millions of dollars worldwide. For example, as one of the world’s
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largest exporters of chicken meat, Brazil has 45.2% of poultry meat export rejected due to
APEC infections [4].
Moreover, previous studies have demonstrated that uropathogenic E. coli (UPEC)
causing human urinary tract infections shared genetic similarities with APEC [5–7], indicating APEC is potentially zoonotic and can cause various health hazards. It has been
reported that foodborne pathogens have led to an estimated 4 million cases of human
illness in Canada [8]. APEC is one of the foodborne zoonotic pathogens most frequently
associated with infections from poultry products [9,10]. Therefore, it is of great interest to
improve our understanding of host immune response to APEC and to formulate effective
preventive and treatment strategies. Although antibiotics can be used to control diseases
caused by APEC, most current APEC strains are resistant to different classes of antibiotics.
For example, more than 80% of APEC strains in China, and 92% in Europe, United States,
and Australia, are resistant to antibiotics [11,12]. Furthermore, effective vaccines are still
not available to protect chickens against APEC infections mainly due to the diversity of
APEC serotypes [13]. Therefore, genetics improvement of chickens is a potentially effective
and sustainable way in the fight against APEC.
Currently, a large number of studies have been performed on poultry response to
APEC infection at the genomic and transcriptomic levels. Previous transcriptomic investigations suggest that the NOD-like receptor signaling pathway and its key regulator RIP2
(receptor interacting serine/threonine kinase 2) are significantly activated in bone marrow,
thymus, bursa, leukocytes in blood, and spleen in chickens with APEC infection [14–18].
The RIP2 gene, also known as RIPK2 or RICK, plays an important role in mucosal immunity
in the respiratory system. Previous studies have found that RIP2 was involved in mediating
bacterial stimuli. For example, knockout of RIP2 would result in a strong neutrophil recruitment to the lungs of Legionella pneumophila infected mice, and the expression levels of RIP2
are critical to the production of cytokines [19]. Moreover, RIP2 was found to be involved in
the inflammation modulation and the clearance of Listeria monocytogenes [20], Salmonella
enterica [21], and Chlamydia pneumoniae [22]. Although the aforementioned studies proved
that RIP2 has essential function in the process of immunity and bacterial clearance in mice
and humans, the specific molecular mechanism of RIP2 function and the factors regulating
RIP2 expression activity are still unknown.
Transcription factors, also known as trans-acting factors, are proteins with special
structures that can bind to the specific DNA sequence (cis-acting element) in the upstream
promoter region of the target gene to regulate gene expression in different tissues, cells,
or environmental conditions at the transcriptional level to further modulate growth, development, and immunity [23–25]. For example, NFIB, a member of the nuclear factor
1 (NFI) family of transcription factors, is not only essential to activate viral genes, but
also important to control expression of a large number of cellular genes [26]. It has been
demonstrated that transcription factor NFIB can regulate proliferation and epithelial differentiation during lung maturation. The experiment of Hsu et al. [27] showed that knockout
of NFIB would result in severe lung hypoplasia and developmental defects in the brain
of mice. Moreover, NFIB, as a master regulator, can also coordinate epithelial-melanocyte
stem cell proliferation and differentiation in hair follicles, and regulate the differentiation
of neural progenitor cells in the brain [28,29]. Currently, several reports have suggested
NFIB as an oncogene related to triple-negative breast cancer, squamous cell carcinoma of
the esophagus, and submandibular gland carcinoma [30–32]. Another interesting transcription factor is GATA1 (globin transcription factor 1), which is critical to the regulation of
cell growth and differentiation, cell survival, and maintenance of body functions [33,34].
Currently, it is still unclear whether NFIB and GATA1 can regulate the immune and inflammatory responses via a specific mechanism upon APEC infection. Additionally, it remains
unknown whether the RIP2 can interact with NFIB or GATA1.
Therefore, in the present study, we aim to explore activity of chicken RIP2 regulated by
NFIB or GATA1 via analysis of its transcriptional regulatory mechanism, providing the potential
therapeutic targets for controlling excessive inflammatory response upon APEC infection.
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2.1.Results
Identification of NOD-Like Receptor Signaling Pathway and RIP2 as APEC Regulator
2.1. Identification
of NOD-like
Receptor
Signaling
Pathway
and RIP2
as APEC Regulator
Based on the
expression
profile
GSE67302,
GSE6901,
GSE70334,
GSE31387, and
Basedofonchicken
the expression
profile
GSE67302,
GSE6901,
GSE70334,
GSE25511
bone marrow,
thymus,
bursa,
leukocytes
in blood, GSE31387,
and spleen,and
reGSE25511
of
chicken
bone
marrow,
thymus,
bursa,
leukocytes
in
blood,
and
spleen,
respectively, from the same individuals and the same experiment (Table S1), the significant
spectively,
from
the
same
individuals
and
the
same
experiment
(Table
S1),
the
significant
activation change of signaling pathway NOD-like receptor (NLR) was identified to be the
activation
change
of signaling response
pathway to
NOD-like
receptor(Figure
(NLR) S1).
wasAs
identified
becore
the
most common
transcriptomic
APEC infection
the key to
and
most
common
transcriptomic
topathway,
APEC infection
(Figure S1).level
As the
key and
member
of NOD-like
receptorresponse
signaling
RIP2 expression
showed
4 tocore
10member
of NOD-like
receptor
signalingtissues
pathway,
RIP2
expression
level
showed
to 10-fold
fold changes
upregulation
in different
upon
APEC
infection
(Figure
1), 4suggesting
changes
upregulation
in different
upon APEC
infection
(Figure
suggesting
the
the important
role of chicken
RIP2 tissues
in the immune
response
to APEC.
This1),led
us to explore
important
role
of
chicken
RIP2
in
the
immune
response
to
APEC.
This
led
us
to
explore
the
the function and transcriptional regulation of chicken RIP2 after APEC infection.
function and transcriptional regulation of chicken RIP2 after APEC infection.

Figure
1. The
The expression
expression level
level of
of genes
genes in
in NOD-like
NOD-like receptor
receptor signaling
signaling pathway
pathway in
in different
different immune
immune
Figure 1.
tissues of the same individual bird with APEC infection. (A)
(A) The expression
expression level
level of IL8L2, IL1B,
IL18, RIP2, PSTPIP1, NOD1, HSP90B1, CARD9, MAPK1, MAPK11, and CASP8 in NOD-like receptor
signaling pathway in bone marrow upon APEC infection based on the data of
of GSE67302.
GSE67302. (B) The
expression
level
of
IL8L2,
IL18,
IL8L1,
MAPK12,
MAPK11,
BIRC2,
CARD9,
NOD1,
expression level of IL8L2, IL18, IL8L1, MAPK12, MAPK11, BIRC2, CARD9, NOD1, and
and RIP2
RIP2 in
in NODNODlike
receptor
signaling
pathway
in
thymus
upon
APEC
infection
based
on
the
data
of
GSE69014.
(C)
like receptor signaling pathway in thymus upon APEC infection based on the data of GSE69014.
The expression level of MAPK8, IL18, TRAF6, HSP90AB1, NOD1, RIP2, and ITA in NOD-like recep(C) The expression level of MAPK8, IL18, TRAF6, HSP90AB1, NOD1, RIP2, and ITA in NOD-like
tor signaling pathway in bursa upon APEC infection based on the data of GSE70334. (D) The exreceptor signaling pathway in bursa upon APEC infection based on the data of GSE70334. (D) The
pression level of MAPK11, MAPK1, CASP8, ERBB2IP, IL8L2, RIP2, and NOD1 in NOD-like receptor
expression
level of MAPK11,
MAPK1,
CASP8,
ERBB2IP,
IL8L2, RIP2,
andon
NOD1
in NOD-like
receptor
signaling pathway
in leukocytes
in blood
upon
APEC infection
based
the data
of GSE31387.
(E)
signaling
pathway
in
leukocytes
in
blood
upon
APEC
infection
based
on
the
data
of
GSE31387.
The expression level of IL1B, IL18, IL6, RIP2, NOD1, and CASP8 in NOD-like receptor signaling
(E)
The expression
IL1B,infection
IL18, IL6,based
RIP2,on
NOD1,
andofCASP8
in NOD-like receptor signaling
pathway
in spleen level
uponof
APEC
the data
GSE25511.
pathway in spleen upon APEC infection based on the data of GSE25511.

