
Citation: Zhou, P.; Lai, J.; Li, Y.; Deng,

J.; Zhao, C.; Huang, Q.; Yang, F.; Yang,

S.; Wu, Y.; Tang, X.; et al. Methyl

Gallate Alleviates Acute Ulcerative

Colitis by Modulating Gut

Microbiota and Inhibiting

TLR4/NF-κB Pathway. Int. J. Mol.

Sci. 2022, 23, 14024. https://doi.org/

10.3390/ijms232214024/

Academic Editors: Letteria Minutoli,

Giovanni Pallio and Giuseppe

Esposito

Received: 29 September 2022

Accepted: 10 November 2022

Published: 14 November 2022

Publisher’s Note: MDPI stays neutral

with regard to jurisdictional claims in

published maps and institutional affil-

iations.

Copyright: © 2022 by the authors.

Licensee MDPI, Basel, Switzerland.

This article is an open access article

distributed under the terms and

conditions of the Creative Commons

Attribution (CC BY) license (https://

creativecommons.org/licenses/by/

4.0/).

 International Journal of 

Molecular Sciences

Article

Methyl Gallate Alleviates Acute Ulcerative Colitis by Modulating
Gut Microbiota and Inhibiting TLR4/NF-κB Pathway
Ping Zhou 1,2,†, Jia Lai 3,†, Yueyue Li 1, Junzhu Deng 1, Chunling Zhao 2, Qianqian Huang 4, Fei Yang 3,
Shuo Yang 3, Yuesong Wu 3, Xiaoqin Tang 3, Feihong Huang 3,4, Long Wang 3,4, Xinwu Huang 3,4, Wenjun Zou 1,*
and Jianming Wu 2,3,5,*

1 School of Pharmacy, Chengdu University of Traditional Chinese Medicine, Chengdu 611137, China
2 School of Basic Medical Sciences, Southwest Medical University, Luzhou 646000, China
3 School of Pharmacy, Southwest Medical University, Luzhou 646000, China
4 Luzhou Key Laboratory of Activity Screening and Druggability Evaluation for Chinese Materia Medica,

Southwest Medical University, Luzhou 646000, China
5 Education Ministry Key Laboratory of Medical Electrophysiology, Southwest Medical University,

Luzhou 646000, China
* Correspondence: zouwenjun@cdutcm.edu.cn (W.Z.); jianmingwu@swmu.edu.cn (J.W.)
† These authors contributed equally to this work.

Abstract: Ulcerative colitis (UC) is a complex immune-mediated inflammatory disease. In recent
years, the incidence of UC has increased rapidly, however, its exact etiology and mechanism are still
unclear. Based on the definite anti-inflammatory and antibacterial activities of Sanguisorba officinalis L.,
we studied its monomer, methyl gallate (MG). In this study, we employed flow cytometry and detected
nitric oxide production, finding MG regulated macrophage polarization and inhibited the expression
of proinflammatory cytokines in vitro. MG also exhibited anti-inflammatory activity accompanying
with ameliorating body weight loss, improving colon length and histological damage in dextran
sulfate sodium-induced UC mice. Meanwhile, transcription sequencing and 16S rRNA sequencing
analyzed the key signaling pathways and changes in the gut microbiota of MG for UC treatment,
proving that MG could alleviate inflammation by regulating the TLR4/NF-κB pathway in vivo and
in vitro. Additionally, MG altered the diversity and composition of the gut microbiota and changed
the abundance of metabolic products. In conclusion, our results are the first to demonstrate that
MG has obvious therapeutic effects against acute UC, which is related to macrophage polarization,
improved intestinal flora dysbiosis and inhibition of TLR4/NF-κB signaling pathway, and MG may
be a promising therapeutic agent for UC treatment.

Keywords: ulcerative colitis; methyl gallate; gut microbiota; gut immunity; TLR4/NF-κB

1. Introduction

Ulcerative colitis (UC), a chronic and immune-mediated inflammatory disease, starts
in the rectum and extends proximally in a continuous manner through the colon [1,2]. The
characteristics of UC are a long course of disease, suffering from repeated attacks and not
easy to heal, and UC has symptoms of abdominal pain, bloody diarrhea, weight loss [3].
According to epidemiology studies, since the 21st century, UC has shown a high incidence
in developed countries and a dramatic increase in developing countries, and it has evolved
into a global disease, posing a major challenge to health care systems worldwide [4–6].

As a subclass of inflammatory bowel disease (IBD), UC is characterized by persistent
inflammation in the intestinal mucosa or submucosa. These inflammatory reactions are due
to the loss of immune tolerance. Macrophages in the mucosa of the gastrointestinal tract
polarize to M1 phenotype in UC patients, secreting a large number of proinflammatory
cytokines to enhance cytotoxicity and phagocytosis [7], then resulting in direct damage
to epithelial cells and the intestinal barrier. Meanwhile, the pathogenesis of UC involves
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immune-inflammatory pathways related to various intestinal components, including Toll-
like receptors (TLRs) and inflammatory factors such as TNFα, IL-1 and IL-6 [1,8]. Therefore,
once the inflammatory treatment of UC was inadequate, it would lead to persistent in-
testinal damage and increase the risk of hospitalization, surgery and colorectal cancer [9].
Additionally, studies have shown that the destruction of the intestinal mucosal barrier
and the abnormal activation of immune system also involve the imbalance of intestinal
flora, and a great number of differential metabolites produced in UC patients is closely
related to the imbalance of intestinal flora [10,11]. Therefore, maintaining the homeostasis
of intestinal flora is also crucial for the treatment of UC.

Treatment for UC is thought to primarily focus on reducing inflammatory responses,
increasing intestinal mucosal healing, and strengthening the intestinal mucosal barrier
during this stage [12]. Furthermore, in terms of pathophysiology, the treatment of UC is
mainly manifested as follows: (1) the colon epithelium promotes the interaction between
the host and microorganism, thus controlling mucosal immunity, coordinating nutrient
circulation and forming a mucus barrier; (2) homeostatic balance among host mucosal im-
munity, function and composition of intestinal microbiota; (3) complex innate and adaptive
in immunomodulatory mechanisms in the gastrointestinal tract, including immune cells
such as macrophages and neutrophils, and non-immune cells such as intestinal epithelial
cells (IEC) and mesenchymal cells, intestinal epithelial cells possess a wide range of pattern
recognition receptors, including Toll-like receptors (TLR) and NOD-like receptors, which
are the key components of the innate immune system. Most drugs used to treat UC could
interfere with metabolic and immune responses and still have limitations, including severe
side effects, tumorigenesis and high costs [13,14]. Therefore, there is a need to develop
more effective, less toxic and cheaper drugs to benefit patients suffering from UC.

