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Overabundance of Veillonella parvula promotes intestinal
inflammation by activating macrophages via LPS-TLR4 pathway
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Hirschsprung’s disease-associated enterocolitis (HAEC) is the most common complication of Hirschsprung’s disease (HSCR). The
microbiome pattern of intestinal flora in HAEC patients was significantly abnormal compared to that in HSCR patients. The
overabundance of V. parvula was detected in the gut of HAEC patients. To elucidate the pathological mechanisms of the
overabundance of V. parvula, we established and analyzed inflammatory models induced by LPS or single-bacterial strain
transplantation in vivo. The transplantation of V. parvula induced inflammatory response in the colon of mice. Besides, we found
that LPS from V. parvula can significantly impair the barrier function of colonic epithelial cells and then activate macrophages which
impaired pacemaker function of interstitial cells of Cajal (ICCs). It was thus a vicious cycle, where the macrophage-related
inflammation caused by V. parvula via LPS-TLR4 pathway damaged the intestinal motility, which further aggravated the intestinal
flora dysbiosis and promoted the development of HAEC. Itaconic acid could break the vicious cycle by inhibiting the activation of
macrophages. It could be a potential therapeutic strategy for HAEC patients with intestinal flora dysbiosis.
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INTRODUCTION
Hirschsprung’s disease (HSCR) is a congenital and developmental
disease characterized by the absence of ganglion cells in the distal
bowel, which results in proximal extension and functional
obstruction following severe chronic constipation and abdominal
distension [1, 2]. Hirschsprung’s disease-associated enterocolitis
(HAEC), the most common and severe complication of HSCR, may
lead to death in children without timely and effective treatment
[3]. Up to 40% of HSCR patients would still have HAEC after radical
operation [4]. So far, a number of genetic and immunological
studies on HSCR and HAEC have proposed many etiological
hypothesizes, but the pathogenesis of HAEC is still unclear.
The composition and diversity of intestinal microbiome are

associated with many diseases including HSCR and HAEC [5–9]. The
host and the intestinal flora were found to be interactive [10]. In our
previous studies on HAEC, we found that the microbiota in HAEC
patients was significantly different from that in HSCR patients, and
the specimens of different intestinal sites of each HAEC patient
were more similar than those of HSCR patients [5, 6]. We found
more Veillonella (5%) in the intestinal tract of HAEC patients.
Veillonella are an anaerobic gram-negative cocci as part of the
normal flora in healthy people [11]. Veillonella are also opportunistic
pathogenic bacteria. The overgrowth of Veillonella is associated
with many diseases, including oral diseases, endocarditis, primary
sclerosing cholangitis and ulcerative colitis [9, 11, 12]. In our
previous study, Veillonella parvula (V. parvula) belonging to
Veillonella genus was detected to be overabundant in the gut of
HAEC patients [6]. However, the pathological mechanisms of the
effects of V. parvula on colitis are still poorly understood.

It is well known that intestinal tract is not only a digestive organ
but also the biggest immune organ with the largest number of
immune cells. Recently, a study has found that TNF-α secreted by
colonic M1 macrophages could impair the pacemaker function of
interstitial cells of Cajal (ICCs) through NF-κB/miR-221 pathway in
HAEC, resulting in intestinal dysmotility [13]. Intestinal dysmotility
will then lead to fecal accumulation and intestinal flora alteration
in HAEC patients. Besides, itaconic acid has recently emerged as
an inhibitor of inflammatory response in macrophages by stabling
Nrf2 protein. The application of itaconic acid may be a potential
therapeutic strategy for HAEC patients with dysbacteriosis.
To investigate the pathological mechanisms of colitis induced

by V. parvula, we examined the phenotypes of colonic epithelial
cells and macrophages in our models in vivo and in vitro. We have
also identified the anti-inflammatory effects of itaconic acid on the
development of colitis induced by LPS from V. parvula, which can
be a good choice to improve the condition of HAEC patients.

RESULTS
The pro-inflammatory effects of V. parvula overabundance in
the intestine
As the abundance of V. parvula in the intestinal microbiota of
HAEC patients was higher than that in the intestinal microbiota of
HSCR patients [6], we hypothesized that high levels of V. parvula
were pro-inflammatory in the intestine. To investigate the effects
of the over-proliferation of V. parvula on the development of
HAEC, germ-free C57BL/6N mice were treated with V. parvula by
gavage. The abundance of Bacteroides fragilis (B. fragilis) in gut of
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HSCR patients was higher than that in HAEC patients, so we
employed B. fragilis as a negative control in our study. To ensure
the quality control in this study, all experiments included were
documented to ensure monocolonization only with designated
microbe by 16S rDNA sequencing. Besides, feces from different
groups were analyzed by deep 16S rDNA sequencing and shown
to be pure. Inoculation of V. parvula played a pro-inflammatory
role and promoted the expression of several inflammatory
cytokines (TNF-α, IL-6 and IL-1β) in colon (Fig. 1A, B). Next, we
tested several markers of apoptosis and tight junction. V. parvula
also induced more apoptosis and impaired the tight junction of
colonic epithelial cells (Fig. 1C). Besides, treatment with V. parvula
decreased body weight and affected the mental status of mice

(Fig. 1D). The serum inflammatory cytokines didn’t increase
significantly, and we didn’t observe other systemic inflammation
responses induced by the gavage of V. parvula.
In addition, inflated ileocecal part and colonic dilatation were

found in mice treated with V. parvula (Fig. 1E), indicating that V.
parvula could induce intestinal dysmotility in colonic tissue.
Interstitial cells of Cajal (ICCs) are pacemaker cells that promote
intestinal motility [14]. The high level of TNF-α in HAEC patients
reduced C-KIT expressions as a biomarker of pacemaker function
in ICCs [13]. Consistent with previous study, in the colonic tissues
of mice treated with V. parvula, we found a reduced number of
C-KIT+ ICCs compared to those of mice treated with B. fragilis
(Fig. 1F, G).

Fig. 1 The promoting effects of V. parvula overabundance on intestinal inflammation in vivo. A Representative photomicrographs
showing worse histologic injury, more crypt abscesses and more distribution of immune cells in the distal colon of mice treated with V.
parvula. Scale bars: 100 μm. B Higher levels of inflammatory cytokines (IL-6, IL-1β and TNF-α) in distal colon of mice treated with V. parvula.
Scale bars: 100 μm. C Western blotting assays showing more apoptosis and impaired tight junction induced by V. parvula than B. fragilis or PBS
in distal colon tissues. D Body weight of mice treated with V. parvula is lighter compared to B. fragilis or PBS. E Representative images showing
more severe intestinal dysmotility and colonic dilatation in mice of V. parvula group compared to mice of B. fragilis or PBS group.
F Representative photomicrographs of IHC staining showing less C-KIT+ ICC in mice of V. parvula group compared to mice of B. fragilis or PBS
group. Scale bars: 100 μm. G Western blotting assays showing more IL-1β and TNF-α and less C-KIT induced by V. parvula than B. fragilis or PBS
in distal colon tissues. All data are expressed as mean ± SD. ***P < 0.001.
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Taken together, these results demonstrated that the over-
abundance of V. parvula played a pro-inflammatory role by
increasing inflammatory cytokines and intestinal dysmotility in
colon.