2.2. APEC Increased RIP2 Expression and Suppressed Chicken HD11 Cells Viability
2.2. APEC Increased RIP2 Expression and Suppressed Chicken HD11 Cells Viability
Chicken HD11 cells were cultured with APEC to examine cellular immune response.
Chicken HD11 cells were cultured with APEC to examine cellular immune response.
This is further supported by the flow cytometry through apoptotic cell makers staining of
This is further supported by the flow cytometry through apoptotic cell makers staining of
chicken HD11 cells treated for 24 h with PE Annexin V and 7-aminoactinomycin D (7chicken HD11 cells treated for 24 h with PE Annexin V and 7-aminoactinomycin D (7-AAD),
AAD), which shows significant increase in apoptotic rate from around 4 to 17% (Figure
which shows significant increase in apoptotic rate from around 4 to 17% (Figure 2B).
2B). Moreover, treatment with APEC substantially promoted an almost four-fold increase
Moreover, treatment with APEC substantially promoted an almost four-fold increase We
We performed the HD11 cells infection with different dose of APEC colony forming units
performed the HD11 cells infection with different dose of APEC colony forming units
(CFUs) experiment for 0 h, 24 h, 48 h, and 72 h, and then examined cell viability. As shown
(CFUs) experiment for 0 h, 24 h, 48 h, and 72 h, and then examined cell viability. As
by the viability
assay with
450OD
nm,
1 ×nm,
1061CFUs
1 × 10~9 CFUs
APECofcan
signifi9 CFUs
shown
by the viability
assayOD
with
450
× 106~CFUs
1 × 10of
APEC
can
cantly
impair
cell
viability
with
a
dose-dependent
manner
at
different
time
points
despite
significantly impair cell viability with a dose-dependent manner at different time points
despite the time-dependent growth of the HD11 cell after stimulation (Figure 2A). There
was significant reduction in cell viability when the APEC concentration increased from
1 × 107 CFUs to 1 × 108 CFUs at 24 h, 48 h, and 72 h, while no significance existed between
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nificant reduction in cell viability when the APEC concentration increased from 1 × 107
CFUs to 1 × 108 CFUs at 24 h, 48 h, and 72 h, while no significance existed between 1 × 108
CFUs of APEC and 1 × 109 CFUs of APEC (Figure 2A). Thus, 0.1 mL 1 × 108 CFUs of APEC
1 × 108 CFUs of APEC and 1 × 109 CFUs of APEC (Figure 2A). Thus, 0.1 mL 1 × 108 CFUs
can significantly suppress the proliferation of chicken HD11 cells and promote cell apopof APEC can significantly suppress the proliferation of chicken HD11 cells and promote
tosis (Figure 2A,B).This is further supported by the flow cytometry through apoptotic cell
cell apoptosis (Figure 2A,B).This is further supported by the flow cytometry through
makers staining of chicken HD11 cells treated for 24 h with PE Annexin V and 7-aminoapoptotic cell makers staining of chicken HD11 cells treated for 24 h with PE Annexin V and
actinomycin D (7-AAD), which shows significant increase of apoptotic rate from around
7-aminoactinomycin D (7-AAD), which shows significant increase of apoptotic rate from
4 to 17%4 (Figure
2B). Moreover,
treatment
with APEC
promoted
an almost
around
to 17% (Figure
2B). Moreover,
treatment
with substantially
APEC substantially
promoted
an
four-fold
increase
in
RIP2
expression
(from
0.98
to
3.87,
Figure
2C).
almost four-fold increase in RIP2 expression (from 0.98 to 3.87, Figure 2C).

Figure 2.
2. APEC
APEC promoted
promoted RIP2
RIP2 expression
expression and
and apoptosis,
apoptosis, and
and suppressed
suppressed the
the viability
viability of
of chicken
chicken
Figure
HD11 cells.
cells. (A)
(A) Viability
Viability of
of chicken
chicken HD11
HD11 cells
cells analyzed
analyzed at
at 24,
24, 48,
48, and
and 72
72 hh after
after APEC
APEC infection
infection
HD11
(data are
are shown
shown as
asmean
mean±± SD,
SD, n
n=
= 55 independent
independent experiments.
experiments. ** pp <
< 0.05,
** pp <
< 0.01,
0.01, ***
*** pp << 0.001,
0.001,
(data
0.05, **
and **** p < 0.0001, one-way ANOVA, LSD. OD, optical density). (B) Flow cytometry was used to
and **** p < 0.0001, one-way ANOVA, LSD. OD, optical density). (B) Flow cytometry was used to
detect apoptosis of chicken HD11 cells treated with APEC at 24 h (data are shown as mean ± SD, n
detect apoptosis of chicken HD11 cells treated with APEC at 24 h (data are shown as mean ± SD,
= 5 independent experiments. **** p < 0.0001, one-way ANOVA, LSD). (C) RIP2 expression in APECntreated
= 5 independent
experiments.
****h pwas
< 0.0001,
one-way
ANOVA,
LSD).
(C)
RIP2
expression
chicken HD11
cells after 24
determined
using
RT-qPCR
(data
are
shown
as meanin±
APEC-treated
chicken
HD11
cells
after
24
h
was
determined
using
RT-qPCR
(data
are
shown as
SD, n = 5 independent experiments. **** p < 0.0001, one-way ANOVA, LSD).
mean ± SD, n = 5 independent experiments. **** p < 0.0001, one-way ANOVA, LSD).

2.3. RIP2 Knockdown Rescued the APEC-Stimulated Effect on Viability and Apoptosis of
2.3. RIP2 Knockdown Rescued the APEC-Stimulated Effect on Viability and Apoptosis of Chicken
Chicken
HD11 Cells
HD11
Cells
To verify
verify the
the regulatory
regulatory effect
effect of
of RIP2
RIP2 in
in cell
cell immune
immune response,
response, we
we used
used lentivirus
lentivirus
To
vectorto
totransfect
transfectchicken
chickenHD11
HD11
cells
with
Sh-RIP2,
of which
the knockdown
efficiency
vector
cells
with
Sh-RIP2,
of which
the knockdown
efficiency
was
was about
90%
the background
compared
to negative
control
Sh-NC
(Figure
3A). Even
about
90% of
theofbackground
compared
to negative
control
Sh-NC
(Figure
3A). Even
with
with APEC
stimulation
24 h,
the expression
in Sh-RIP2
transfected
APEC
stimulation
for 24for
h, the
expression
of RIP2ofinRIP2
Sh-RIP2
transfected
chickenchicken
HD11
cells was significantly lower (Figure 3B). We observed that RIP2 knockdown promoted the
growth of APEC-treated chicken HD11 cells. Specifically, the optical density (OD 450 nm)
values of Sh-RIP2 were consistently higher than that of Sh-NC at 24, 48, and 72 h after APEC
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HD11 cells was significantly lower (Figure 3B). We observed that RIP2 knockdown5promoted the growth of APEC-treated chicken HD11 cells. Specifically, the optical density
(OD 450 nm) values of Sh-RIP2 were consistently higher than that of Sh-NC at 24, 48, and
72
h after APEC
stimulation
(Figure
Moreover,
flowthat
cytometry
showed that
RIP2
stimulation
(Figure
3C). Moreover,
flow3C).
cytometry
showed
RIP2 knockdown
inhibited
knockdown
inhibited
the
apoptosis
of
APEC-stimulated
chicken
HD11
cells
(Figure
3D,E).
the apoptosis of APEC-stimulated chicken HD11 cells (Figure 3D,E). The apoptotic ratios
The
apoptotic
ratios
16% knockdown.
to about 9% Therefore,
after RIP2RIP2
knockdown.
Therefore,
dropped
from 16%
to dropped
about 9% from
after RIP2
knockdown
rescued
RIP2
knockdown
rescued
detrimental
effects
caused
by
APEC
treatment.
detrimental effects caused by APEC treatment.

Figure 3. RIP2 knockdown reverses the APEC-induced effects on viability and apoptosis of chicken
Figure 3. RIP2 knockdown reverses the APEC-induced effects on viability and apoptosis of chicken
HD11 cells. (A) RT-qPCR analysis of RIP2 expression in normal HD11 cells, and HD11 cell transHD11 cells. (A) RT-qPCR analysis of RIP2 expression in normal HD11 cells, and HD11 cell transfected
fected with negative control (Sh-NC), and Sh-RIP2 (data are shown as mean ± SD, n = 5 independent
with
negative****
control
(Sh-NC),
and Sh-RIP2
(data
are(B)
shown
as mean
± SD,
= 5 expression
independent
experiments.
p < 0.0001,
one-way
ANOVA,
LSD).
RT-qPCR
analysis
of n
RIP2
in
experiments.
****
p
<
0.0001,
one-way
ANOVA,
LSD).
(B)
RT-qPCR
analysis
of
RIP2
expression
in
normal HD11 cells, and HD11 cell transfected with negative control (Sh-NC), and Sh-RIP2 chicken
normal
HD11
cells,
and
HD11
cell
transfected
with
negative
control
(Sh-NC),
and
Sh-RIP2
chicken
HD11 cell at 24 h post APEC treatment (data are shown as mean ± SD, n = 5 independent experiments.
****atp24
< 0.0001,
one-way
ANOVA,
(C) Viability
evaluated
in chickenexperiments.
HD11 cells
HD11 cell
h post APEC
treatment
(dataLSD).
are shown
as meanwas
± SD,
n = 5 independent
transfected
with
either
Sh-NC
or
Sh-RIP2
at
24,
48,
and
72
h
after
treatment
with
APEC
(data are
**** p < 0.0001, one-way ANOVA, LSD). (C) Viability was evaluated in chicken HD11 cells transfected
shown
as
mean
±
SD,
n
=
5
independent
experiments.
****
p
<
0.0001,
one-way
ANOVA,
LSD).
with either Sh-NC or Sh-RIP2 at 24, 48, and 72 h after treatment with APEC (data are shown(D)
as
Apoptotic
rate
chicken HD11
cells treated****
with
transfected
withLSD).
Sh-NC
Sh-RIP2
mean ± SD,
n =of5 independent
experiments.
p <APEC
0.0001,and
one-way
ANOVA,
(D)orApoptotic
(data are shown as mean ± SD, n = 5 independent experiments. **** p < 0.0001, one-way ANOVA,
rate of chicken HD11 cells treated with APEC and transfected with Sh-NC or Sh-RIP2 (data are shown
LSD). (E) Flow cytometry was used to detect the apoptosis change of chicken HD11 cells after treatas mean ± SD, n = 5 independent experiments. **** p < 0.0001, one-way ANOVA, LSD). (E) Flow
ment with APEC and transfection with Sh-NC or Sh-RIP2.
cytometry was used to detect the apoptosis change of chicken HD11 cells after treatment with APEC
and Identification
transfection with
Sh-NC
or Sh-RIP2.
2.4.
of the
Chicken
RIP2 Promoter Region and Analysis of Transcriptional