Sanguisorba officinalis L. (SOL) is a Rosaceae plant with hemostatic, anti-inflammatory
and astringent properties [15]. Sanguisorba officinalis L., traditional Chinese medicine, has
been used in clinic for thousands of years. Many compound preparations, including
SOL, have shown good clinical therapeutic effects on UC [16,17]. However, because the
pathogenesis of UC is complex, the mechanism of SOL treating UC is still unclear, and the
components of traditional Chinese medicine are complex and difficult to predict, we chose
to extract monomers from SOL for activity screening, in which methyl gallate (MG) showed
high anti-UC activity. MG is a polyphenolic compound extracted from SOL with the
molecular formula C8H8O5. Recent studies have shown that MG is widely distributed in
medicinal and edible plants and is considered to have medicinal properties such as antioxi-
dant [18,19], antitumor [20], anti-inflammatory [21], and antibacterial properties [22,23]. In
addition, it is inexpensive and easily available. However, the role of MG in the treatment of
UC has been rarely studied, and the specific molecular mechanisms are still unclear.

In this study, we constructed disease models in vivo and in vitro to clarify the efficacy
of MG on UC and the molecular mechanisms of the phenotypic, protein, mRNA, and gene
levels. Furthermore, we applied high-throughput genomic analysis techniques, in which
transcriptome and microbial diversity might provide insight into transcriptional regulation
of genes and changes in gut microbiota, respectively. Our findings may lead to providing a
potential therapeutic strategy with low cost, low toxicity and high efficacy for a growing
number of UC patients.

2. Results
2.1. MG Alleviated Inflammatory Response in the Lipopolysaccharide (LPS)-Induced UC
Model In Vitro

After screening for drug activity, given that methyl gallate displayed an effective
improvement in nitric oxide releasing of inflammatory model in vitro. We conducted
cytotoxicity assays with MTT and analyzed total NO production for MG under time- and
concentration-gradient conditions. The results are shown in Figure 1A–D. We limited the
concentrations of MG and Sulfasalazine (SASP) in the subsequent experiments to below 80
µg/mL and 800 µg/mL, respectively, and the culture was maintained for 24 h. To better
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investigate the effect of MG (5, 10 and 20 µg/mL) on the total level of NO production in
LPS-induced RAW264.7 cells, we evaluated the changes in NO production after 12 and
24 h of MG (5, 10 and 20 µg/mL) and LPS (1 µg/mL) intervention treatments. As shown
in Figure 1E,F, the release of total NO production in LPS-induced RAW264.7 cells were
significantly inhibited after 10 and 20 µg/mL MG administrations for 24 h (p < 0.05). The
results suggested that MG (5, 10 and 20 µg/mL) inhibited LPS-induced NO generation in
model RAW264.7 cells. Furthermore, in view of the subsequent concentration based on the
above experimental results, we used a 24 h intervention with 1 µg/mL LPS and 5, 10, and
20 µg/mL MG as the experimental concentration protocol.
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Figure 1. MG alleviates the inflammatory response of LPS-stimulated RAW264.7 cells. (A–D) Effects
of different concentrations of MG and SASP on the viability of RAW264.7 cells. (E,F) Effect of NO
production in RAW264.7 cells co-stimulated by MG and LPS for 12 h and 24 h. Data were presented
as the means ± SEMs of three independent experiments. ** p < 0.01, and *** p < 0.001 vs. the normal
group; ### p < 0.001 vs. the group treated with only LPS.

To verify the role of MG, we assessed macrophage polarization by detecting the posi-
tive expression of M1 and M2 macrophage markers by flow cytometry. As demonstrated
in Figure 2, under LPS stimulation, LPS conspicuously promoted the expression of the
M1-like macrophage marker CD16/32 in labeled macrophages (p < 0.001) and slightly
decreased the expression of the M2-like macrophage marker CD206 in macrophages under
LPS stimulation. In contrast, high doses of MG (20 µg/mL) caused a significant reduction
in M1-like macrophage cells in macrophages, while the proportion of M2-like macrophage
cells increased significantly (p < 0.05). To further determine whether the anti-inflammatory
effects of MG are mediated by macrophage regulation, we detected the inflammatory
cytokines that are involved in phenotypes of M1 and M2 macrophages. Furthermore, MG
treatment dramatically decreased the expressions of IL-1β, IL-6, and TNF-α in LPS-induced
macrophages (Figure 2C). Notably, MG treatment significantly promoted the expressions
of Arg-1, IL-4, and IL-10, which acted as M2-mediated specific markers in LPS-stimulated
RAW264.7 macrophages. These results suggest that MG could effectively promote the
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polarization of M1-like macrophages to M2-like macrophages and inhibit the release of
inflammatory cytokines.
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Figure 2. Effect of MG on RAW264.7 cell polarization. (A,B) Flow cytometry analysis of MG on
RAW264.7 cell polarization in vitro. (C) qPCR analysis of MG effect on polarization-related mRNA
levels in RAW264.7 cells. Data were presented as the means± SEMs of three independent experiments.
** p < 0.01, and *** p < 0.001 vs. the normal group; # p < 0.05, ## p < 0.01, and ### p < 0.001 vs. the
group treated with only LPS.

2.2. MG Alleviated the Inflammatory Response of Dextran Sulphate Sodium (DSS)-Induced UC
Model Mice

Given that MG had an anti-inflammatory effect in vitro, we thereby evaluated whether
it had therapeutic effects on mice. In our study, mice in model group and treatment groups
were administrated with drinking water containing 2.5% (w/v) dextran sulphate sodium
(DSS) for 8 days to induce acute colitis. During the experiment, mice in control group
remained in a normal state, while those mice in model group presented loss of appetite,
weight reduction and persistent rectal bleeding (Figure S2), which were typical features
in DSS-induced ulcerative colitis model. To assess the treatment effect of MG on UC
in vivo, body weights, DAI scores, and changes in colon lengths of mice in each group were
analyzed. As shown in Figure 3B–E, DSS-induced UC mice exhibited significant weight
loss, increased DAI scores and colon shortening, which was clearly shown in Figure S3.
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However, those that were administered MG (50, 100 and 200 mg/kg) and SASP (500 mg/kg)
were significantly resistant to DSS-induced UC by all of these measures.
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treated with the DSS group.

Consistently, as shown in Figure 3A,B, no ulcer was identified in the colon tissue of the
normal group, then, the glands were in regular alignment, and the mucosa was complete.
However, DSS led the colonic mucosa to defective, glandular structure to separate, and
a considerable number of neutrophils to be infiltrated. In addition, it was demonstrated
that there are apparent inflammatory reactions, including granulation tissue hyperplasia
and fibrosis, and obvious lesions that were deeply localized in the muscle layer and the
serosal layer. In conclusion, compared with the model group, oral administration of MG
(50, 100 and 200 mg/kg) significantly alleviated the histologic damage of model mice in a
concentration-dependent manner.

Furthermore, we observed pathological changes in the liver (Figure S1A) and kidney
(Figure S1B) to assess the effects of DSS and MG on the histological structure of mice. The
results are similar to a recent report [24], with the exception of the normal group exhibiting
normal liver histology, there were various degrees of damage in DSS-induced model and
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treatment groups, among which the pathological changes of inflammatory infiltration and
necrosis were most significant in model group. Additionally, kidney tissue lesions were
observed in DSS-induced model and treatment mice, such as glomerular inflammation and
congestion, as shown in Figure S1B, medium-high dose of MG-treated and SASP-treated
groups had kidney histological structures which were similar to those of the normal mice.
Specifically, the glomerular morphologies were more regular, the cystic cavities were visible,
and the pathological degrees of inflammatory infiltration and fibrose were lower in the
renal interstitium. By analyzing the pathological section of each tissue organ, it was found
that MG could alleviate the damage to the liver, kidney, and colon histological structures
caused by DSS.