The high toxic effects of LPS from V. parvula in vivo
As reported in previous study, postoperative HAEC occurrence is
significantly correlated with enteric LPS concentrations [15].
Besides, TLR4 signaling is closely related to ecological imbalance
in the intestinal flora and is triggered by LPS from bacteria which
results in the upregulation of certain cytokines detected above
(Fig. 1B) [16]. Interestingly, the efficiency of LPS extraction from V.
parvula was 18-fold higher than that from B. fragilis (Fig. 2A),
indicating that V. parvula may induce colitis by releasing LPS.

To confirm the effects of LPS from V. parvula (LPS-V) on the
development of colitis in vivo, we conducted inflammatory models
in mice where inflammation was induced by feeding LPS from V.
parvula or B. fragilis (LPS-B, negative control). According to the
condition of diarrhea and bloody stool, we rated the disease
activity index (DAI) of mice in each group. It was found that LPS-V
caused more serious symptoms related to intestinal inflammation
than LPS-B did (Fig. 2B). Next, more damage of epithelial tissue and
upregulation of inflammatory cytokines were observed in the
colon of mice treated with LPS-V (Fig. 2C, D). LPS-V also induced
more apoptosis and impaired the tight junction of colonic
epithelial cells compared to LPS-B (Fig. 2E).
Besides, in an LPS model of sepsis in vivo, we found that LPS-V

not only increased IL-1β and TNF-α levels but also shortened

Fig. 2 The high toxic effects of LPS from V. parvula in vivo. A The efficiency of LPS extraction from V. parvula and B. fragilis. B The disease
activity index (DAI) of mice in V. parvula group is higher than that in B. fragilis or PBS group. C Representative photomicrographs showing
worse histologic injury as well as more crypt abscesses and more distribution of immune cells in the distal colon of mice fed with LPS. Scale
bars: 100 μm. D Higher levels of inflammatory cytokines (IL-6, IL-1β, and TNF-α) in distal colon of mice treated with LPS-V. E Western blotting
assays showing more apoptosis and impaired tight junction induced by LPS-V than LPS-B or PBS in distal colon tissues. F Survival in mice (n=
10 mice/group) treated with LPS-V is shorter compared to mice treated with LPS-B or PBS in an LPS model of sepsis. G Serum concentration of
pro-inflammatory factors in three groups. All data are expressed as mean ± SD. NS denotes no signification. *P < 0.05; **P < 0.01; ***P < 0.001.
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survival compared to LPS-B did (Fig. 2F, G). These results
demonstrated that V. parvula promoted the development of
intestinal inflammation through releasing LPS in vivo.

LPS-V impaired the intestinal barrier function of colonic
epithelial cells
The barrier function of colonic epithelial cells is crucial for
regulating the interaction between intestinal flora and the internal
milieu [17]. To further verify the mechanism of LPS-V induced
inflammation reaction in colon, a series of biological experiments
were performed. We firstly tested the different effects of LPS
derived from V. parvula or B. fragilis on the normal colonic
epithelial cells (NCM460). It was found that LPS from the two

species of bacteria had no significant effect on the proliferation
and viability of colonic epithelial cells (Fig. 3A). It has been
reported that LPS derived from intestinal flora can induce
apoptosis of colon epithelial cells [10, 18], so we detected
apoptosis markers of colonic epithelial cells treated with different
LPS. Both LPS-V and LPS-B could stimulate the apoptosis of colonic
epithelial cells, but there was no apparent difference in apoptosis
between cells treated by LPS-V and ones treated by LPS-B (Fig. 3B).
Then, wound healing and transwell assays were performed to
verify the influence of LPS-V on the transfer ability of colonic
epithelial cells in vitro. NCM460 cells treated with LPS-V showed
no difference in healing speed compared to ones treated with
LPS-B (Fig. 3C). However, treatment with LPS-V weakened transfer

Fig. 3 LPS-V impaired the intestinal barrier function of colonic epithelial cells. A Cell proliferation was measured by CCK-8 assays in
NCM460 cells with treatment of LPS-V, LPS-B or PBS. B Western blotting assays showing more apoptosis of NCM460 cells induced by LPS-V or
LPS-B than ones induced by PBS. C A wound-healing assay was performed to evaluate the migration ability of NCM460 treated with LPS-V,
LPS-B or PBS. D A transwell migration assay was performed to evaluate the migration ability of NCM460 treated with LPS-V, LPS-B or PBS. E A
transwell assay using FITC labeled dextran 10 kDa (FD10) was performed to evaluate the paracellular permeability of NCM460 treated with
LPS-V, LPS-B or PBS. F mRNA expression levels of inflammatory cytokines (IL-6, IL-1β, and TNF-α) in NCM460 treated with LPS-V, LPS-B, or PBS.
G Supernatant concentration of inflammatory cytokines (IL-6, IL-1β and TNF-α) in NCM460 treated with LPS-V, LPS-B or PBS. HWestern blotting
assays showing that both LPS-V and LPS-B increased the IL-1β and TNF-α expression that was blocked by TLR4 knockout. All data are
expressed as mean ± SD. NS denotes no signification. *P < 0.05; **P < 0.01; ***P < 0.001.
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capability of NCM460 cells compared to LPS-B (Fig. 3D). These data
indicated that LPS-V impaired the migration ability but had no
influence on proliferation or repair capability of colonic epithelial
cells compared to LPS-B did in vitro.
It’s known that colonic epithelial cells express TLR4 on the

cytomembrane and are activated by LPS through TLR signaling,
resulting in increases of paracellular permeability and expression
of inflammatory cytokines [16, 19]. We, therefore, detected the
effect of LPS-V treatment on paracellular permeability of colonic
epithelial cells using a transwell assay [19]. As shown in Fig. 3E,
treatment with LPS-V increased the quantity of FITC labeled
dextran that was transferred to the basal compartment,
indicating that LPS-V increased the paracellular permeability of
NCM460. Next, we used several biochemical experiments and
CRISPR/Cas9 system to investigate whether LPS-V affected the
expression of inflammatory cytokines in colonic epithelial cells.
Both LPS-V and LPS-B induced upregulation and secretion of
inflammatory cytokines that were downstream of TLR4 signaling,
and there was no difference in these effects of LPS between the
two species of bacteria (Fig. 3F, G). The increase of expression of
inflammatory cytokines induced by LPS-V or LPS-B were blocked
by knockout of TLR4 (Fig. 3H), demonstrating that LPS-V and LPS-
B regulated the expression of inflammatory cytokines through
TLR4 signaling.
These data indicated that compared with LPS-B, LPS-V caused

impaired migration capability as well as increased paracellular
permeability of colonic epithelial cells. In addition, LPS-V
stimulated the same expression of inflammatory cytokines by
TLR signaling as LPS-B did. Together, these results indicated that
damaged intestinal barrier function was induced by LPS-V.