Regulatory
Elements
2.4. Identification
of the Chicken RIP2 Promoter Region and Analysis of Transcriptional Regulatory Elements
To
investigate
the core
core promoter
promoter region
region of
of RIP2,
RIP2, the
To investigate the
the chicken
chicken DF1
DF1 and
and HD11
HD11 cell
cell lines
lines
were
transfected
with
recombinant
plasmids
and
the
internal
control
pRL-TK
plasmid.
were transfected with recombinant plasmids and the internal control pRL-TK plasmid. The
The
pGL3-basic
plasmid
as a negative
control.
The activity
of chicken
propGL3-basic
plasmid
was was
usedused
as a negative
control.
The activity
of chicken
RIP2RIP2
promoter
moter
was identified
using
the dual-luciferase
assay. Cloning
of theRIP2
chicken
gene
was identified
using the
dual-luciferase
assay. Cloning
of the chicken
geneRIP2
promoter
promoter
was
started
from
3000 bptoupstream
to 200 bp downstream
of transcriptional
was started
from
3000 bp
upstream
200 bp downstream
of transcriptional
start site.
start The
site. promoter activity of chicken RIP2 showed the same trend in both DF1 and HD11
The promoter
activity ofplasmid
chicken pGL3-P5
RIP2 showed
the same trend
in both
DF1 and HD11
cell lines.
The recombinant
(−2300/+38),
pGL3-P6
(−2750/+38),
and
cell
lines.(−
The
recombinant
plasmid pGL3-P5
(−2300/+38),
pGL3-P6
(−2750/+38),
and
pGL3-P7
3162/+38)
had significantly
higher promoter
activity
compared
to the pGL3pGL3-P7
(−3162/+38)
had significantly
promoter
activity
compared and
to the
pGL3basic, pGL3-P1
(−439/+38),
pGL3-P2 (higher
−962/+38),
pGL3-P3
(−1389/+38),
pGL3-P4
basic,
pGL3-P1There
(−439/+38),
(−962/+38),
and groups
pGL3-P4
(−1839/+38).
was nopGL3-P2
significant
differencepGL3-P3
between (−1389/+38),
each of the two
in
(−1839/+38).
There was
significant
betweenofeach
of thewas
twosharply
groups increased
in pGL3pGL3-P5, pGL3-P6,
andno
pGL3-P7.
Thediﬀerence
promoter activity
pGL3-P5
compared to pGL3-P4 (Figure 4A), indicating that the core promoter region was between
−2300 bp and −1839 bp. The bioinformatics online software PROMO [35] (http://al
ggen.lsi.upc.es/cgi-bin/promo_v3/promo/promoinit.cgi?dirDB=TF_8.3, 20 August 2021)
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P5, pGL3-P6, and pGL3-P7. The promoter activity of pGL3-P5 was sharply increased compared to pGL3-P4 (Figure 4A), indicating that the core promoter region was between
6 of 19
−2300 bp and −1839 bp. The bioinformatics online software PROMO [35] (http://alggen.lsi.upc.es/cgi-bin/promo_v3/promo/promoinit.cgi?dirDB=TF_8.3, 20 August 2021)
and AliBaba [36] (http://gene-regulation.com/pub/programs/alibaba2/index.html, 20 Auand
[36]
(http://gene-regulation.com/pub/programs/alibaba2/index.html,
used
to identify putative activator or repressor regulatory elements in the
gust AliBaba
2021) were
20
August
2021)
were
used
activator
or repressor regulatory
elements
core promoter region.
Astoaidentify
result, putative
two essential
transcription
factors—NFIB
and
in
the
core
promoter
region.
As
a
result,
two
essential
transcription
factors—NFIB
and
GATA1—were predicted to have binding sites at −2300 bp ~ −1839 bp (Figure 4B).
GATA1—were predicted to have binding sites at −2300 bp ~ −1839 bp (Figure 4B).