2.3. Bioinformatics Analysis Indicated the Underlying Biological Function of MG in DSS-Induced
Ulcerative Colitis

Transcriptome analysis was performed to determine the underlying molecules regu-
lated by MG to explore the potential mechanism of MG against UC. As shown in Figure 4A,
when evaluating differential gene expression and displaying the volcanoes of differential
genes, the closer the points toward the discrete edge are, the more important the genes
have different expression. We could obtain co-expressed and differentially expressed genes
or transcripts among groups, and the value represents the number of common and differ-
entially expressed genes or transcripts among different groups. Additionally, quantifying
the proportion of expressed genes makes it more intuitive to compare the differences in
expression among groups. Based on the results of the statistical analysis of differentially
expressed genes, negative binomial distribution software such as DESeq2, DEGseq and
edgeR were used, and p < 0.05 and |log2FC| ≥ 1 were used for the screening conditions,
we compared the normal group with the DSS-induced model group in terms of the ex-
pression of genes (Figure 4B), the differentially expressed genes are roughly symmetrically
distributed on the volcano diagram, and the closer the point is scattered to the edge, the
more significant the difference in genes expressed. A total of 1159 differentially expressed
genes were screened, of which 814 genes were significantly upregulated and 315 genes
were significantly downregulated. Then, as for gene expression profile of colons in MG
treatment groups, 522 genes were considerably modified compared to the DSS model mice,
100 of which were highly upregulated and 422 of which were significantly downregulated.
We screened out the genes with significant expression from them for subsequent research.

After the differentially expressed genes were screened out, we further carried out
enrichment analysis of GO and KEGG pathways of different genes to elucidate the functions
of differentially expressed genes. In this study, we investigated the pathways of GO
enrichment among groups using multi-point enrichment analysis, and the results are
displayed in Figure 4C. The differentially expressed genes were significantly enriched in
biological processes, including granulocyte migration, regulation of acute inflammatory
response, and regulation of neutrophil migration in both the model and treatment groups.
Similarly, we performed a multi-gene set enrichment analysis of the KEGG pathway, which
showed significant enrichment of the NF-κB signaling pathway, intestinal immune network
for IgA production and cytokine-cytokine receptor interaction, as detailed in Figure 4D. The
above enrichment results suggest that treatments with DSS and MG affect the expression
of pathways linked to the regulation of inflammatory reactions, NF-κB signaling and the
production of IL-4, which might be connected to the potential molecular mechanism of MG
treatment effect on UC.

2.4. The Mechanisms of MG Inhibiting Gut Immunity, Macrophage Infiltration and
Inflammatory Cytokines

There is growing evidence that proinflammatory cytokines play a crucial role in DSS-
induced UC [7,25–27], including TNF-α, IL-1β, and IL-6, which is consistent with the
results enriched by our transcriptome sequencing. qPCR was used to evaluate the relative
mRNA expression levels of infiltration and inflammatory cytokines. The results were
consistent with the transcriptome sequencing in mice with DSS-induced colitis. In DSS-
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induced model group, the relative mRNA expression levels of pro-inflammatory factors,
such as TNF-α, IL-6 and IL-1β, were significantly increased, however, the expression levels
of pro-inflammatory cytokines were significantly decreased after MG intervention. In
addition, MG intervention significantly upregulated the relative mRNA expression levels
of anti-inflammatory genes, such as IL-4 and IL-10, suggesting that MG may alleviate UC
by inhibiting the expression of pro-inflammatory genes and increasing the expression of
anti-inflammatory genes (Figure 4E).
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Thus far, the results demonstrated that MG was resistant to the colitis-associated
inflammatory response. The regulatory proteins were measured using Western blotting
to characterize the mechanism of MG in mice with DSS-induced colitis. NF-κB is a key
regulator of innate immunity and tissue integrity, and nuclear translocation of NF-κB
is substantially active in colitis model mice and UC patients [28–30]. We also observed
significant activation of the NF-κB signaling pathway in DSS-induced colitis mice. Figure 5
depicts the results, compared with the normal group, DSS significantly upregulated the
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expression levels of IL-6, IL-1β, TNF-α, p-IκBα, p-IKKα/β, p-NF-κB, MyD88, and TLR4 in
the colon tissues of model mice (p < 0.05). However, the colon tissue of MG (200 mg/kg)
treatment, similar to SASP, significantly reduced the expression levels of p-IκBα, p-IKKα/β,
p-NF-κB, MyD88, and TLR4 compared with the model group (p < 0.05). Thus, it is obvious
that MG inhibits the production of proinflammatory cytokines by inhibiting the TLR4/NF-
κB pathway.
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Macrophages are primary regulators of inflammatory responses and play a central
role in inflammation-associated disorders, including UC [31,32]. To determine whether MG
has regulating effects on macrophages in the same mechanism as treatment groups with
DSS-induced colitis in vivo, we extracted cellular proteins and characterized critical targets
for validation in vitro. Western blot analyses confirmed that MG treatment in vitro reduced
the expression of the proinflammatory cytokines TNF-α, IL-1β, and IL-6 (Figure 6A). Fur-
thermore, the levels of the target proteins were measured to study the expression of critical
proteins in TLR4/NF-κB signaling pathway in MG-treated macrophages. As shown in
Figure 6B, the relative protein expression levels of p-IκBα, p-IKKα/β, p-NF-κB, MyD88,
and TLR4 in LPS-induced model group were significantly higher than those in control
group, while pretreatment with high concentrations of MG significantly reduced the phos-
phorylation levels of NF-κB, IκBα, and IKKα/β as well as the expression levels of MyD88
and TLR4. Next, we used TAK242, a TLR4 inhibitor, for reverse validation (Figure S1C), the
experiments were conducted in five groups in vitro, namely the control group, LPS-induced
model group, MG-treated group (20 µg/mL), inhibitor-treated group, drug and inhibitor
co-intervention group, the expression of TLR4, p-IκBα and p-NF-κB in MG-treated group
and inhibitor-treated group have no significant difference, but they are lower than those
in model group, indicating that MG has the same effect of anti-inflammatory pathway
expression with TLR4-inhibitor, and the expression of inflammatory signal pathway in
co-intervention group is similar with that in MG-treated group, indicating that TAK242
could competitively inhibit TLR4 target with MG, which reflects that MG exerts its effect
through TLR4, thereby inhibiting the expression of downstream inflammatory signaling
pathway and inflammatory factors. The above data suggested that MG might inhibit
activation of the TLR4/NF-κB pathway in vitro, which corresponds with that in vivo.
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2.5. MG Rectified Gut Microbiota Imbalance in Ulcerative Colitis