LPS-V promoted the development of intestinal inflammation
through activating macrophages
Macrophages originating from monocytes play important roles in
immune system of vertebrates, including innate immunity and
cell-mediated immunity [20]. Besides, macrophages are activated
by LPS to function through the expression and secretion of pro-
inflammatory cytokines and sequentially promote an anti-
inflammatory phenotype to limit intestinal tissue damage and
promote tissue repair [21]. We, therefore, conjectured that
dysregulation of macrophages caused by LPS-V may aggravate
HAEC. Bone marrow-derived macrophages (BMDMs) stimulated by
LPS-V produced much higher and more persistent inflammatory
cytokines compared to LPS-B did (Figs. 4A and S1A). In the
inflammatory models by feeding LPS, we found that M1
macrophages increased significantly in the group of LPS-V but
increased slightly in the group of LPS-B (Figs. 4B–D and S1B). LPS-
V can also induce more expression of pro-inflammatory cytokines
than LPS-B did in human macrophages (Fig. 4E).
To determine the role of macrophages in enterocolitis induced

by LPS-V, macrophage depletion by Clodronate-containing Lipo-
somes (Clod) in vivo were conducted before and during treatment
with LPS-V [22]. As shown in Fig. 4F, G, macrophage depletion
alleviated symptoms of colitis induced by LPS-V, and the level of
inflammatory cytokines in the group of macrophage depletion
was much lower than that in the control group (Fig. 4H). These
results demonstrated that LPS-V promotes the development of
intestinal inflammation by activating macrophages.

LPS-V activated macrophages through TLR4 signaling
M1 macrophages (also called inflammatory macrophages) play a
key role in the innate and adaptive immune responses against
pathogens [23]. However, the over-activation of these macro-
phages results in the development and progression of various
inflammatory diseases, including a series of intestinal diseases. LPS
from pathogens can trigger functional polarization of the
activated macrophages by binding TLR4 on the surface of
macrophages [16]. Therefore, we next tested whether LPS-V

activated macrophages and increased inflammatory cytokines
through TLR signaling. We found that treatment with LPS-V
induced more intense signal transduction and higher levels of
inflammatory cytokines in macrophages (Fig. 5A and Fig. S1C),
including TRIF-mediated signaling pathway and TIRAP/MyD88-
mediated signaling pathway (Fig. 5A–C).
The endocytosis of TLR4, which are responsible for detecting

microbial products and triggering innate and adaptive immunity,
has emerged as a critical control step in the process of signal
transduction. To identify the effects of LPS-V on endocytosis of
TLR4, we employed a highly sensitive flow cytometry assay to
detect endogenous TLR4, using the loss of cell surface staining as
an event of TLR4 endocytosis as reported [24]. Treatment with
LPS-V reduced TLR4 expression on the surface of BMDMs (Fig. 5D),
indicating that LPS-V enhanced endocytosis of LPS-V and
TLR4 signal transduction. To further confirm our hypothesis that
LPS-V induced dysregulation of macrophages by TLR4, macro-
phages differed from THP1 (human acute monocytic leukemia)
which was a classic model that was drawn into our studies [25].
CD14 is involved in the endocytosis of TLR4, and defect of CD14
impaired the endocytosis of TLR4 and the activation of TLR4
downstream pathway [24]. We conducted THP1 cell lines with
TLR4 or CD14 knockout and then induced the differentiation of
THP1 into macrophages with stimulation of PMA (Fig. S1D). TLR4
or CD14 knockout impaired TLR4 signaling transduction and
decreased the expression of inflammatory cytokines in macro-
phages when treated by LPS-V (Fig. 5E, F), indicating that
TLR4 signaling played an important role in the pro-inflammatory
effect of LPS-V on macrophages.

OI inhibited the development of LPS-V induced intestinal
inflammation by repressing macrophage function
Itaconic acid (itaconate), a metabolite synthesized by IRG1 in
mitochondrion, has recently emerged as an inflammatory
regulator [26]. Macrophages are activated by LPS to synthesize
more itaconate in mitochondrion, which sequentially limits
inflammation. KEAP1 interacts with the anti-inflammatory tran-
scription factor Nrf2 and promotes the degradation of Nrf2.
Itaconate plays an anti-inflammatory role via alkylation of KEAP1
cysteine residues. The alkylation of KEAP1 cysteine impairs the
degradation of Nrf2 (Fig. S2A), which accumulates and migrates
to the nucleus to activate a transcriptional anti-oxidant and anti-
inflammatory program as previously reported [27]. Treatment
with 4-octyl itaconate (OI), a cell-permeable itaconic acid
derivative, neutralized the effects of LPS-V on the expression of
inflammatory cytokines by activating Nrf2 (Fig. 6A, B). OI allowed
newly synthesized Nrf2 to accumulate and migrate to the
nucleus (Fig. S2B), so a transcriptional anti-oxidant and anti-
inflammatory program were triggered. We also found that
HMOX1 and NQO1, anti-inflammatory downstream of Nrf2 [27],
were upregulated by OI (Fig. 6B). Nrf2 knockdown significantly
enhanced inflammatory response in macrophages and impaired
the reduction of IL-1β and TNF-α induced by OI (Fig. 6C). Our data
indicated that OI counteracted the effects of LPS-V through
activating Nrf2 and then reduced pro-inflammatory response of
macrophages in vitro.
OI ameliorated the condition of the colon and reduced the

expression of TNF-α and IL-1β in mice of inflammatory models
induced by feeding LPS-V (Fig. 6D–F). OI also increased the
expression of C-KIT indicating a restored ICC phenotype (Fig. 6F).
Pre-treatment with OI also decreased the circulatory concentration
of pro-inflammatory cytokines induced by LPS-V and prolonged
survival in a model of sepsis in vivo (Fig. 6G, H).
These results suggest that itaconic acid or OI represses LPS-V-

induced inflammation in macrophages by stabilizing Nrf2 and
upregulating the anti-inflammatory downstream of Nrf2, which
provides us with therapeutic opportunities to use itaconic acid or
OI to treat LPS-V-induced HAEC.
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DISCUSSION
Maintaining the homeostasis of microbial communities in the
human gastrointestinal tract is significant for health, and the
alteration of intestinal flora is associated with numerous health
disorders [28, 29].