Figure 4.
4. Identification
Identification of
of chicken
Figure
chicken RIP2
RIP2 promoter
promoter through
through luciferase
luciferase activity
activity of
ofthe
thedifferent
differentinserted
inserted
fragments
and
prediction
of
regulatory
elements.
(A)
Luciferase
activity
of
the
different
inserted
fragments and prediction of regulatory elements. (A) Luciferase activity of the different inserted
fragfragments of the chicken RIP2 promoter in HD11 cells (data are shown as mean ± SD, n = 5 indements
of the chicken RIP2 promoter in HD11 cells (data are shown as mean ± SD, n = 5 independent
pendent experiments. **** p < 0.0001, one-way ANOVA, LSD). (B) Luciferase activity of the different
experiments. **** p < 0.0001, one-way ANOVA, LSD). (B) Luciferase activity of the different inserted
inserted fragment of the chicken RIP2 promoter in DF1 cells (data are shown as mean ± SD, n = 5
fragment
of the
chicken RIP2
in DF1
cells (data
are shown
as mean
SD,Prediction
n = 5 independent
independent
experiments.
** promoter
p < 0.01, ****
p < 0.0001,
one-way
ANOVA,
LSD).±(C)
of bindexperiments.
** p < 0.01, ****
p < 0.0001,
one-way
ANOVA,
Prediction
of binding
sites
for
ing sites for transcription
factors
at −1839
to +54 bp
of RIP2 LSD).
in the (C)
genomic
assembly
of Gllus
gallus
transcription
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2.5. Identification of Transcription Factors in Core Region of Chicken RIP2 Promoter
To confirm that the transcription factor NFIB and GATA1 binds to the different proTo confirm that the transcription factor NFIB and GATA1 binds to the different promoter region of RIP2 gene, two overexpression recombinant plasmids of the transcription
moter region of RIP2 gene, two overexpression recombinant plasmids of the transcription
factor NFIB (pcDNA3.1-NFIB) and GATA1 (pcDNA3.1-GATA1) were constructed, respecfactor NFIB (pcDNA3.1-NFIB) and GATA1 (pcDNA3.1-GATA1) were constructed, retively. Results of agarose gel electrophoresis of amplified insertion (Figure 5A,B), double
spectively. Results of agarose gel electrophoresis of amplified insertion (Figure 5A,B),
enzyme digestion of recombinant plasmids (Figure 5C,D), and sequencing showed that
double enzyme digestion of recombinant plasmids (Figure 5C,D), and sequencing showed
the two recombinant plasmids (pcDNA3.1-NFIB and pcDNA3.1-GATA1) were successfully
that the two recombinant plasmids (pcDNA3.1-NFIB and pcDNA3.1-GATA1) were succonstructed. Then, pcDNA3.1-NFIB or pcDNA3.1-GATA1, together with RIP2 promoter
cessfully constructed. Then, pcDNA3.1-NFIB or pcDNA3.1-GATA1, together with RIP2
recombinant plasmid pGL3-P5, were used to transfect chicken HD11 cells. Results showed
promoter recombinant plasmid pGL3-P5, were used to transfect chicken HD11 cells. Rethat the overexpression plasmid pcDNA3.1-NFIB can significantly improve the activity of
sults showed that the overexpression plasmid pcDNA3.1-NFIB can significantly improve
the RIP2 promoter (Figure 5F), while the pcDNA3.1-GATA1 plasmids had no significant
the activity of the RIP2 promoter (Figure 5F), while the pcDNA3.1-GATA1 plasmids had
effect on the activity of chicken RIP2 promoter (Figure 5E). It can be speculated that the
transcriptional factor NFIB may bind to the promoter region of chicken RIP2 gene to enhance promoter activity. Then, we further investigated the binding status of NFIB and RIP2
genes in vivo.
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CHIP-PCR was used to identify the specific binding of transcription factor NFIB to
the core promoter region of chicken RIP2 gene in vivo. Based on the region of the core
promoters of chicken RIP2 that contains the putative NFIB binding sites, PCR primers
were designed with an amplification size of 196 bp and the immunoprecipitated DNA
fragments were used as template. Target amplification was not detected in the negative
control, but was detected in the input control, indicating that the experimental results were
reliable and correct. The target fragment was obtained by PCR amplification of the DNA
fragments immunoprecipitated by NFIB antibody (Figure 5G,H). Meanwhile, the target
amplified product was sequenced and confirmed to be correct. These data confirmed that
the transcription factor NFIB bound specifically to the core regions of the promoters of
RIP2 gene in chicken HD11 macrophages.
2.6. Design and Screening of siRNA Interfering with NFIB
According to the sequence of NFIB, three pairs of double-stranded siRNAs were designed,
which were located at the position of 1119 bp (Si-NFIB-1), 1612 bp (Si-NFIB-2), and 1259 bp
(Si-NFIB-3). Si-NFIB-1, Si-NFIB-2, Si-NFIB-3, and Si-NC were, respectively, transfected into
chicken HD11 cells. After 48 h, the transfection efficiency was over 95% as displayed in
Figure 6A. Total RNA of chicken HD11 cells was extracted from different treatment groups,
and the mRNA expression of NFIB was measured by using GAPDH as an internal reference
as shown in Figure 6B. After transfection with Si-NFIB-1, Si-NFIB-2, and Si-NFIB-3 in chicken
HD11 cells, the mRNA expression of NFIB was significantly decreased (p < 0.0001). Among
the three siRNA constructs, Si-NFIB-3 had the best interference effect. Results of Western
blot showed similar trends as mRNA expression (Figure 6C,D). Thus, Si-NFIB3 was used to
knock down NFIB in chicken HD11 cells to investigate the effect of this gene on RIP2 gene
and cellular immune inflammatory response in the following experiment.
2.7. RIP2 Was Positively Regulated by NFIB Expression upon APEC Infection
Chicken HD11 cells were transfected using Si-NFIB or pcDNA3.1-NFIB for 48 h and
incubated with APEC for 24 h. As shown in Figure 7A, although the mRNA expression of
RIP2 was significantly upregulated by APEC infection. In both HD11 treated with or without
APEC, RIP2 expression was markedly down-regulated in chicken HD11 cells transfected with
Si-NFIB (p = 0.0002 or p = 0.0335) and further upregulated in chicken HD11 cells transfected
with pcDNA3.1-NFIB (p < 0.0001, or p = 0.0195), in comparison to normal control. The protein
expression changes were similar to the mRNA expression, as NFIB silence decreased the
expression of RIP2 and NFIB overexpression elevated RIP2 levels no matter whether the
cells were infected with APEC (Figure 7B). These results showed that RIP2 expression was
positively regulated by NFIB in chicken HD11 cells.
2.8. NFIB Exacerbated APEC-Induced Injuries through Modulation of RIP2 in Chicken HD11 Cells
We then explored whether NFIB plays a role in APEC-injured chicken HD11 cells
via regulating RIP2 expression. It was found that the effect of NFIB overexpression upon
APEC-induced injuries was reversed by RIP2 knockdown in chicken HD11 cells. NFIB
overexpression significantly reduced cell viability (p < 0.0001 or p = 0.0002) (Figure 8A),
increased apoptotic cell rates (Figure 8D), enhanced the NO production (p < 0.0001 or
p < 0.0001) (Figure 8G), and promoted the mRNA and protein expression levels of IL1β
(p < 0.0001 or p = 0.0066) (Figure 8B,H), IL8 (p < 0.0001 or p < 0.0001) (Figure 8C,I) and IL6
(p < 0.0001 or p < 0.0001) (Figure 8E,J) in APEC-injured chicken HD11 cells (Figure 8F), in
comparison to respective control with or without APEC treatment. RIP2 silence with ShRIP2 after transfection with pcDNA3.1-NFIB exhibited an antagonistic effect with increased
cell viability (p < 0.0001), reduced cell apoptosis and NO production (p < 0.0001), as well as
the mRNA and protein expression levels of proinflammatory factor IL1β (p < 0.0001), IL8
(p = 0.0014), and IL6 (p = 0.0002) in APEC-injured chicken HD11 cells (Figure 8). Generally,
these results revealed that NFIB worsened APEC-induced injuries through modulation of
RIP2 in chicken HD11 cells, and these injuries could be mitigated by knockdown of RIP2.
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out APEC, RIP2 expression was markedly down-regulated in chicken HD11 cells transfected with Si-NFIB (p = 0.0002 or p = 0.0335) and further upregulated in chicken HD11
cells transfected with pcDNA3.1-NFIB (p < 0.0001, or p = 0.0195), in comparison to normal
control. The protein expression changes were similar to the mRNA expression, as NFIB
silence decreased the expression of RIP2 and NFIB overexpression elevated RIP2 levels no
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RIP2 expression was positively regulated by NFIB in chicken HD11 cells.
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2.9. NFIB Overexpression Activated NFκB via Up-Regulating RIP2
As we found that NFIB can regulate APEC-induced chicken HD11 cell injuries through
regulation of RIP2 activity, we hypothesized that NFIB might regulate the RIP2 downstream signaling pathway—NFκB and IκB—to further regulate the cellular immune and
inflammatory response. As shown in Figure 9, inhibition of RIP2 reduced the mRNA
and protein expression level of NFκB p65 (Figure 9A,C,D) and IκBα (Figure 9B–D), which
weakened the effect of NFIB overexpression on NFκB pathway. The two factors showed
similar change as RIP2, IL1β, IL8, and IL6 in different treatment conditions. In conclusion,
these results indicated that NFIB overexpression activated NFκB by upregulation of RIP2
in APEC-injured chicken HD11 cells.
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downstream signaling pathway—NFκB and IκB—to further regulate the cellular immune
and inflammatory response. As shown in Figure 9, inhibition of RIP2 reduced the mRNA
and protein expression level of NFκB p65 (Figure 9A,C,D) and IκBα (Figure 9B–D), which
weakened the effect of NFIB overexpression on NFκB pathway. The two factors showed
similar change as RIP2, IL1β, IL8, and IL6 in different treatment conditions. In conclusion,
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these results indicated that NFIB overexpression activated NFκB by upregulation of RIP2
in APEC-injured chicken HD11 cells.
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3. Discussion
The immune response of poultry to avian pathogenic E. coli (APEC) is a complex
process regulated by many factors. Our previous research has indicated that the RIP2
and its signaling pathway had the ability to regulate chicken immune response to APEC
infection [14–18]. Herein, APEC-stimulation was performed in vitro, which can induce
chicken HD11 macrophages apoptosis and increase RIP2 expression level. Then, we further
confirmed knockdown of RIP2 can alleviate the APEC-induced injury of chicken HD11
macrophages, which is consistent with those findings in humans and mice [37,38]. Previous
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studies have reported that knockdown of RIP2 could inhibit NFκB signaling, reduce levels
of anti-apoptotic proteins, and sensitize cells to drug treatment of triple negative breast
cancer [39]. Bist et al. also demonstrated that inhibiting RIP2 gene can reduce the release
of various inflammatory factors and alleviate inflammatory response syndrome upon
acinetobacter baumannii infection [40]. Although the function of RIP2 has been known
for decades in humans and mice, the factors regulating RIP2 expression activity have not
been studied.
Gene expression is a complex process regulated by multiple factors. Whether a gene is
expressed or not often depends on the specific promoter initiation process [41]. A promoter
is the DNA sequence involved in the transcription of a specific gene and its regulation,
which can be recognized by RNA polymerase and initiate gene transcription with the
assistance of transcription factors [42]. To explore the factors regulating RIP2 expression