Since the imbalance of gut microflora is thought to be a crucial factor in DSS-induced
colitis [33–35], and the immunomodulatory effect of MG has been established, we following
asked whether MG could influence gut microbiota in DSS-induced colitis. To address this
query, we analyzed the feces obtained from three groups of mice (normal, DSS, and high-
dose MG treatment groups) by 16S rRNA sequencing. The gut microbial diversity was
shown to be decreased in DSS-induced colitis group, which was partially restored upon
MG therapy (Figure 7). The α-diversity indexes evaluating gut microbial community
richness and community diversity, including Chao index and Shannon index, decreased
significantly in DSS-induced mice, whereas treatment with MG effectively restored the
richness and community diversity of gut microbiota (Figure 7A). The principal coordinate
analysis (PCoA) based on Bray–Curtis distance is used to visually analyze the difference in
composition of gut microflora. Compared with the normal group, the distribution of PCoA
along PC2 in DSS model group has obvious changes, and the difference in composition of
gut microflora is obvious, while MG could reduce the difference, revealing that MG could
increase the diversity and richness of intestinal microbiota and improve the difference of
microbiota structure in mice with UC (Figure 7B).

The relative abundances of bacteria were severely disturbed in DSS-induced mice,
among which the relative abundances of the phyla Bacteroidetes decreased, while those
of the phyla Verrucomicrobiota, Proteobacteria, and Actinobacteria increased (Figure 7C).
However, the abundances of these main phyla did not present significant differences among
the groups. The abundances of the phyla Patescibacteria, Campilobacterota, and Cyanobac-
teria had distinct differences between the normal group and model group according to our
statistical analysis for the average of sum in the top 20 species. After MG treatment, the
quantity of Cyanobacteria dramatically decreased (Figure 7D). It is worth noting that the
phyla Cyanobacteria reacted to both DSS inducement and MG treatment, indicating that
Cyanobacteria might be associated with MG treatment of UC.
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At the genus level, DSS-induced mice displayed a depletion of Muribaculum and unclas-
sified_f_Lachnospiraceae, which was significantly recovered by MG treatment (Figure 7E,F).
It is similar to recent reports that the genera Turicibacter, Erysipelotrichales, and Staphylo-
coccaceae significantly increased in DSS-induced mice [5,36]. In contrast, these pathogenic
bacteria remained unchanged in MG treatment group, compared with the model group,
MG can significantly reduce the abundance of Turicibacter and Faecalibaculu. These results in-
dicated that MG could dramatically change the composition of the gut microbiota, improve
the ability to produce beneficial metabolites, re-establish the gut microbiota to a normal
microbial community and alleviate dysbiosis of intestinal flora in DSS-induced colitis.

2.6. MG May Restore Gut Immunity by Altering Gut Microbiota in Ulcerative Colitis

To investigate how MG modulated intestinal immunity and gut microbiota in colitis,
we performed a correlation analysis to study the relationship between the gut microbiota
and immune-inflammatory factors using Spearman’s rank correlation method. In DSS-
induced colitis, it was discovered that there was an increase in harmful bacteria, such
as Turicibacter and Staphylococcus, and they were positively correlated with the expres-
sion of proinflammatory cytokines and key genes of the immune-inflammatory pathways
(Figure 8). In contrast, there were decreases in beneficial bacteria, such as Muribaculum,
Lactobacillus, unclassified_f_Lachnospiraceae, and Candidatus_Saccharimonas, which were nega-
tively correlated with the expression of proinflammatory cytokines and key genes of the
immunomodulatory pathways. These results suggested that MG could regulate immune
homeostasis of intestinal tracts through gut microbiota to prevent colitis in mice.
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< 0.001 vs. the normal group.

3. Discussion

Ulcerative colitis, a chronic and complicated inflammatory disease, is characterized
by abdominal pain, diarrhea, rectal bleeding and hematochezia, which greatly affects the
life quality of patients. UC has evolved into a global disease, posing major challenges to
health care systems around the world [4,37,38]. Currently, clinical medications used for
the treatment of UC include aminosalicylates and corticosteroids; however, some of them
are expensive and have serious side effects. Therefore, there is an urgent need to develop
drugs with high efficacy and low toxicity to benefit patients.

Sanguisorba officinalis L. (SOL) is often used to clear heat, cool blood and heal wounds [39].
Since traditional Chinese medicines are complex and difficult to predict, we chose to
screen the activity of the monomers extracted from SOL, among which methyl gallate
(MG) showed the potential of anti-UC. MG is widely distributed in medicinal and edi-
ble plants and is considered to have therapeutic effects, such as antioxidant, antitumor,
anti-inflammatory, and antibacterial. In this study, we comprehensively investigated the
therapeutic effects of MG on UC and its potential mechanisms (Figure 9). We used mice
with acute UC caused by 2.5% DSS in drinking water as experimental models, then they
were observed the symptoms of loss of appetite, loose stools, and loss of weight on the
third day after modeling. Oral administration of MG alleviated UC by decreasing DAI
scores, restoring shortened colons, and reducing tissue damage. Macrophages significantly
contribute to the pathogenesis of UC [31,32]. We developed an inflammatory cell model by
stimulating RAW264.7 macrophage cells with LPS and explored the appropriate modeling
parameters and treatment administration conditions. The results show that MG inhib-
ited LPS-induced NO production in supernatants of the macrophage culture, in addition,
macrophage M1-like activation was associated with a large amount of NO-related produc-
tion of reactive metabolites [40,41]. To assess the effect of MG on RAW264.7 cell polarization,
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we carried out flow cytometry and qPCR experiments. As predicted, the results show that
high doses of MG (20 µg/mL) significantly reduced the percentage of M1 macrophages
while increasing that of M2 macrophages. Treatment with MG downregulated the mRNA
expression of M1 macrophage markers while it upregulated the levels of M2 macrophage
markers, which was consistent with the results detected by flow cytometry.
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To better characterize the mechanism of MG against UC, the expression and functional
enrichment of differentially expressed genes were analyzed based on transcriptome se-
quencing. The results showed that compared with DSS-induced model group, 522 genes
changed significantly in the colon tissue of MG mice, among which 100 genes were up-
regulated and 422 genes were down-regulated. Through GO functional enrichment analysis,
the obtained differentially expressed genes are mainly enriched in the biological processes
of granulocyte migration, acute inflammatory reaction, IL-4 production and neutrophil
migration. At the same time, KEGG enrichment analysis showed that differentially ex-
pressed genes were clustered in NF-κB signaling pathway, the intestinal immune network
that can produce immunoglobulin A (IgA), the Fc segment receptor of immunoglobulin G
(FCγR) mediated phagocytosis, complement and coagulation cascade and T cell receptor
signaling pathways.