In previous studies, abnormal changes in intestinal flora were
found in HAEC patients. We also found a lower diversity of gut
microflora in different intestinal segments of HAEC patients
compared with that of HSCR patients. In our previous study, the
abundance of Veroniella in the intestinal tract of HAEC patients was

Fig. 4 LPS-V promoted the development of intestinal inflammation through activating macrophages. A Supernatant concentration of
inflammatory cytokines (IL-6, IL-1β and TNF-α) in BMDMs treated with LPS-V or LPS-B at indicated time points. B Representative photomicrographs
of IF staining showing more CD11b+macrophages in mice of LPS-V group compared to LPS-B or PBS group. Scale bars: 100 μm. C Flow
cytometric histograms indicating the detection of pro-inflammatory macrophages in distal colon of mice treated with LPS-V, LPS-B, or PBS.
DWestern blotting assays showing that LPS-V increased iNOS level in distal colon. EmRNA expression levels of inflammatory cytokines (IL-6, IL-1β,
and TNF-α) in human macrophages treated with LPS-V, LPS-B, or PBS. F The disease activity index (DAI) of mice indicating macrophage depletion
using Clod treatment alleviated the effects of LPS-V. G Representative photomicrographs showing macrophage depletion using Clod treatment
alleviated the effects of LPS-V. on colon tissue. Scale bars: 100 μm. HWestern blotting assays showing macrophage depletion using Clod treatment
decreased IL-1β, TNF-α and iNOS level in distal colon. All data are expressed as mean ± SD. *P < 0.05; **P < 0.01; ***P < 0.001.
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found to be abnormally high at the species level, where V. parvula
was the main species [6]. The transplantation of Veillonella spp. into
germ-free C57BL/6N mice by gavage of a broth-grown single-
bacterial strain could affect the intestinal immune system and reduce
the expression of IL-22 in colon [30]. The high expression of IL-22
might inhibit the development of inflammatory bowel disease (IBD)
[31]. Besides, the abundance of Veillonella increased in patients with
active status of primary sclerosing cholangitis (PSC) and ulcerative
colitis (UC) [9]. In our single-bacterial strain transplantation models,
we found that V. parvula could cause colitis-like symptoms including
infiltration of immune cells, intestinal dysmotility, and intestinal
mucosal damage (Fig. 1). However, the molecular mechanism of
colitis caused by abnormal intestinal flora remains unclear.
Intestinal flora can affect intestinal tissues through a variety of

components including soluble peptides or toxins, cellular structural
components, and metabolites. Among these, LPS can increase the

paracellular permeability of colonic epithelial cells by affecting tight
junctions. The function of LPS released by different bacteria and the
response of different receptor molecules to LPS are different [32]. It
has been reported that some modifications of LPS can significantly
enhance the activation of the molecule to Toll-like receptor
4-myeloid differentiation factor 2 (TLR4-MD2) complexes on immune
cells and produce more pro-inflammatory factors [33]. In this study,
we found that the extraction efficiency of LPS from V. parvula was
much higher than that of B. fragilis (negative control). It is also found
that LPS from V. parvula increased the paracellular permeability of
colonic epithelial cells and promoted colitis-like symptoms by
activating macrophages. The activated M1 macrophages in colonic
tissues produce a large amount of pro-inflammatory factors including
TNF-α, IL-6, and IL-1β. The pacemaker function of Interstitial cells of
Cajal (ICCs) was sequentially impaired by TNF-α from M1 macro-
phages, and thus the intestinal motility was damaged [13].

Fig. 5 LPS-V activated macrophages through TLR4 signaling. A Western blotting assays showing IL-1β and TNF-α as well as MyD88-
dependent changes in IκBα levels, p-p38, and p-ERK1/2 at indicated time points of treatment with LPS (1 μg/ml) in BMDMs. B IP and Western
blot analysis of the complex of MyD88 and IRAK4 30min post treatment with LPS (1 μg/ml) in BMDMs. CWestern blotting assays using Native-
PAGE electrophoresis indicating active (dimerized) IRF3 at indicated time points of treatment with LPS (1 μg/ml) in BMDMs. D Mean
fluorescence intensity (MFI) of TLR4 receptor staining at each time point of treatment with LPS (1 μg/ml) in BMDMs. Data are expressed as
mean ± SD. **P < 0.01. E TLR4 or CD14 KO decreased active (dimerized) IRF3 in macrophages differed from THP1 treated with LPS-V. FWestern
blotting assays showing that TLR4 or CD14 KO decreased IL-1β and TNF-α as well as MyD88-dependent IκBα levels, p-p38, and p-ERK1/2 at
indicated time points of treatment with LPS (1 μg/ml) in macrophages differed from THP1.
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However, models we used in this study did not fully simulate the
HAEC condition. It is hard to obtain infant mice with HSCR. Our data
could only indicate the pro-inflammatory role of V. parvula by
releasing LPS, but couldn’t demonstrate the effects of V. parvula on
HAEC. This is a limitation of our study. In order to further study the
pathogenesis and drug screening, we need to establish a mouse
model that simulates the HAEC condition in future researches. We
proved that LPS-V promoted the development of HAEC through
macrophage-related inflammation. Macrophage polarization occurred
during LPS-V processing, where M1 macrophages infiltration
increased dramatically in colonic tissues. The LPS-V treatment can
induce more intense and persistent production of inflammatory
factors in macrophages than the LPS-B treatment does. TLR4 is the
main receptor of LPS and is widely distributed in various cells and
tissues. TLR4 or CD14 knockout could significantly reduce the LPS-V-
induced production of pro-inflammatory factors in macrophages,

suggesting that LPS-V-induced macrophage-related inflammation
through TLR4 pathway. It has been reported that the concentration of
serum LPS was positively correlated with the occurrence of HAEC [15].
LPS entering the blood would cause systemic diseases such as age-
related atrial fibrillation. LPS-induced model of sepsis in vivo showed
that LPS-V-induced higher levels of serum inflammatory factors and
shortened the survival of mice compared to LPS-B (Fig. 2). The TNF-α
produced by M1 macrophages can damage the pacemaker function
of ICCs, resulting in intestinal dysmotility [13]. Therefore, the
overgrowth of V. parvula in HAEC patients could damage intestinal
motility through inflammatory responses. The intestinal dysmotility
could lead to fecal accumulation and excessive bacteria growth,
which could further aggravate the alteration of intestinal flora.
Itaconic acid is synthesized by IRG1 protein in mitochondria and

is able to regulate inflammatory response [34]. 4-octyl itaconate
(OI), a cell-permeable itaconate derivative, can improve the stability