activity, we firstly analyzed and identified the core promoter region of chicken RIP2.
Luciferase reporter gene vector utilized in this study is a common method for many studies
of the promoter activity and core regulatory regions [43–45]. Meanwhile, chicken HD11 and
DF1 cells were used as experimental models to double check the promoter activity of RIP2.
Chicken HD11 macrophage is an immortalized cell line formed by transforming chicken
bone marrow cells through replication deficient avian leukemia virus MC29 strain [46],
which is commonly used in the research of animal husbandry and veterinary medicine.
DF1 is a continuous cell line of chicken embryo fibroblasts. The cells are free of endogenous
sequences related to avian sarcoma and leukosis viruses and have normal fibroblastic
morphology [47]. As similar results were obtained from chicken HD11 and DF1 cells, it is
reasonable to believe that the core promoter region of chicken RIP2 is −2300/−1839 bp.
A promoter itself does not control gene activity; it regulates gene activity through
the binding of transcription factor binding site in promoter to transcription factor [48,49].
Herein, bioinformatics analysis predicted that the core promoter region (−2300/−1839 bp)
of RIP2 gene contains binding sites for crucial transcription factor NFIB and GATA1. Our
further experiments demonstrated that NFIB exhibited the strongest binding to the promoter region of RIP2 in vivo and in vitro to positively regulate the RIP2 activity. Recently,
NFIB was identified as an oncogenic molecule in several cancers, which is highly expressed
in tumor cells and modulates cellular proliferation, migration, invasion, and apoptosis. Several researchers have demonstrated that as a versatile regulator of cell differentiation, NFIB
up-regulated its expression in gastric cancer [50], small-cell lung cancer [51], melanoma [52],
and breast cancer [53], whereas paradoxically NFIB exhibits tumor suppressive functions
in cutaneous squamous cell carcinoma and glioblastoma [54,55]. In the current study, we
firstly identified that NFIB was involved in chicken HD11 cells apoptosis, the expression
of inflammatory cytokines, and NO production upon APEC infection. Although there
is no previous studies directly proving that NFIB is directly related to bacterial infection,
the results obtained right now were reasonable and explainable. As we know, APEC can
cause severe respiratory and systemic disease in chicken. NFIB is essential for both lung
maturation and brain development [56–58]. More importantly, recent evidence indicates
that NFIB was involved in the inflammatory response and the apoptosis of cardiomyocytes
under the regulation of miR-346 [59]. The aforementioned studies are consistent with
current results. Our study suggested that NFIB exerted a pivotal role in chicken HD11 cells’
immune and inflammatory response upon APEC infection. However, by what mechanism
does NFIB regulate cellular immune and inflammatory response?
Wu et al. [50] discovered overexpression of NFIB promoted cell proliferation, migration and invasion, and inhibited cell apoptosis in gastric cancer cells through negatively
regulating AKT/Stat3 axis. As our results demonstrated that NFIB, as a transcription factor,
has the ability to regulate the RIP2 activity, we further confirmed that NFIB participated
in APEC-induced injuries through modulation of RIP2 mediated signaling pathway in
chicken HD11 cells. It has been demonstrated that deficiency of RIP2 gene decreased NFκB
activation and impaired expression of IL-6, TNF-α, and IP-10 in mice [60,61]. It is well
known that the NFκB signaling pathway, a prototypical, pro-inflammatory signaling path-
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way, is generally important for the modulation of inflammatory or immune responses, cell
survival, or cell proliferation [62]. Overexpression of RIP2 gene could activate MAP kinases
and augment caspase 8-mediated apoptosis [63–65], proving RIP2 gene plays an important
protective role in immune and inflammatory activities. Herein, we found that NFIB has
the ability to regulate the activity of NFκB and IκB, which was blocked by knockdown of
RIP2. Current results indicate that NFIB can impact the APEC-induced cell apoptosis and
levels of inflammatory cytokines through regulating the RIP2/NFκB axis. Meanwhile, it
also illustrates from the other side that NFIB might be an efficient regulator to avoid the
potential damaging consequences of RIP2 action.
4. Materials and Methods
4.1. Cell Culture
Chicken HD11 cells were from an animal genetic and breeding lab at Yangzhou
University. The steady RIP2 knockdown chicken HD11 cells have been established in
the lab. In brief, according to the sequence of chicken RIP2 gene, three RNA interference
target sequences and one negative control sequence were designed for the RIP2 gene,
recombined with the pLVshRNA-EGFP(2A) Puro interference vector, and then transiently
transfected into chicken HD11 cells. Interference efficiency of each target on RIP2 was
tested by RT-qPCR, and the recombinant vector with high interference efficiency was
packaged with lentivirus to transfect chicken HD11 cells. The transfected HD11 cells
were passaged for several generations. Then, RT-qPCR and Western blot were used to
detect the expression changes of RIP2. Chicken HD11 cells were maintained in Dulbecco’s
modified eagle medium (DMEM) (Thermo Fisher Scientific, Inc., Waltham, MA, USA),
supplemented with 10% fetal bovine serum (FBS) (Gibco, Grand Island, NY, USA) and
1% penicillin streptomycin (Gibco, Grand Island, NY, USA). Cells were cultured in a
humidified environment with 5% CO2 and 95% air at 37 ◦ C. DF1 cells were purchased from
ATCC. The culture condition of DF1 cells was the same with HD11 cells. For infection, cells
were challenged with 0.1 mL containing 1 × 108 colony forming units (CFUs) of APEC
O78 for 24 h.
4.2. RT-qPCR
Total RNA was isolated from cells using Trizol reagent (Invitrogen, Carlsbad, CA,
USA) on the basis of manufacturer’s instructions. Then, the RNA was reverse transcribed
into cDNA using a Reverse Transcription Kit (Takara, Dalian, China). The One Step SYBR®
PrimeScript® PLUS RTRNA PCR Kit (Takara, Dalian, China) was used for cDNA synthesis.
RT-qPCR was conducted using a SYBR® Premix Ex TaqTM II Kit (Takara, Dalian, China) to
evaluate the expression level of RIP2, NFIB, IL1β, IL8, IL6, RELA (NF-κB p65), and IκBα.
Primer sequences were displayed in Table S2. RT-qPCR thermal cycling conditions were as
follows: denaturation for 3 min at 95 ◦ C, 40 cycles for 10 s at 95 ◦ C, 58 ◦ C for 30 s, and then
72 ◦ C for 30 s. Relative expression of the above genes were calculated using the 2−∆∆Ct
method and GAPDH was utilized as an internal control.
4.3. Apoptosis Assay
Cell apoptosis was evaluated using an annexin V-PE/7-AAD apoptosis detection Kit
(Vazyme, Nanjing, China). In brief, cells (5 × 105 cells/well) were divided into different
groups and seeded in 6-well plates. After transfection, the cells were placed in 500 µL
of a binding buffer (Biosea Biotechnology, Beijing, China), treated using 5 µL of annexin
V-PE and 10 µL of 7-AAD, maintained for 30 min at 25 ◦ C in the dark. Stained cells were
detected and analyzed using flow cytometry (Becton Dickinson, Franklin Lakes, NJ, USA).
Each experiment was performed in triplicate.
4.4. Cell Viability Assay
Cell Counting Kit-8 (CCK-8) (Vazyme, Nanjing, China) was utilized to determine the
viability of both the treated and untreated chicken HD11 cells. Transfected cells were placed
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in three replicates at a density of 1 × 105 cells per well in a 96-well plate with 100 µL of
medium and incubated for 48 h after treatment with APEC. Then, the cells were incubated
for 2 h in 10 µL of CCK-8 solution. Absorbance (optical density, OD) was assessed at 450 nm
using a microplate reader (DR-200Bs, Diatek, Wuxi, China).
4.5. Cell Transfection and Dual-Luciferase Reporter Assay for RIP2 Promoter
When the cells reached 70–80% confluence, cells were incubated in 24-well plates.
Cells were transfected with Lipofectamine™ 2000 reagent (Invitrogen, Carlsbad, CA, USA).
To determine the core promoter of the RIP2 gene, a series of promoter fragments were
amplified through 50 unidirectional deletion specific primers containing Hind III and Xho I
restriction enzyme sites, respectively (Table S3). The PCR products were cloned into pGL3basic luciferase reporter vector (Progema, Madison, WI, USA) using T4 DNA Ligase (Takara,
Dalian, China). After enzyme digestion and sequencing identification, the recombinant
plasmids were extracted using EndoFree Mini Plasmid Kit II (Tiangen, Beijing, China), and
named pGL3-RIP2-P1 (−439/+38), pGL3-RIP2-P2 (−962/+38), pGL3-RIP2-P3 (−1389/+38),
pGL3-RIP2-P4 (−1839/+38), pGL3-RIP2-P5 (−2300/+38), pGL3-RIP2-P6 (−2750/+38), and
pGL3-RIP2-P7 (−3162/+38), respectively. To verify the promoter activity of different
fragments, each recombinant plasmid (800 ng) was co-transfection with internal vector
pRL-TK (20 ng) using Lipofectamine™ 2000 reagent according to the manufacturer’s
protocol. After 48 h post-transfection, the luciferase activity was detected using the dual
luciferase reporter assay system (Promega, Madison, WI, USA) and the pGL3-basic vector
was used as a negative control.
4.6. Bioinformatics Prediction
To predict the RIP2 promoter region, we used the database UCSC Genome Browser
(http://genome.ucsc.edu/; 20 May 2021), NCBI (http://www.ncbi.nlm.nih.gov/gene/;
20 May 2021), Promoter 2.0 (https://services.healthtech.dtu.dk/service.php?Promoter-2.
0; 20 May 2021) and Promoter Scan (https://www-bimas.cit.nih.gov/molbio/proscan;
20 May 2021). The database of PROMO (http://alggen.lsi.upc.es/cgi-bin/promo_v3/pro
mo/promoinit.cgi?dirDB=TF_8.3; 20 August 2021) and AliBaba 2.1 (http://gene-regulat
ion.com/pub/programs/alibaba2/index.html; 20 August 2021) were used to predict the
transcription factor binding sites within RIP2 promoter.
4.7. Construction of Plasmids
We used GenePharma (Shanghai, China) to synthesize the following plasmids: RIP2,
NFIB, and GATA1 full length (pcDNA3.1-RIP2, pcDNA3.1-NFIB, and pcDNA3.1-GATA1)
plasmid; siRNA NFIB (Si-NFIB-1, -2, and -3) plasmids (Table S4); and small hairpin RIP2
(Sh-RIP2) plasmid (Table S5). The Lipofectamine™ 2000 reagent (Invitrogen, Carlsbad, CA,
USA) was used for the cell transfection according to the manufacturer’s instructions. After
chicken HD11 cells were transfected with pcDNA3.1-NFIB for 72 h, or with Si-NFIB or
Sh-RIP2 for 48 h, differently treated cells were challenged with or without 0.1 mL containing
1 × 108 colony forming units (CFUs) of APEC O78 for 24 h, and collected for further study.
For experiments with co-transfection of pcDNA3.1-NFIB and Sh-RIP2, cells were first
transfected with pcDNA3.1-NFIB for 24 h and then transfected with Sh-RIP2. After 48 h,
cells were collected. Each experiment was performed at least three times.
4.8. CHIP-PCR
To determine whether transcription factor NFIB can bind to the RIP2 promoter, a
CHIP-PCR assay Kit (Millipore, MA, USA) was used to perform experiment. Briefly,
cells (5~20 × 107 ) were cross-linked using 1% formaldehyde, followed by scraping into
ice-cold PBS with protease inhibitors. Next, the cells were collected and resuspended in
lysis buffer (20 mM HEPES, pH = 7.9, 420 mM NaCl, 0.2 mM EDTA, 0.5% NP-40, 25%
glycerol, 1.5 mM MgCl2 ), followed by several brief periods of sonication with Ultrasonic
Homogenizer (JY92-IIN, Scientz, Ningbo, China). One-third of the cell extract was kept as