Then, 16S rRNA gene sequencing of intestinal contents revealed that the improvement
of MG on UC may be due to differences in the composition of the gut microbiota changed
by MG to some extent. At the level of phylum, there are only significant differences between
the normal group and the model group in the abundance of Patescibacteria, Campilobac-
terota and Cyanobacteria, and the abundance of Cyanobacteria can be significantly reduced
after MG treatment. At the same time, there are studies shown that the abundance of
Cyanobacteria in diarrhea and immune diseases is significantly increased. Therefore, we
think that Cyanobacteria may be related to the treatment of UC by MG. At the genus level,
we found that Lactobacillus, norank_f__Muribaculaceae and unclassified_f__Lachnospiraceae
were the main gut microorganisms in the feces of healthy mice, while the MG group en-
riched unclassified_f__Lachnospiracea and Muribaculum, indicating that MG improved the
ability of producing beneficial metabolites and improved the imbalance of intestinal flora.

In addition, through the correlation analysis between the gut microbiota and inflam-
matory factors, we found that the increase in pathogenic bacteria in the model group was
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positively correlated with the expression of proinflammatory cytokines in UC. Compared
with the model group, the abundance of Cyanobacteria, a bacterium that is positively
correlated with the expression of key genes in the proinflammatory pathway, decreased
significantly in the MG-treatment group, indicating that MG may regulate the dysfunc-
tional microbiota structure and alleviate the intestinal inflammatory environment of UC
mice by promoting the increase in beneficial microorganisms and the decrease in some
opportunistic pathogens.

TLR4, MyD88, and their downstream signaling molecules (IκBα and NF-κB) are
regarded as playing a critical role in the development of DSS-induced UC [42–44]. We
demonstrated that MG inhibited inflammatory responses mediated by the TLR4/NF-κB
signaling pathway, which was verified both in vitro and in vivo. The expression of the
inflammatory markers IL-1β, TNF-α, and IL-6 increased in the colon tissue of UC mice,
which was consistent with a recent report [45,46], whereas MG effectively decreased the
expression of these inflammatory factors. As for validation at the cellular level, MG
suppressed the production of proinflammatory cytokines and their downstream mediators,
including TNF-α, iNOS, IL-1β, and IL-6. Since polarization of macrophage cells directly
influences the pathogenesis of UC, it is believed that rectification of cytokine disorder may
be the predominant mechanism of MG treatment, and it may be mediated by TLR4/NF-κB
signaling pathway.

On the one hand, through combining transcriptome sequencing and microbial diver-
sity, we comprehensively exploited and integrated high-throughput sequencing data to
elucidate the intricate and multi-pathway pathophysiological processes in the gut, thereby
revealing the regulatory mechanism of UC in a more complete manner [47–49]. On the other
hand, through the established and exact mechanisms of action, we may investigate and pre-
dict novel targets, then find therapeutic options to improve the efficacy of clinical treatment
in UC. Moreover, there was a strong correlation between the gut microbiota and inflam-
matory cytokines or other genes involved in immune-inflammatory pathways [50–52]. It
appears that MG may regulate intestinal immune homeostasis through the gut microbiota
in healthy as well as in disordered mice, however, the exact mechanisms deserve further
investigation.

However, our research has a few drawbacks. In this study, the effect of MG on
macrophage polarization was investigated in vitro, which did not fully replicate the phys-
iological process in vivo. Although the expression of mRNA has been used to confirm
the variations in proinflammatory and anti-inflammatory factors related to macrophage
polarization, the types of macrophage polarization in colonic tissues have not been defined
in mice. In addition, although we adopted a high-throughput sequencing approach to
elucidate the physiological processes of diseases or drug treatment in organisms from
multiple levels and perspectives, in this process, the expressions of many differential genes
were screened, this study has not yet gone deeper and needs to be pursued further.

To summarize, oral administration of MG attenuated intestinal inflammation by
inhibiting the TLR4/NF-κB signaling pathway and regulating macrophage polarization.
Our findings might provide a potential therapeutic strategy with low-cost, low-toxicity
therapy and definite efficacy for the growing number of UC patients.

4. Materials and Methods
4.1. Reagents and Antibodies

MG (purity > 98%) was purchased from Aladdin (Shanghai, China). DSS (molecular
weight of 36 to 50 kDa) was purchased from MP Biomedicals (Santa Ana, CA, USA).
Sulfasalazine was obtained from Meryer (Shanghai, China). Antibodies against myeloid
differentiation factor 88 (MyD88; Lot: 67969-1-Ig), interleukin-1β (IL-1β; Lot: 66737-1-lg),
interleukin-6 (IL-6; Lot: 66146-1-lg), tumor necrosis factor-alpha (TNF-α; Lot: 17590-1-AP),
Toll-like receptor 4 (TLR4; Lot: 19811-1-AP), nuclear factor kappa B (NF-κB; Lot: 10745-
1-AP) and GAPDH (Lot: 60004-1-IG) were purchased from Proteintech (Wuhan, China).
Antibodies against β-actin (Lot: 4970), phospho-NF-κB (Lot: 3033), phospho-IκBα (Lot:
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2859), p-IKKα/β (Lot: 2697), iNOS (Lot: 2982), IκBα (Lot: 4814), anti-rabbit IgG (Lot: 4414),
and anti-mouse IgG (Lot: 4410) were purchased from CST (Boston, MA, USA).

4.2. Animals

Specific-pathogen-free (SPF) male C57BL/6J mice (6–8 weeks, 18–20 g) were obtained
from Specific Pathogen-Free Biotechnology Co., Ltd. (Certificate No. 2019-0010, China).
Animals were kept under SPF conditions with suitable temperature (25 ± 2 ◦C) and
humidity (60–65%) for 12 h light/dark cycles. All operations on mice were performed in
accordance with the approved guidelines of the Animal Experimentation Ethics Committee
at Southwest Medical University (License NO. 20210302-011).

4.3. Induction of DSS Colitis in Mice and Drug Treatment

Acute colitis was induced in mice via administration of 2.5% (w/v) DSS in drinking
water [53,54]. Mice received either regular drinking water (normal group) or 2.5% DSS
drinking water (model group and treatment groups) for 8 days followed by regular drinking
water for 6 days. Mice were randomly divided into 6 groups with 10 mice per group: the
untreated normal control, model group, low-dose MG group (50 mg/kg), medium-dose
MG group (100 mg/kg), high-dose MG group (200 mg/kg) and SASP-positive group
(500 mg/kg) that were orally administered once daily for 6 days (Figure 1A).

4.4. Disease Activity Index (DAI)

To assess DAI scores, the changes of the weight and feces in mice were observed
and recorded every day. The severity of colitis was evaluated by monitoring clinical
manifestations daily, including body weight, stool consistency, and rectal bleeding. The
DAI scores were calculated based on the well-established system shown in Table S1, as
previously confirmed [55]. The indicators of weight loss were taken for the difference
between the initial and tested weights, then, the judgment standard of diarrhea was
defined as the absence of fecal pellet formation and the presence of continuous fluid fecal
material in the colon. The disease index of stool occult blood was assessed by a Fecal Occult
Blood Diagnostic Kit. Last, DAI values were calculated as the sum scores of the weight loss
value, diarrhea value, and rectal bleeding value.