Fig. 6 OI inhibited the development of LPS-V induced intestinal inflammation by repressing macrophage function. A OI treatment
decreased IL-1β and TNF-α but increased Nrf2 levels at indicated time points of treatment with LPS (1 μg/ml) in BMDMs. B OI treatment
decreased IL-1β and TNF-α but increased Nrf2 levels and Nrf2 target gene (NQO1 and HMOX1) expression 30min post treatment with LPS-V
(1 μg/ml) in human macrophages. C Nrf2 KD alleviated the decreasing effects of OI on IL-1β and TNF-α by repressing Nrf2 target gene (NQO1
and HMOX1) expression in BMDMs treated LPS-V (1 μg/ml). D The DAI score of mice indicating OI treatment alleviated the effects of LPS-V.
E mRNA expression levels of inflammatory cytokines (IL-1β and TNF-α) were decreased by OI. F Western blotting assays showing OI treatment
decreased inflammatory cytokines and iNOS levels but increased the expression of Nrf2 and C-KIT in distal colon. G OI treatment prolonged
survival of mice (n= 10 mice/group) treated with LPS-V in an LPS model of sepsis. H OI treatment decreased serum concentration of IL-1β and
TNF-α in an LPS model of sepsis. All data are expressed as mean ± SD. *P < 0.05; **P < 0.01.
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of Nrf2 by inhibiting the binding of KEAP1 and Nrf2 [21]. Nrf2 can
enter the nucleus and activate a transcriptional anti-oxidant and
anti-inflammatory program. In this study, OI treatment increased
the expression of Nrf2 in colonic epithelial cells and macrophages,
activated the expression of downstream anti-oxidant and anti-
inflammatory genes, and inhibited the pro-inflammatory factors
produced by macrophages. In the mouse model, OI treatment
could significantly alleviate the colitis-like symptoms caused by
LPS-V, including the reduction of pro-inflammatory factors and the
promotion of intestinal motility (Fig. 6).

CONCLUSION
We found that LPS from V. parvula can significantly increase the
paracellular permeability of colonic epithelial cells, and then activate
macrophages through TLR4 pathway. The activated macrophages
became polarized and produced pro-inflammatory factors. Then the

pacemaker function of ICCs was inhibited and intestinal dysmotility
was aggravated. It was thus a vicious cycle, where the macrophage-
related inflammation caused by V. parvula through LPS damaged
the intestinal motility, which further aggravated the intestinal flora
dysbiosis and promoted the development of HAEC. By activating
Nrf2, OI could break the vicious cycle by inhibiting the activation of
macrophages induced by LPS-V (Fig. 7). Therefore, treatment with OI
targeting macrophages could be a potential therapeutic strategy for
HAEC patients with intestinal flora dysbiosis.

METHODS
Cell lines
The normal colonic immortalized epithelial cell line NCM460 (purchased
from INCELL), THP-1 (ATCC® TIB-202), and HEK293T (ATCC® CRL11268)
were cultured in RPMI 1640 or Dulbecco’s Modified Eagle Medium (DMEM)
with 10% fetal bovine serum(FBS) and incubated at 37 °C with 5% CO2.

Fig. 7 The vicious cycle involving intestinal flora, LPS, macrophages, TNF-α, and ICC. Increased LPS from V. parvula resulting from intestinal
flora dysbiosis could significantly enhance the paracellular permeability of colonic epithelial cells and activate macrophages through TLR4
pathway. TNF-α from polarized macrophages impaired pacemaker function of ICCs and then inhibited intestinal motility. Intestinal dysmotility
aggravated the intestinal flora dysbiosis and promoted the development of HAEC (left). OI could break the vicious cycle by inhibiting the
activation of macrophages through activating Nrf2, and then promote intestinal flora homeostasis.
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Mice
C57BL/6 mice were from Shanghai SLAC Laboratory Animal Co. Ltd
(Shanghai, China). All procedures for mice were performed in accordance
with the relevant laws and guidelines of the Institutional Animal Care and
Use Committee (IACUC) of Shanghai Jiao Tong University.

Microbe strains
V. parvula and B. fragilis were purchased from ATCC and were cultured in
Wilkins-Chalgren anaerobe broth (thermo fisher Scientific) in anaerobic jar
(80% N2, 10% H2, 10% CO2) at 37 °C.

Microbiota transplantation
Microbiota transplantation was performed as described previously [30].
Germ-free C57BL/6 mice from Cyagen Biosciences were fed in flexible film
isolators, being ventilated via filtered air at 22 ± 1 °C with a 12-h light/dark
cycle. Germ-free C57BL/6 mice were randomly assigned to treatment
groups before experiments. Germ-free mice were treated with capsules
containing V. parvula or B. fragilis three times for three consecutive days by
intragastric administration. Euthanasia of mice were performed at the end
of experiments. All procedures for mice were performed in accordance
with the relevant laws and guidelines of the Institutional Animal Care and
Use Committee (IACUC) of Shanghai Jiao Tong University.

LPS feeding models
LPS feeding models were constructed according to the previous study [32].
Briefly, C57BL/6 mice were fed with 160 μg LPS from V. parvula or B. fragilis
once by oral gavage and received 100 μg/ml LPS in drinking water for
2 weeks. Euthanasia of mice were performed at the end of experiments. All
procedures for mice were performed in accordance with the relevant laws
and guidelines of the Institutional Animal Care and Use Committee (IACUC)
of Shanghai Jiao Tong University.

Colon histopathology and immunohistochemistry (IHC)
staining
Mouse colon tissues were cut and fixed in 4% paraformaldehyde (PFA)
for 24 h. Then fixed tissues were embedded in paraffin, sectioned, and
stained using Hematoxylin and Eosin Staining Kit (Beyotime Biotechnol-
ogy). Immunohistochemistry (IHC) was performed as we described
previously [35]. Briefly, tissue sections were incubated by appropriate
primary antibodies overnight at 4 °C, followed by incubation with
GTVisionTM III Detection System/Mo & Rb/including DAB (gene tech,
Shanghai). The cell nucleus was stained with hematoxylin (Sigma-
Aldrich). The stained sections were scanned with Leica versa 8. Anti-IL1β
antibody was purchased from Cell Signaling Technology. Anti-c-Kit
antibody was obtained from Abcam. Anti-TNFα antibody were pur-
chased from Santa Cruz biotechnology. Anti-IL6 antibody were
purchased from Servicebio.