Int. J. Mol. Sci. 2022, 23, 3814

16 of 19

input sample and two-thirds of the cell extract was used as substrate for immunoprecipitation with anti-NFIB antibody (LS-B13531, IHC-plus). Reverse cross-linking was added
with 5 M NaCl, after which the eluted DNA was extracted for PCR analysis. The primer
sequences for the RIP2 promoter were listed in Table S6.
4.9. Western Blot Analysis
Cells grown in 24-well plates were lysed on ice using 200 µL RIPA buffer (Beyotime
Biotechnology, Shanghai, China) for 30 min. Next, the lysis mixtures were centrifuged
and the supernatants were collected. BCA™ Protein Assay Kit (Pierce, Appleton, WI,
USA) was used for quantification of proteins. Then, proteins were subjected to sodium
dodecyl sulfate-polyacrylamide gel (SDS-PAGE) and electrophoretically transferred to
PVDF membranes. Afterwards, membranes were blocked in 5% bovine serum albumin
(BSA) for 2 h at room temperature and then probed with primary antibodies at 4 ◦ C
overnight. The primary antibodies used in this study include anti-GAPDH (ab181602,
Abcam, Cambridge, UK), anti-RIP2 (70R-10459, fitzgerald), anti-IL1β (abx132185, Abbexa,
Cambridge, UK), anti-IL8 (abx100965, Abbexa), anti-IL6 (abx177189, Abbexa), anti-NFκB
p65 (10745-1-AP, Proteintech, Wuhan, China), and anti-IκBα (10268-1-AP, Proteintech). The
primary antibodies were used at a dilution of 1:1000. Then, the membranes were incubated
with secondary antibodies marked by horseradish peroxidas (Sigma-Aldrich, St. Louis, MI,
USA) at a 1:10,000 dilution at room temperature for 2 h. Immunoblots were visualized by
enhanced chemiluminescence (ECL kit, Santa Cruz Biotechnology, Dallas, TX, USA). The
images were analyzed using Image Lab™ Software (Bio-Rad, Hercules, CA, USA).
4.10. Nitric Oxide Production Assay
Chicken HD11 cells were incubated for 24 h post treatment (Control, APEC, pcDNA3.1NFIB, Sh-RIP2, pcDNA3.1-NFIB+APEC, and APEC+pcDNA3.1-NFIB+Sh-RIP2), then NO
production in the cell supernatant was determined using the Griess reagent Kit (Molecular
Probes, Carlsbad, CA, USA). Supernatant was mixed with Griess reagents and incubated
for 30 min at room temperature in dark conditions, and then measured at 540 nm on
a Microplate Reader (DR-200Bs, Diatek). The absorbance values were compared to the
sodium nitrite standard curve to determine nitrite concentrations (µM).
4.11. Statistical Analysis
All experiments were repeated three or five times. The results of multiple experiments
are presented as the mean ± SD. Statistical analyses were performed using JMP 15.2.1
software [66]. Diagrams were generated in Graphpad Prism 6.0 statistical software (GraphPad Software, San Diego, CA, USA). Statistical analysis was carried out using a one-way
analysis of variance (ANOVA) followed by least significant difference (LSD) test. A p-value
of <0.05 was considered for a statistically significant result.
5. Conclusions
In conclusion, we identified knockdown of RIP2 significantly improved cell viability and suppressed the apoptosis of APEC-stimulated cells. Additionally, we analyzed and cloned 50 promoter region of RIP2, discovered the core promoter region at
−2300 bp/−1839 bp, and identified the transcription factor NFIB binding to this region
to regulate RIP2 gene expression. Moreover, it was found that NFIB was up-regulated in
APEC-injured chicken HD11 cells, and overexpression of NFIB increased the cell apoptosis
and inflammation induced by APEC exposure in chicken cells. However, knockdown of
RIP2 attenuated APEC-induced injuries in chicken cells. The underlying mechanism of the
immunological inflammation inhibition role of NFIB might be through regulation of RIP2.
Our findings might provide new clues for understanding the role of NIFB and RIP2 in the
progression of APEC infection, prevent excessive inflammation, and offer a potential new
target for therapeutic approach to the APEC infection.

Int. J. Mol. Sci. 2022, 23, 3814

17 of 19

Supplementary Materials: The following are available online at https://www.mdpi.com/article/10.
3390/ijms23073814/s1.
Author Contributions: Study conceived and design, writing: H.S. and H.L.; data analysis and
interpretation: J.T. and N.L.; and revision: J.Z., L.Q. and S.J.L. All authors have read and agreed to
the published version of the manuscript.
Funding: This research was funded by National Natural Science Foundation of CHINA, grant number
31802053, by Natural Science Foundation of JIANGSU Province, grant number BK20180907, by
CHINA Postdoctoral Science Foundation, grant number 2019M661950, and by JIANGSU Postdoctoral
Science Foundation, grant number 137070510.
Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.
Data Availability Statement: The data will be available from the corresponding author upon request.
Acknowledgments: The authors wish to thank Yani Zhang, Qishen Zuo, Yingjie Niu, and Bichun Li
in Yangzhou University.
Conflicts of Interest: The authors have no conflict of interest to declare.

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

7.

8.

9.

10.
11.
12.
13.
14.

15.

16.