4.5. Histological Analysis

At the end of the experiment in vivo, mice were sacrificed after deep anesthesia.
Colons were exteriorized rapidly, and their lengths were measured, meanwhile, colons
were preserved at −80 ◦C after being rinsed with ice-cold PBS. Parts of the colons fixed
with 4% paraformaldehyde solution were embedded by paraffin and cut into 5 µm thick
sections, then the samples were stained with hematoxylin and eosin (H&E) and observed
the samples under microscope for histological evaluation.

4.6. Cell Culture and Treatment

The murine macrophage cell line RAW264.7 was purchased from American Type Cul-
ture Collection (ATCC, Rockville, MD, USA) and cultured with DMEM medium contained
10% FBS (FBS, CAT: SP10020500, Sperikon Life Science & Biotechnology Co., Ltd., Chengdu,
China). The cells were treated with 1 µg/mL LPS in the absence or presence of MG, and all
of them were incubated in a 5% CO2-humidified atmosphere at 37 ◦C.

4.7. Cell Viability

Cell viability was determined by using Thiazolyl blue tetrazolium bromide (MTT)
assay. Cells were seeded into 96-well plates and treated with LPS. After LPS treatment for
12 h, cells were treated with or without different samples. Then, the cells were incubated
with 0.5% MTT for 4 h. The medium was removed, and 100 µL of dimethyl sulfoxide
solution was added. The absorbance of the reaction product in solution was measured at
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570 nm using a Cytation3 microplate spectrophotometer (BioTek, Burlington, VT, USA).
The percentage of living cells was calculated by the ratio of OD values.

4.8. Nitric Oxide (NO) Production and Quantification

The level of NO production in RAW264.7 cells was detected by a Griess reagent
kit (Beyotime, Shanghai, China). cells were centrifuged at 1500 rpm for 5 min, and the
supernatant fluid was transferred to new tubes, in which the supernatant was mixed with
griess reagent. the absorbance of the reaction product in solution was measured at 540 nm
using a Cytation3 microplate spectrophotometer (BioTek, Burlington, VT, USA)

4.9. Flow Cytometry Analysis

Flow cytometry was used to analyze the phenotypical changes in M1-mediated mark-
ers in RAW 264.7 macrophages. Cells were centrifuged at 1500 rpm for 5 min and washed
once with ice-cold PBS, then incubated them with Alexa Fluor® 647 anti-mouse CD206 (Bec-
ton Dickinson and Company, Franklin, NJ, USA), FITC-conjugated anti-mouse CD16/32
(Becton Dickinson and Company, Franklin, NJ, USA), and PE-conjugated anti-mouse F4/80
(BioLegend, San Diego, CA, USA) at room temperature in the dark for 30 min. Flow cytom-
etry was performed using a BD FACSCanto II flow cytometer (BD Biosciences, San Jose,
CA, USA). Quantitative analysis of phenotypic changes in macrophages was performed by
FlowJo VX10 software (BD, Biosciences, San Jose, CA, USA).

4.10. RNA Preparation and qPCR Assay

TRIzol reagent (Invitrogen, Carlsbad, CA, USA) was used to extract total RNA from
colon tissues and RAW264.7 cells on the basis of the instructions of the manufacturer. Single-
stranded cDNA was reverse transcribed from RNA by a reverse transcription kit (Vazyme
Biotech, Nanjing, China). The mRNA expression levels of proinflammatory cytokines
(IL-1β, IL-6, TNFα) and anti-inflammatory cytokines (IL-4, IL-10, Arg-1) were evaluated.
The primers used in this study are listed in Table S2. The relative mRNA expression levels
were normalized to the expression of β-actin. The qPCR system was as follows: 1 µg
of cDNA, 10 µL of SYBR Premix Ex TaqII™ (2×), 0.2 mol/L of each primer and added
ultra-pure water to 20 µL. The qPCR conditions were as follows: 95 ◦C for 3 min, followed
by 40 cycles of denaturing at 95 ◦C for 30 s and 60 ◦C for 15 s. The qPCR data were analyzed
by the 2−∆∆Ct method.

4.11. Transcriptome Analysis

Total RNA from colon tissue in mice was extracted. One-centimeter-long samples
were used for sequencing. We collected colon samples for sequencing from three randomly
selected animals from the normal group, model group and MG groups, with a total of nine
samples. Total RNA was extracted from the tissue using TRIzol reagent, and genomic DNA
was removed using DNase I (Takara, Beijing, China). For transcription sequencing, the
DNA samples were sent to Majorbio Bio-pharm Technology Co., Ltd. (Shanghai, China),
under −20 ◦C preservation and dry ice conditions. Then, RNA quality was determined by
2100 Bioanalyser (Agilent, Palo Alto, CA, USA) and quantified using the Nanodrop2000.
The RNA-seq transcriptome library was prepared following the TruSeqTM RNA Sample
Preparation Kit from Illumina using 1 µg of total RNA. According to Illumina’s library con-
struction protocol, after being quantified by TBS380, the paired-end RNA-seq sequencing
library was sequenced with the Illumina HiSeq xten/NovaSeq 6000 sequencer (2 × 150 bp
read length). In addition, functional enrichment analyses, including Gene Ontology (GO)
and Kyoto Encyclopedia of Genes and Genomes (KEGG), were performed to identify which
DEGs were significantly enriched in GO terms and metabolic pathways at Bonferroni-
corrected p values ≤ 0.05 compared with the whole-transcriptome background.
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4.12. 16S rRNA Microbiota Analysis

According to the present study, the E.Z.N.A.® Soil DNA Kit (Omega Bio-Tek, Nor-
cross, GA, USA) was used to extract the total genomic DNA from the colon. DNA
concentrations were quantified by a Nanodrop spectrophotometer (Thermo Scientific
Inc., Waltham, MA, USA), and the purity was tested on 1% agarose gel. Qualified sam-
ples were subsequently amplified the hypervariable region V3–V4 of the bacterial 16S
rRNA gene with the primer pairs 338F (5′-ACTCCTACGGGAGGCAGCA-3′) and 806R
(5′-GGACTACHVGGGTWTCTAAT-3′) by an ABI GeneAmp® 9700 PCR thermocycler [56].
Following that, the samples were sequenced on an Illumina MiSeq PE300 platform. Op-
erational taxonomic units (OTUs) clustering was identified at 97% sequence identity. The
similarity among the microbial communities in different samples was determined by prin-
cipal coordinate analysis (PCoA) based on Bray-Curtis. The PERMANOVA test was used
to assess the percentage of variation explained by the treatment along with its statistical
significance using Vegan v2.5-3 package. The linear discriminant analysis (LDA) effect size
(LEfSe) was performed to identify the significantly abundant taxa (phylum to genera) of
bacteria among the different groups [57].