Immunoblotting (IB) and immunoprecipitation (IP)
Immunoblotting (IB) and immunoprecipitation (IP) were performed as we
described previously [36]. Briefly, cells or tissues were lysed in RIPA buffer
(20mM Tris-HCl, pH 7.5, 150 mM NaCl, 1 mM EDTA, 2 mM Na3VO4, 5 mM
NaF, 1% Triton X-100) with Protease inhibitor cocktail (invitrogen). For
immunoprecipitation, the protein lysates were incubated with appropriate
antibodies, captured by protein G plus-agarose (Santa Cruz), and eluted by
SDS loading buffer. The proteins were resolved in SDS-PAGE or Native-
PAGE electrophoresis, transferred to PVDF membranes, and detected by
the appropriate antibodies. After incubation with appropriate secondary
antibodies (CST), the membrane was visualized and analyzed by an
imaging system (Bio-Rad Laboratories).

mRNA expression analyses
Total RNA was extracted using MolPure® Cell/Tissue Total RNA Kit (YEASEN)
and quantified using a Nanodrop 2000 UV-visible spectrophotometer.
Complementary DNA (cDNA) was synthesized from 1 μg of total RNA using
the PrimeScript RT–PCR Kit (Takara) according to the manufacturer’s
instructions. Quantitative real-time PCR was performed on a CFX
ConnectTM Real-Time System (Bio-Rad Laboratories) with Hieff® qPCR
SYBR Green Master Mix (YEASEN) following the manufacturer’s protocol.
Fold changes were calculated using the ΔΔCt method with mouse or
human GAPDH as an endogenous control for mRNA expression. The qPCR
primers used for validation are listed in Supplementary Table S1.

Cell viability
Cell viability was detected by Cell Counting Kit 8(YEASEN) following the
manufacturer’s instructions. Cells were plated into 96-well plates at 0 h.
Cells were treated with CCK-8 and deteted by SYNERGY2 microplate reader
(BioTek Instruments) at 450 nm. OD value indicated the cell viability. The
experiment was performed in triplicate.

Wound healing
Wound healing assay was performed as we described previously [35]. Cells
were plated into six-well plates at 0 h. we gently scratched the monolayer with
a pipette tip to create a mechanical wound when the cells reached confluence.
A microscope was used for imaging at 0 and 48 h. And we calculating the gap
size in each field. The experiment was performed in triplicate.

Transwell assays
Transwell assays were performed using 24-well Boyden chamber transwell
inserts (BD Biosciences, USA) as described previously [35]. Cells (1 × 105 in
200 μL of DMEM without FBS) were added to the upper chambers. The
lower chamber of each well contained 600 μL of DMEM with 15% FBS. After
incubation in an incubator at 37 °C in 5% CO2 for 24 h, cells that migrated to
the bottom of the upper chamber membrane were stained with crystal
violet and counted. The experiment was performed in triplicate.

CRISPR/Cas9 knockout
Guide RNA sequences targeting human TLR4 (ATTCTCCCAGAACCAAACGA,
ATGCCCCATCTTCAATTGTC) or CD14(CGGTGGCGCGCAGCGAGTTG) were
designed using the MIT online tool (http://crispr.mit.edu) and cloned into
a lentiCRISPRv2 vector as previously described [36]. THP1 cells were
infected with viral supernatants from HEK293T cells that were transfected
by certain plasmids and selected with puromycin. The knockout efficiency
of TLR4 or CD14 was confirmed by immunoblotting.

Generation of BMDMs
Generation of BMDMs was performed according to previous study [21].
Bone marrow (BM) cells were isolated from femurs of 8–12 weeks old male
mice. BM cells were treated with ACK lysis buffer for 5 min to remove red
blood cells, centrifuged for 5 min at 300 g, and resuspended in BMDM
medium (DMEM supplemented with 10% v/v heat-inactivated FBS, 2 mM
L-glutamine, 100 units/mL, 100 μg/mL penicillin/streptomycin, 0.5 mM
sodium pyruvate and 100 ng/ml M-CSF). Cells were maintained at 37 °C in a
humidified 5% CO2 incubator. Medium was changed at day 4 of
differentiation, and then Bone Marrow-Derived Macrophages (BMDMs)
were obtained at day 6 of differentiation and replated for experiments.

Isolation of human PBMCs
Human peripheral blood mononuclear cells (PBMCs) were isolated from
human blood using Ficoll (GE). Whole blood (15ml) mixed with RPMI1640
(15ml) was layered on 10ml Ficoll and spun for 20min at 2000 rpm with
no brake on. The PBMCs were isolated from the middle layer. PBMCs were
counted and then maintained in RPMI 1640 supplemented with 10% FBS,
2 mM L-glutamine, and 1% penicillin/streptomycin solution.

Generation of human macrophages
Human PBMCs were sorted by magnetic-activated cell sorting (MACS)
CD14 beads following the manufacturer’s instruction and then plated at
0.5 × 106 cells/ml with RPMI 1640 supplemented with 10% FBS, 2 mM
L-glutamine, 1% penicillin/streptomycin solution and 100 ng/ml M-CSF.
After 5 days of differentiation, human macrophages were counted and
replated at 0.5 × 106 cells/ml for further experiments.

LPS extraction
The extraction of lipopolysaccharide (LPS) was performed using LPS
Extraction Kit (iNtRON) following the manufacturer’s instructions. The
concentration measurement of LPS were carried out by EC Endotoxin Test
Kit (BIOENDO, Xiamen, China) according to the manufacturer’s instruction.

Paracellular permeability
Paracellular permeability assay was performed according to previous study
[19]. Briefly, NCM460 were plated in apical compartment and proliferated
until cells covered ~100% of area. Then, FITC labeled dextran 10 kDa (FD10)
was added into the apical compartment (1 mg/ml) and its amount in the
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basal compartment was measured using a SYNERGY2 microplate reader
(BioTek Instruments). The amount of FITC labeled dextran in the basal
compartment represents the paracellular permeability of colonic epithelial
cells in different groups.

Immunofluorescence (IF)
IF was performed as we described previously [37]. Briefly, tissue sections
were fixed in 4% paraformaldehyde for 30min, permeabilized with 0.5%
Triton X-100 in PBS for 30min and blocked with 10% donkey serum in PBS
for 2 h at room temperature. After incubation with Alexa 488 labeled anti-
CD11b antibody overnight at 4 °C, cells were washed with PBS for three
times the next day and incubated with secondary antibodies conjugated
with Alexa 488. DAPI was used as nuclear staining. Images were obtained
and analyzed using Leica SP8.