Guabiraba, R.; Schouler, C. Avian colibacillosis: Still many black holes. FEMS Microbiol. Lett. 2015, 362, fnv118. [CrossRef]
[PubMed]
Nolan, L.K.; John, B.H.; Vaillancourt, J.P.; Abdul-Aziz, T.; Logue, C.M. Colibacillosis. In Diseases of Poultry; Swayne, D.E., Ed.;
John Wiley & Sons, Ltd.: Hoboken, NJ, USA, 2017; pp. 751–805.
Huja, S.; Oren, Y.; Trost, E.; Brzuszkiewicz, E.; Biran, D.; Blom, J.; Goesmann, A.; Gottschalk, G.; Hacker, J.; Ron, E.Z. Genomic
avenue to avian colisepticemia. MBio 2015, 6, e01681-14. [CrossRef] [PubMed]
Mellata, M. Human and avian extraintestinal pathogenic Escherichia coli: Infections, zoonotic risks, and antibiotic resistance
trends. Foodborne Pathog. Dis. 2013, 10, 916–932. [CrossRef] [PubMed]
Clermont, O.; Bonacorsi, S.; Bingen, E. Rapid and simple determination of the Escherichia coli phylogenetic group.
Appl. Environ. Microbiol. 2000, 66, 4555–4558. [CrossRef] [PubMed]
Da Silveira Rocha, S.L.; Furian, T.Q.; Borges, K.A.; da Rocha, D.T.; de Souza Moraes, H.L.; Salle, C.T.P.; do Nascimento, V.P.
Classification of Avian Pathogenic Escherichia coli (APEC) and Human Uropathogenic Escherichia coli (UPEC) in Phylogenetic
Groups and Association with Pathogenicity In Vivo. Acta Sci. Vet. 2017, 45, 8. [CrossRef]
Tivendale, K.A.; Logue, C.M.; Kariyawasam, S.; Jordan, D.; Hussein, A.; Li, G.; Wannemuehler, Y.; Nolan, L.K. Avian-pathogenic
Escherichia coli strains are similar to neonatal meningitis E. coli strains and are able to cause meningitis in the rat model of human
disease. Infect. Immun. 2010, 78, 3412–3419. [CrossRef] [PubMed]
Huber, L.; Agunos, A.; Gow, S.P.; Carson, C.A.; Van Boeckel, T.P. Reduction in Antimicrobial Use and Resistance to Salmonella,
Campylobacter, and Escherichia coli in Broiler Chickens, Canada, 2013–2019. Emerg. Infect. Dis. 2021, 27, 2434. [CrossRef]
[PubMed]
Fancher, C.A.; Zhang, L.; Kiess, A.S.; Adhikari, P.A.; Dinh, T.T.N.; Sukumaran, A.T. Avian pathogenic Escherichia coli and
Clostridium perfringens: Challenges in no antibiotics ever broiler production and potential solutions. Microorganisms 2020, 8,
1533. [CrossRef]
Mitchell, N.M.; Johnson, J.R.; Johnston, B.; Curtiss, R., III; Mellata, M. Zoonotic potential of Escherichia coli isolates from retail
chicken meat products and eggs. Appl. Environ. Microbiol. 2015, 81, 1177–1187. [CrossRef] [PubMed]
Dou, X.; Gong, J.; Han, X.; Xu, M.; Shen, H.; Zhang, D.; Zhuang, L.; Liu, J.; Zou, J. Characterization of avian pathogenic Escherichia
coli isolated in eastern China. Gene 2016, 576, 244–248. [CrossRef]
Gyles, C.L. Antimicrobial resistance in selected bacteria from poultry. Anim. Health Res. Rev. 2008, 9, 149–158. [CrossRef]
Ghunaim, H.; Abu-Madi, M.A.; Kariyawasam, S. Advances in vaccination against avian pathogenic Escherichia coli respiratory
disease: Potentials and limitations. Vet. Microbiol. 2014, 172, 13–22. [CrossRef] [PubMed]
Sandford, E.E.; Orr, M.; Balfanz, E.; Bowerman, N.; Li, X.; Zhou, H.; Johnson, T.J.; Kariyawasam, S.; Liu, P.; Nolan, L.K. Spleen
transcriptome response to infection with avian pathogenic Escherichia coli in broiler chickens. BMC Genom. 2011, 12, 469.
[CrossRef]
Sandford, E.E.; Orr, M.; Shelby, M.; Li, X.; Zhou, H.; Johnson, T.J.; Kariyawasam, S.; Liu, P.; Nolan, L.K.; Lamont, S.J. Leukocyte
transcriptome from chickens infected with avian pathogenic Escherichia coli identifies pathways associated with resistance.
Results Immunol. 2012, 2, 44–53. [CrossRef]
Sun, H.; Liu, P.; Nolan, L.K.; Lamont, S.J. Novel pathways revealed in bursa of fabricius transcriptome in response to extraintestinal
pathogenic Escherichia coli (ExPEC) infection. PLoS ONE 2015, 10, e0142570. [CrossRef] [PubMed]

Int. J. Mol. Sci. 2022, 23, 3814

17.
18.
19.

20.

21.
22.
23.
24.
25.
26.
27.
28.
29.
30.
31.
32.
33.
34.

35.
36.
37.
38.

39.
40.
41.
42.
43.
44.

18 of 19

Sun, H.; Liu, P.; Nolan, L.K.; Lamont, S.J. Avian pathogenic Escherichia coli (APEC) infection alters bone marrow transcriptome
in chickens. BMC Genom. 2015, 16, 690. [CrossRef]
Sun, H.; Liu, P.; Nolan, L.K.; Lamont, S.J. Thymus transcriptome reveals novel pathways in response to avian pathogenic
Escherichia coli infection. Poult. Sci. 2016, 95, 2803–2814. [CrossRef] [PubMed]
Frutuoso, M.S.; Hori, J.I.; Pereira, M.S.F.; Junior, D.S.L.; Sônego, F.; Kobayashi, K.S.; Flavell, R.A.; Cunha, F.Q.; Zamboni, D.S. The
pattern recognition receptors Nod1 and Nod2 account for neutrophil recruitment to the lungs of mice infected with Legionella
pneumophila. Microbes Infect. 2010, 12, 819–827. [CrossRef] [PubMed]
Kobayashi, K.; Inohara, N.; Hernandez, L.D.; Galan, J.E.; Núñez, G.; Janeway, C.A.; Medzhitov, R.; Flavell, R.A.
RICK/Rip2/CARDIAK mediates signalling for receptors of the innate and adaptive immune systems. Nature 2002, 416,
194–199. [CrossRef]
Geddes, K.; Rubino, S.; Streutker, C.; Cho, J.H.; Magalhaes, J.G.; Le Bourhis, L.; Selvanantham, T.; Girardin, S.E.; Philpott, D.J.
Nod1 and Nod2 regulation of inflammation in the Salmonella colitis model. Infect. Immun. 2010, 78, 5107–5115. [CrossRef]
Shehat, M.G.; Cardona, O.A.; Aranjuez, G.F.; Jewett, M.W.; Tigno-Aranjuez, J.T. RIP2 promotes FcγR-mediated reactive oxygen
species production. J. Biol. Chem. 2019, 294, 10365–10378. [CrossRef] [PubMed]
Soltani, M.; Bokes, P.; Fox, Z.; Singh, A. Nonspecific transcription factor binding can reduce noise in the expression of downstream
proteins. Phys. Biol. 2015, 12, 55002. [CrossRef] [PubMed]
Thurlings, I.; de Bruin, A. E2F transcription factors control the roller coaster ride of cell cycle gene expression. Cell Cycle Oscil.
2016, 1342, 71–88.
Spitz, F.; Furlong, E.E.M. Transcription factors: From enhancer binding to developmental control. Nat. Rev. Genet. 2012, 13,
613–626. [CrossRef] [PubMed]
Harris, L.; Genovesi, L.A.; Gronostajski, R.M.; Wainwright, B.J.; Piper, M. Nuclear factor one transcription factors: Divergent
functions in developmental versus adult stem cell populations. Dev. Dyn. 2015, 244, 227–238. [CrossRef]
Hsu, Y.-C.; Osinski, J.; Campbell, C.E.; Litwack, E.D.; Wang, D.; Liu, S.; Bachurski, C.J.; Gronostajski, R.M. Mesenchymal nuclear
factor IB regulates cell proliferation and epithelial differentiation during lung maturation. Dev. Biol. 2011, 354, 242–252. [CrossRef]
Chang, C.-Y.; Pasolli, H.A.; Giannopoulou, E.G.; Guasch, G.; Gronostajski, R.M.; Elemento, O.; Fuchs, E. NFIB is a governor of
epithelial–melanocyte stem cell behaviour in a shared niche. Nature 2013, 495, 98–102. [CrossRef]
Piper, M.; Barry, G.; Harvey, T.J.; McLeay, R.; Smith, A.G.; Harris, L.; Mason, S.; Stringer, B.W.; Day, B.W.; Wray, N.R. NFIBmediated repression of the epigenetic factor Ezh2 regulates cortical development. J. Neurosci. 2014, 34, 2921–2930. [CrossRef]
Han, W.; Jung, E.; Cho, J.; Lee, J.W.; Hwang, K.; Yang, S.; Kang, J.J.; Bae, J.; Jeon, Y.K.; Park, I. DNA copy number alterations and
expression of relevant genes in triple-negative breast cancer. Genes Chromosom. Cancer 2008, 47, 490–499. [CrossRef]
Yang, Z.; Imoto, I.; Pimkhaokham, A.; Shimada, Y.; Sasaki, K.; Oka, M.; Inazawa, J. A novel amplicon at 9p23-24 in squamous cell
carcinoma of the esophagus that lies proximal to GASC1 and harbors NFIB. Jpn. J. Cancer Res. 2001, 92, 423–428. [CrossRef]
Andreasen, S.; Persson, M.; Kiss, K.; Homøe, P.; Heegaard, S.; Stenman, G. Genomic profiling of a combined large cell neuroendocrine carcinoma of the submandibular gland. Oncol. Rep. 2016, 35, 2177–2182. [CrossRef] [PubMed]
Trainor, C.D.; Patrick, C.M.; Archambault, P.; Lello, P.D.; Omichinski, J.G. GATA-1 associates with and inhibits p53. Blood 2009,
114, 165–173. [CrossRef] [PubMed]
Ezoe, S.; Matsumura, I.; Gale, K.; Satoh, Y.; Ishikawa, J.; Mizuki, M.; Takahashi, S.; Minegishi, N.; Nakajima, K.; Yamamoto,
M.; et al. GATA transcription factors inhibit cytokine-dependent growth and survival of a hematopoietic cell line through the
inhibition of STAT3 activity. J. Biol. Chem. 2005, 280, 13163–13170. [CrossRef] [PubMed]
Farré, D.; Roset, R.; Huerta, M.; Adsuara, J.E.; Roselló, L.; Albà, M.M.; Messeguer, X. Identification of patterns in biological
sequences at the ALGGEN server: PROMO and MALGEN. Nucleic Acids Res. 2003, 31, 3651–3653. [CrossRef]
Grabe, N. AliBaba2: Context specific identification of transcription factor binding sites. Silico Biol. 2002, 2, S1–S15.
Yang, Q.; Tian, S.; Liu, Z.; Dong, W. Knockdown of RIPK2 inhibits proliferation and migration, and induces apoptosis via the
NF-κB signaling pathway in gastric cancer. Front. Genet. 2021, 12, 84. [CrossRef]
Wang, X.; Wang, H.; Figueroa, B.E.; Zhang, W.; Huo, C.; Guan, Y.; Zhang, Y.; Bruey, J.-M.; Reed, J.C.; Friedlander, R.M.
Dysregulation of receptor interacting protein-2 and caspase recruitment domain only protein mediates aberrant caspase-1
activation in Huntington’s disease. J. Neurosci. 2005, 25, 11645–11654. [CrossRef]
Jaafar, R.; Mnich, K.; Dolan, S.; Hillis, J.; Almanza, A.; Logue, S.E.; Samali, A.; Gorman, A.M. RIP2 enhances cell survival by
activation of NF-kB in triple negative breast cancer cells. Biochem. Biophys. Res. Commun. 2018, 497, 115–121. [CrossRef]
Bist, P.; Dikshit, N.; Koh, T.H.; Mortellaro, A.; Tan, T.T.; Sukumaran, B. The Nod1, Nod2, and Rip2 axis contributes to host immune
defense against intracellular Acinetobacter baumannii infection. Infect. Immun. 2014, 82, 1112–1122. [CrossRef]
Kojima, M.L.; de Rooij, D.G.; Page, D.C. Amplification of a broad transcriptional program by a common factor triggers the meiotic
cell cycle in mice. Elife 2019, 8, e43738. [CrossRef]
Alberts, B.; Johnson, A.; Lewis, J.; Raff, M.; Roberts, K.; Walter, P. Integrins. In Molecular Biology of the Cell, 4th ed.; Garland Science:
New York, NY, USA, 2002.
Alam, J. Functional Analysis of the Heme Oxygenase-1 Gene Promoter. Curr. Protoc. Toxicol. 2000, 6, 7–9. [CrossRef] [PubMed]
Wang, W.; Yang, Q.; Xie, K.; Wang, P.; Luo, R.; Yan, Z.; Gao, X.; Zhang, B.; Huang, X.; Gun, S. Transcriptional Regulation of
HMOX1 Gene in Hezuo Tibetan Pigs: Roles of WT1, Sp1, and C/EBPα. Genes 2020, 11, 352. [CrossRef] [PubMed]