4.13. Western Blot Analysis

Colon tissues were homogenized in sodium dodecyl sulfate sample buffer containing
proteinase and phosphatase inhibitors. RAW264.7 macrophages treated with MG were
lysed with 1× RIPA (Cell Signaling Technology, Beverly, MA, USA) lysis buffer. Super-
natants were collected, and protein concentrations were then measured using the BCA
Protein Assay Kit (EpiZyme, Shanghai, China). The total protein samples were separated
by sodium dodecyl sulfate-polyacrylamide gel electrophoresis and transferred to a PVDF
membrane. The membranes were blocked in PBS-Tween 0.1% containing 10% nonfat dried
milk and incubated with primary antibodies (p-NF-κB, p-IκBα, p-IKKα/β, IL-1β, IL-6,
MyD88, TLR4, iNOS, TNF-α, and β-actin, all at 1:1000 dilutions, GAPDH at 1:20,000 dilu-
tions) overnight at 4 ◦C. Then, the membranes were rinsed three times with PBS-Tween-20,
and the secondary antibodies were added to seal for 1 h at room temperature. Signals were
detected with an ECL system (Vazyme Biotech, Nanjing, China) and exposed to classic
autoradiography film. After the visualization of bands for the first time, the phosphorylated
proteins on the membranes were stripped by Stripping Buffer (Cwbio, Beijing, China), and
the related membranes were incubated with total antibodies (NF-κB, p-IκBα) overnight at
4 ◦C, and the previous operation was repeated. The relative image intensities of the target
proteins and phosphorylated proteins to β-actin and GAPDH positively manifested their
expression.

4.14. Statistical Analysis

All experiments were repeated at least 3 times independently. All the data were
expressed as the mean ± SEM, and one-way analysis of variance (ANOVA) was performed
using SPSS v25.0 (SPSS Inc., Armonk, NY, USA) to compare the treatment means when the
data were normally distributed. p < 0.05 was considered statistically significant. Images
were processed using GraphPad Prism 8 (GraphPad Software Inc., La Jolla, CA, United
States) and Adobe Photoshop CS6 (Adobe, San Jose, CA, USA).

5. Conclusions

Methyl gallate, the active component of Sanguisorba officinalis L., has a therapeutic
effect on ulcerative colitis, and its mechanism may be related to regulating polarization of
macrophages, inhibiting activation of the TLR4/NF-κB signaling pathway and apoptosis
of colon cells. The advantages of this study lie in clarifying the anti-inflammatory effect of
Sanguisorba officinalis L. on the pharmacodynamic basis and mechanism and providing a
new treatment option for UC with low cost and few side effects.



Int. J. Mol. Sci. 2022, 23, 14024 17 of 19

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/ijms232214024/s1, Figure S1: Histopathological observation of
liver and kidney tissues in vivo (A, B) and research for inhibiting TLR4 in vitro (C); Figure S2: On the
eighth day of DSS-induced modeling, hematochezia appeared in the mice; Figure S3: Colonic tissue
of mice in each group; Table S1: Disease activity index score; Table S2: Primer sequences used for
qPCR amplification.

Author Contributions: P.Z., J.L., Y.L., J.D., F.Y., S.Y. and Y.W. and X.T. performed the experiments
in vivo and in vitro. P.Z. and J.L. performed statistical analysis and wrote the manuscript. F.H., L.W.,
C.Z., X.H. and Q.H. provided useful suggestions on the methodology and writing. W.Z. and J.W.
designed the study, revised the manuscript, and approved the final proof as corresponding authors.
All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by grants from the National Natural Science Foundation of
China [Grant Nos. 82074129, 81804221 and 82204666], the Science and Technology Planning Project
of Sichuan Province, China [Grant Nos. 23NSFSC2155, 2022JDJQ0061, 2019YJ0484, 2019YFSY0014,
2019JDPT0010, and 2019YJ0473], Science and Technology Program of Luzhou, China [Grant Nos.
2019LZXNYD-J11, 2019LZXNYDJ05, 2020LZXNYDZ03 and 2020LZXNYDP01].

Institutional Review Board Statement: The animal study protocol was approved by Southwest
Medical University (License NO. 20210302-011).

Data Availability Statement: All figures and data used to support this study are included within
this article.

Conflicts of Interest: The authors declare that the research was conducted in the absence of any
commercial or financial relationships that could be construed as a potential conflict of interest.

References
1. Ordás, I.; Eckmann, L.; Talamini, M.; Baumgart, D.C.; Sandborn, W.J. Ulcerative colitis. Lancet 2012, 380, 1606–1619. [CrossRef]
2. Eisenstein, M. Ulcerative colitis: Towards remission. Nature 2018, 563, S33. [CrossRef] [PubMed]
3. Ou, A.T.; Zhang, J.X.; Fang, Y.F.; Wang, R.; Tang, X.P.; Zhao, P.F.; Zhao, Y.G.; Zhang, M.; Huang, Y.Z. Disulfiram-loaded lactoferrin

nanoparticles for treating inflammatory diseases. Acta Pharmacol. Sin. 2021, 42, 1913–1920. [CrossRef] [PubMed]
4. Ng, S.C.; Shi, H.Y.; Hamidi, N.; Underwood, F.E.; Tang, W.; Benchimol, E.I.; Panaccione, R.; Ghosh, S.; Wu, J.C.Y.; Chan, F.K.L.; et al.

Worldwide incidence and prevalence of inflammatory bowel disease in the 21st century: A systematic review of population-based
studies. Lancet 2018, 390, 2769–2778. [CrossRef]

5. Kaplan, G.G. The global burden of IBD: From 2015 to 2025. Nat. Rev. Gastroenterol. Hepatol. 2015, 12, 720–727. [CrossRef]
[PubMed]

6. Lok, K.H.; Hung, H.G.; Ng, C.H.; Kwong, K.C.; Yip, W.M.; Lau, S.F.; Li, K.K.; Li, K.F.; Szeto, M.L. Epidemiology and clinical
characteristics of ulcerative colitis in Chinese population: Experience from a single center in Hong Kong. J. Gastroenterol. Hepatol.
2008, 23, 406–410. [CrossRef]

7. Meli, V.S.; Veerasubramanian, P.K.; Atcha, H.; Reitz, Z.; Downing, T.L.; Liu, W.F. Biophysical regulation of macrophages in health
and disease. J. Leukoc. Biol. 2019, 106, 283–299. [CrossRef]

8. Azad, S.; Sood, N.; Sood, A. Biological and histological parameters as predictors of relapse in ulcerative colitis: A prospective
study. Saudi J. Gastroenterol. 2011, 17, 194–198. [CrossRef]

9. Ungaro, R.; Mehandru, S.; Allen, P.B.; Peyrin-Biroulet, L.; Colombel, J.F. Ulcerative colitis. Lancet 2017, 389, 1756–1770. [CrossRef]
10. Aximujiang, K.; Kaheman, K.; Wushouer, X.; Wu, G.; Ahemaiti, A.; Yunusi, K. Lactobacillus acidophilus and HKL Suspension

Alleviates Ulcerative Colitis in Rats by Regulating Gut Microbiota, Suppressing TLR9, and Promoting Metabolism. Front.
Pharmacol. 2022, 13, 859628. [CrossRef]

11. Yin, Y.; Liu, K.; Li, G. Protective Effect of Prim-O-Glucosylcimifugin on Ulcerative Colitis and Its Mechanism. Front. Pharmacol.
2022, 13, 882924. [CrossRef]