Flow cytometry
Mouse colon tissues were cut and cleaned to remove fat tissue and blood
vessels. Then epithelial cells and mucus were removed by 40min
incubation with HBSS (without Ca2+ and Mg2+) containing 5% FBS,
2 mM EDTA, and 0.15mg/ml (1 mM) DTT (Sigma) at 37 °C shaking at 250 r.
p.m. Colon pieces were then digested in PBS containing 5% FBS, 1 mg/ml
Collagenase VIII (Sigma), and 0.1 mg/ml DNase I (Roche) for 40min at 37 °C
shaking at 250 r.p.m. The single cells were isolated from digested cell
suspension using 100 μm cell strainers and stained with appropriate
antibodies for 30min at room temperature. Anti-CD11b, anti-F4/80, and
anti-CD11c, anti-CD45 antibodies were purchased from Invitrogen.
Fluorescence was detected using a BD FACS Canto flow cytometer

(Becton Dickinson, Mountain View, CA, USA) and analyzed using FlowJo
software (version 7.6.1). The experiment was performed in triplicate.

LPS-induced model of sepsis in vivo
LPS-induced model of sepsis was constructed according to previous study
[21]. Mice were treated with LPS stimulation by intraperitoneal injection.
Then mice were euthanized in a CO2 chamber, blood samples were
collected at different time points and serum was isolated. Then cytokines
in serum were measured by V-PLEX Proinflammatory Panel 1 Mouse kit
(Meso Scale Discovery) according to the manufacturer’s protocol. The
survival status of mice in different groups was recorded.

Macrophage depletion in vivo
Macrophage depletion was performed as described previously [22]. Mice
were treated intraperitoneally with 200 μL of Clod (5mg/mL) (FormuMax
Scientific Inc., Sunnyvale, USA) 4 day prior to LPS stimulation and every
2 days during experiment in vivo.

shRNA knockdown
The sequences of all small hairpin RNA (shRNA) targeting Nrf2
(GCTCCTACTGTGATGTGAAAT) or non-target (TTCTCCGAACGTGTCACGT)
were synthesized and cloned into a pll3.7 vector. BMDM were transfected
with the indicated shRNA twice at 24 h intervals using jetOPTIMUS®
(Polyplus-transfection) before LPS treatment. The knockdown efficiency of
Nrf2 was confirmed by immunoblotting.

Quantitative and statistical analysis
Student’s t test and ANOVA were used to analyze the data from two
groups and multiple groups in this study. Statistical significance was
described by p value in the methods and figure legends. *P < 0.05; **P <
0.01; ***P < 0.001.

DATA AVAILABILITY
The datasets used and analyzed during the current study are available from the
corresponding author on reasonable request.

REFERENCES
1. Tam PK. Hirschsprung’s disease: a bridge for science and surgery. J Pediatr Surg.

2016;51:18–22.
2. Jiao CL, Chen XY, Feng JX. Novel insights into the pathogenesis of Hirsch-

sprung’s-associated enterocolitis. Chin Med J. 2016;129:1491–7.
3. Demehri FR, Halaweish IF, Coran AG, Teitelbaum DH. Hirschsprung-associated enter-

ocolitis: pathogenesis, treatment and prevention. Pediatr Surg Int. 2013;29:873–81.

4. Frykman PK, Short SS. Hirschsprung-associated enterocolitis: prevention and
therapy. Semin Pediatr Surg. 2012;21:328–35.

5. Yan Z, Poroyko V, Gu S, Zhang Z, Pan L, Wang J, et al. Characterization of the
intestinal microbiome of Hirschsprung’s disease with and without enterocolitis.
Biochem Biophys Res Commun. 2014;445:269–74.

6. Li Y, Poroyko V, Yan Z, Pan L, Feng Y, Zhao P, et al. Characterization of intestinal
microbiomes of Hirschsprung’s disease patients with or without enterocolitis
using illumina-MiSeq high-throughput sequencing. PLoS ONE. 2016;11:e162079.

7. Liu J, Li Y, Feng Y, Pan L, Xie Z, Yan Z, et al. Patterned progression of gut
microbiota associated with necrotizing enterocolitis and late onset sepsis in
preterm infants: a prospective study in a Chinese neonatal intensive care unit.
Peerj. 2019;7:e7310.

8. Till H, Castellani C, Moissl-Eichinger C, Gorkiewicz G, Singer G. Disruptions of the
intestinal microbiome in necrotizing enterocolitis, short bowel syndrome, and
Hirschsprung’s associated enterocolitis. Front Microbiol. 2015;6:1154.

9. Cortez RV, Moreira LN, Padilha M, Bibas MD, Toma RK, Porta G, et al. Gut
microbiome of children and adolescents with primary sclerosing cholangitis in
association with ulcerative colitis. Front Immunol. 2020;11:598152.

10. Litvak Y, Byndloss MX, Baumler AJ. Colonocyte metabolism shapes the gut
microbiota. Science. 2018;362:eaat9076.

11. Rovery C, Etienne A, Foucault C, Berger P, Brouqui P. Veillonella montpellierensis
endocarditis. Emerg Infect Dis. 2005;11:1112–4.

12. Brook I. Veillonella infections in children. J Clin Microbiol. 1996;34:1283–5.
13. Chen X, Meng X, Zhang H, Feng C, Wang B, Li N, et al. Intestinal proinflammatory

macrophages induce a phenotypic switch in interstitial cells of Cajal. J Clin Invest.
2020;130:6443–56.

14. Foong D, Zhou J, Zarrouk A, Ho V, O’Connor MD. Understanding the biology of
human interstitial cells of cajal in gastrointestinal motility. Int J Mol Sci. 2020;21:4540.

15. Tang W, Su Y, Yuan C, Zhang Y, Zhou L, Peng L, et al. Prospective study reveals a
microbiome signature that predicts the occurrence of post-operative enter-
ocolitis in Hirschsprung disease (HSCR) patients. Gut Microbes. 2020;11:842–54.

16. Medzhitov R. Toll-like receptors and innate immunity. Nat Rev Immunol.
2001;1:135–45.

17. Camilleri M, Madsen K, Spiller R, Greenwood-Van MB, Verne GN. Intestinal barrier
function in health and gastrointestinal disease. Neurogastroenterol Motil.
2012;24:503–12.

18. Li L, Wan G, Han B, Zhang Z. Echinacoside alleviated LPS-induced cell apoptosis
and inflammation in rat intestine epithelial cells by inhibiting the mTOR/STAT3
pathway. Biomed Pharmacother 2018;104:622–8.