Int. J. Mol. Sci. 2022, 23, 3814

45.
46.
47.
48.
49.
50.
51.
52.

53.

54.

55.
56.
57.

58.
59.
60.
61.
62.

63.
64.
65.
66.

19 of 19

Zhang, Y.; Huang, J.; Li, X.; Fang, C.; Wang, L. Identification of functional transcriptional binding sites within chicken Abcg2 gene
promoter and screening its regulators. Genes 2020, 11, 186. [CrossRef] [PubMed]
Beug, H.; von Kirchbach, A.; Döderlein, G.; Conscience, J.-F.; Graf, T. Chicken hematopoietic cells transformed by seven strains of
defective avian leukemia viruses display three distinct phenotypes of differentiation. Cell 1979, 18, 375–390. [CrossRef]
Himly, M.; Foster, D.N.; Bottoli, I.; Iacovoni, J.S.; Vogt, P.K. The DF-1 chicken fibroblast cell line: Transformation induced by
diverse oncogenes and cell death resulting from infection by avian leukosis viruses. Virology 1998, 248, 295–304. [CrossRef]
Rose, A.B. Introns as gene regulators: A brick on the accelerator. Front. Genet. 2019, 9, 672. [CrossRef]
Lis, M.; Walther, D. The orientation of transcription factor binding site motifs in gene promoter regions: Does it matter?
BMC Genom. 2016, 17, 185.
Wu, C.; Zhu, X.; Liu, W.; Ruan, T.; Wan, W.; Tao, K. NFIB promotes cell growth, aggressiveness, metastasis and EMT of gastric
cancer through the Akt/Stat3 signaling pathway. Oncol. Rep. 2018, 40, 1565–1573. [CrossRef]
Dooley, A.L.; Winslow, M.M.; Chiang, D.Y.; Banerji, S.; Stransky, N.; Dayton, T.L.; Snyder, E.L.; Senna, S.; Whittaker, C.A.; Bronson,
R.T. Nuclear factor I/B is an oncogene in small cell lung cancer. Genes Dev. 2011, 25, 1470–1475. [CrossRef]
Fane, M.E.; Chhabra, Y.; Hollingsworth, D.E.J.; Simmons, J.L.; Spoerri, L.; Oh, T.G.; Chauhan, J.; Chin, T.; Harris, L.; Harvey, T.J.
NFIB mediates BRN2 driven melanoma cell migration and invasion through regulation of EZH2 and MITF. eBioMedicine 2017, 16,
63–75. [CrossRef]
Fusco, N.; Geyer, F.C.; De Filippo, M.R.; Martelotto, L.G.; Ng, C.K.Y.; Piscuoglio, S.; Guerini-Rocco, E.; Schultheis, A.M.; Fuhrmann,
L.; Wang, L. Genetic events in the progression of adenoid cystic carcinoma of the breast to high-grade triple-negative breast
cancer. Mod. Pathol. 2016, 29, 1292–1305. [CrossRef] [PubMed]
Stringer, B.W.; Bunt, J.; Day, B.W.; Barry, G.; Jamieson, P.R.; Ensbey, K.S.; Bruce, Z.C.; Goasdoué, K.; Vidal, H.; Charmsaz, S.
Nuclear factor one B (NFIB) encodes a subtype-specific tumour suppressor in glioblastoma. Oncotarget 2016, 7, 29306. [CrossRef]
[PubMed]
Zhou, M.; Zhou, L.; Zheng, L.; Guo, L.; Wang, Y.; Liu, H.; Ou, C.; Ding, Z. miR-365 promotes cutaneous squamous cell carcinoma
(CSCC) through targeting nuclear factor I/B (NFIB). PLoS ONE 2014, 9, e100620. [CrossRef]
Gründer, A.; Ebel, T.T.; Mallo, M.; Schwarzkopf, G.; Shimizu, T.; Sippel, A.E.; Schrewe, H. Nuclear factor IB (Nfib) deficient mice
have severe lung hypoplasia. Mech. Dev. 2002, 112, 69–77. [CrossRef]
Steele-Perkins, G.; Plachez, C.; Butz, K.G.; Yang, G.; Bachurski, C.J.; Kinsman, S.L.; Litwack, E.D.; Richards, L.J.; Gronostajski,
R.M. The transcription factor gene Nfib is essential for both lung maturation and brain development. Mol. Cell. Biol. 2005, 25,
685–698. [CrossRef]
Chaudhry, A.Z.; Lyons, G.E.; Gronostajski, R.M. Expression patterns of the four nuclear factor I genes during mouse embryogenesis indicate a potential role in development. Dev. Dyn. Off. Publ. Am. Assoc. Anat. 1997, 208, 313–325. [CrossRef]
Yang, B.; Dong, R.; Zhao, H. Inhibition of microRNA-346 inhibits myocardial inflammation and apoptosis after myocardial
infarction via targeting NFIB. Eur. Rev. Med. Pharmacol. Sci. 2020, 24, 11752–11760.
Goh, F.Y.; Cook, K.L.T.P.; Upton, N.; Tao, L.; Lah, L.C.; Leung, B.P.; Wong, W.S.F. Receptor-interacting protein 2 gene silencing
attenuates allergic airway inflammation. J. Immunol. 2013, 191, 2691–2699. [CrossRef]
Chin, A.I.; Dempsey, P.W.; Bruhn, K.; Miller, J.F.; Xu, Y.; Cheng, G. Involvement of receptor-interacting protein 2 in innate and
adaptive immune responses. Nature 2002, 416, 190–194. [CrossRef]
Song, B.; Wang, Z.; Liu, Y.; Xu, S.; Huang, G.; Xiong, Y.; Zhang, S.; Xu, L.; Deng, X.; Guan, S. Immunosuppressive activity of
daphnetin, one of coumarin derivatives, is mediated through suppression of NF-κB and NFAT signaling pathways in mouse T
cells. PLoS ONE 2014, 9, e96502. [CrossRef]
Inohara, N.; Del Peso, L.; Koseki, T.; Chen, S.; Núñez, G. RICK, a novel protein kinase containing a caspase recruitment domain,
interacts with CLARP and regulates CD95-mediated apoptosis. J. Biol. Chem. 1998, 273, 12296–12300. [CrossRef] [PubMed]
McCarthy, J.V.; Ni, J.; Dixit, V.M. RIP2 is a novel NF-κB-activating and cell death-inducing kinase. J. Biol. Chem. 1998, 273,
16968–16975. [CrossRef] [PubMed]
Thome, M.; Hofmann, K.; Burns, K.; Martinon, F.; Bodmer, J.-L.; Mattmann, C.; Tschopp, J. Identification of CARDIAK, a RIP-like
kinase that associates with caspase-1. Curr. Biol. 1998, 8, 885–889. [CrossRef]
SAS Institute. JMP®Statistics and Graphics Guide; Pro 15 SAS Institute, Inc.: Cary, NC, USA, 2000.