19. Hanson PJ, Moran AP, Butler K. Paracellular permeability is increased by basal
lipopolysaccharide in a primary culture of colonic epithelial cells; an effect pre-
vented by an activator of Toll-like receptor-2. Innate Immun. 2011;17:269–82.

20. Hamidzadeh K, Christensen SM, Dalby E, Chandrasekaran P, Mosser DM. Macro-
phages and the recovery from acute and chronic inflammation. Annu Rev Phy-
siol. 2017;79:567–92.

21. Mills EL, Ryan DG, Prag HA, Dikovskaya D, Menon D, Zaslona Z, et al. Itaconate is
an anti-inflammatory metabolite that activates Nrf2 via alkylation of KEAP1.
Nature 2018;556:113–7.

22. Kozicky LK, Sly LM. Depletion and reconstitution of macrophages in mice.
Methods Mol Biol. 2019;1960:101–12.

23. Colin S, Chinetti-Gbaguidi G, Staels B. Macrophage phenotypes in atherosclerosis.
Immunol Rev. 2014;262:153–66.

24. Zanoni I, Ostuni R, Marek LR, Barresi S, Barbalat R, Barton GM, et al. CD14 controls
the LPS-induced endocytosis of Toll-like receptor 4. Cell. 2011;147:868–80.

25. Daigneault M, Preston JA, Marriott HM, Whyte MK, Dockrell DH. The identification
of markers of macrophage differentiation in PMA-stimulated THP-1 cells and
monocyte-derived macrophages. PLoS ONE. 2010;5:e8668.

26. Michelucci A, Cordes T, Ghelfi J, Pailot A, Reiling N, Goldmann O, et al. Immune-
responsive gene 1 protein links metabolism to immunity by catalyzing itaconic
acid production. Proc Natl Acad Sci USA. 2013;110:7820–5.

27. Kansanen E, Kuosmanen SM, Leinonen H, Levonen AL. The Keap1-Nrf2 pathway:
Mechanisms of activation and dysregulation in cancer. Redox Biol. 2013;1:45–9.

28. Ma Q, Li Y, Li P, Wang M, Wang J, Tang Z, et al. Research progress in the
relationship between type 2 diabetes mellitus and intestinal flora. Biomed
Pharmacother. 2019;117:109138.

29. Lynch SV, Pedersen O. The Human Intestinal Microbiome in Health and Disease.
N Engl J Med. 2016;375:2369–79.

30. Geva-Zatorsky N, Sefik E, Kua L, Pasman L, Tan TG, Ortiz-Lopez A, et al. Mining the
human gut microbiota for immunomodulatory organisms. Cell. 2017;168:928–43.

31. Keir M, Yi Y, Lu T, Ghilardi N. The role of IL-22 in intestinal health and disease. J
Exp Med. 2020;217:e20192195.

32. Gronbach K, Flade I, Holst O, Lindner B, Ruscheweyh HJ, Wittmann A, et al.
Endotoxicity of lipopolysaccharide as a determinant of T-cell-mediated colitis
induction in mice. Gastroenterology. 2014;146:765–75.

33. Simpson BW, Trent MS. Pushing the envelope: LPS modifications and their
consequences. Nat Rev. Microbiol. 2019;17:403–16.

Z. Zhan et al.

11

Cell Death Discovery           (2022) 8:251 



34. Strelko CL, Lu W, Dufort FJ, Seyfried TN, Chiles TC, Rabinowitz JD, et al. Itaconic
acid is a mammalian metabolite induced during macrophage activation. J Am
Chem Soc. 2011;133:16386–9.

35. Liu W, Zhan Z, Zhang M, Sun B, Shi Q, Luo F, et al. KAT6A, a novel regulator of
beta-catenin, promotes tumorigenicity and chemoresistance in ovarian cancer by
acetylating COP1. Theranostics. 2021;11:6278–92.

36. Kang JW, Zhan Z, Ji G, Sang Y, Zhou D, Li Y, et al. PUMA facilitates EMI1-promoted
cytoplasmic Rad51 ubiquitination and inhibits DNA repair in stem and progenitor
cells. Signal Transduct Target Ther. 2021;6:129.

37. Zhan Z, Song L, Zhang W, Gu H, Cheng H, Zhang Y, et al. Absence of cyclin-
dependent kinase inhibitor p27 or p18 increases efficiency of iPSC generation
without induction of iPSC genomic instability. Cell Death Dis. 2019;10:271.

ACKNOWLEDGEMENTS
This work is supported by 81771630 from the National Natural Science Foundation of
China and 2019ZB0103 from the Key Subject Program for Clinical Nutrition from
Shanghai Municipal Health Commission for LH. This study is also assisted by professor
Xi Mo for providing THP-1 cell line.

AUTHOR CONTRIBUTIONS
LH conceived the study. ZZ, WL, and LP performed experiments. ZY provided critical
reagents and conceptual advice. ZZ, YB, and LH wrote the paper.

COMPETING INTERESTS
The authors declare no competing interests.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41420-022-01015-3.

Correspondence and requests for materials should be addressed to Li Hong.

Reprints and permission information is available at http://www.nature.com/
reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims
in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this license, visit http://creativecommons.
org/licenses/by/4.0/.

© The Author(s) 2022

Z. Zhan et al.

12

Cell Death Discovery           (2022) 8:251 

https://doi.org/10.1038/s41420-022-01015-3
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Overabundance of Veillonella parvula promotes intestinal inflammation by activating macrophages via LPS-TLR4 pathway
	Introduction
	Results
	The pro-inflammatory effects of V. parvula overabundance in the intestine
	The high toxic effects of LPS from V. parvula in�vivo
	LPS-V impaired the intestinal barrier function of colonic epithelial cells
	LPS-V promoted the development of intestinal inflammation through activating macrophages
	LPS-V activated macrophages through TLR4�signaling
	OI inhibited the development of LPS-V induced intestinal inflammation by repressing macrophage function

	Discussion
	Conclusion
	Methods
	Cell lines
	Mice
	Microbe strains
	Microbiota transplantation
	LPS feeding models
	Colon histopathology and immunohistochemistry (IHC) staining
	Immunoblotting (IB) and immunoprecipitation (IP)
	mRNA expression analyses
	Cell viability
	Wound healing
	Transwell assays
	CRISPR/Cas9 knockout
	Generation of BMDMs
	Isolation of human PBMCs
	Generation of human macrophages
	LPS extraction
	Paracellular permeability
	Immunofluorescence (IF)
	Flow cytometry
	LPS-induced model of sepsis in�vivo
	Macrophage depletion in�vivo
	shRNA knockdown
	Quantitative and statistical analysis

	References
	Acknowledgements
	Author contributions
	Competing interests
	ADDITIONAL INFORMATION