12. Hirten, R.P.; Sands, B.E. New therapeutics for ulcerative colitis. Annu. Rev. Med. 2021, 72, 199–213. [CrossRef] [PubMed]
13. Su, L.; Su, Y.; An, Z.; Zhang, P.; Yue, Q.; Zhao, C.; Sun, X.; Zhang, S.; Liu, X.; Li, K.; et al. Fermentation products of Danshen

relieved dextran sulfate sodium-induced experimental ulcerative colitis in mice. Sci. Rep. 2021, 11, 16210. [CrossRef] [PubMed]
14. Jie, F.; Xiao, S.; Qiao, Y.; You, Y.; Feng, Y.; Long, Y.; Li, S.; Wu, Y.; Li, Y.; Du, Q. Kuijieling decoction suppresses NLRP3-Mediated

pyroptosis to alleviate inflammation and experimental colitis in vivo and in vitro. J. Ethnopharmacol. 2021, 264, 113243. [CrossRef]
15. Jiang, N.; Li, H.; Sun, Y.; Zeng, J.; Yang, F.; Kantawong, F.; Wu, J. Sanguisorba OfficinalisNetwork Pharmacology and Pharmaco-

logical Evaluation Reveals the Mechanism of the in Suppressing Hepatocellular Carcinoma. Front. Pharmacol. 2021, 12, 618522.
[CrossRef] [PubMed]

16. Li, W.; Gao, K.; Jiyan, L. Clinical Study on Treatment of Ulcerative Colitis (Left Half Colon) with Bingji Diyu Decoction for Enema.
J. Liaoning Univ. Tradit. Chin. Med. 2019, 21, 25–28.

https://www.mdpi.com/article/10.3390/ijms232214024/s1
https://www.mdpi.com/article/10.3390/ijms232214024/s1
http://doi.org/10.1016/S0140-6736(12)60150-0
http://doi.org/10.1038/d41586-018-07276-2
http://www.ncbi.nlm.nih.gov/pubmed/30405234
http://doi.org/10.1038/s41401-021-00770-w
http://www.ncbi.nlm.nih.gov/pubmed/34561552
http://doi.org/10.1016/S0140-6736(17)32448-0
http://doi.org/10.1038/nrgastro.2015.150
http://www.ncbi.nlm.nih.gov/pubmed/26323879
http://doi.org/10.1111/j.1440-1746.2007.05079.x
http://doi.org/10.1002/JLB.MR0318-126R
http://doi.org/10.4103/1319-3767.80383
http://doi.org/10.1016/S0140-6736(16)32126-2
http://doi.org/10.3389/fphar.2022.859628
http://doi.org/10.3389/fphar.2022.882924
http://doi.org/10.1146/annurev-med-052919-120048
http://www.ncbi.nlm.nih.gov/pubmed/33502898
http://doi.org/10.1038/s41598-021-94594-7
http://www.ncbi.nlm.nih.gov/pubmed/34376708
http://doi.org/10.1016/j.jep.2020.113243
http://doi.org/10.3389/fphar.2021.618522
http://www.ncbi.nlm.nih.gov/pubmed/33746755


Int. J. Mol. Sci. 2022, 23, 14024 18 of 19

17. Wang, Z.J.; Li, H.X.; Liang, J.; Hou, C.Y. Influence of Xuejie(Risina Draconis)combining Diyu(Radix Sanguisorbae)on mucosal
healing of ulcerative colitis. J. Beijing Univ. Tradit. Chin. Med. 2013, 36, 426–428.

18. Prihantini, A.I.; Tachibana, S.; Itoh, K. Evaluation of antioxidant and α-glucosidase inhibitory activities of some subtropical plants.
Pak. J. Biol. Sci. 2014, 17, 1106–1114. [CrossRef]

19. Qiu, Y.; Xiao, Z.; Wang, Y.; Zhang, D.; Zhang, W.; Wang, G.; Chen, W.; Liang, G.; Li, X.; Zhang, Y.; et al. Optimization and
anti-inflammatory evaluation of methyl gallate derivatives as a myeloid differentiation protein 2 inhibitor. Bioorg. Med. Chem.
2019, 27, 115049. [CrossRef]

20. Huang, C.Y.; Chang, Y.J.; Wei, P.L.; Hung, C.S.; Wang, W. Methyl gallate, gallic acid-derived compound, inhibit cell proliferation
through increasing ROS production and apoptosis in hepatocellular carcinoma cells. PLoS ONE 2021, 16, e0248521. [CrossRef]

21. Correa, L.B.; Seito, L.N.; Manchope, M.F.; Verri, W.A.; Cunha, T.M.; Henriques, M.G.; Rosas, E.C. Methyl gallate attenuates
inflammation induced by Toll-like receptor ligands by inhibiting MAPK and NF-κb signaling pathways. Inflamm. Res. 2020, 69,
1257–1270. [CrossRef] [PubMed]

22. Campbell, M.; Cho, C.-Y.; Ho, A.; Huang, J.-Y.; Martin, B.; Gilbert, E.S. 4-Ethoxybenzoic acid inhibits Staphylococcus aureus biofilm
formation and potentiates biofilm sensitivity to vancomycin. Int. J. Antimicrob. Agents. 2020, 56, 106086. [CrossRef] [PubMed]

23. Zheng, D.; Xu, Y.; Yuan, G.; Wu, X.; Li, Q. Bacterial ClpP protease is a potential target for methyl gallate. Front. Microbiol. 2020,
11, 598692. [CrossRef] [PubMed]

24. Liang, C.J.; Li, J.H.; Zhang, Z.; Zhang, J.Y.; Liu, S.Q.; Yang, J. Suppression of MIF-induced neuronal apoptosis may underlie the
therapeutic effects of effective components of Fufang Danshen in the treatment of Alzheimer’s disease. Acta Pharmacol. Sin. 2018,
39, 1421–1438. [CrossRef]

25. Argollo, M.; Fiorino, G.; Hindryckx, P.; Peyrin-Biroulet, L.; Danese, S. Novel therapeutic targets for inflammatory bowel disease. J.
Autoimmun. 2017, 85, 103–116. [CrossRef]

26. Liu, W.; Wang, C.; Tang, L.; Yang, H. Associations between gene polymorphisms in pro-inflammatory cytokines and the risk of
inflammatory bowel disease: A meta-analysis. Immunol. Investig. 2021, 50, 869–883. [CrossRef]

27. Ge, C.Y.; Wei, L.Y.; Tian, Y.; Wang, H.H. A seven-NF-kapaB-related gene signature may distinguish patients with ulcerative
colitis-associated colorectal carcinoma. Pharmgenomics Pers. Med. 2020, 13, 707–718. [CrossRef]

28. Papoutsopoulou, S.; Burkitt, M.D.; Bergey, F.; England, H.; Hough, R.; Schmidt, L.; Spiller, D.G.; White, M.H.R.; Paszek, P.;
Jackson, D.A.; et al. Macrophage-Specific NF-κB activation dynamics can segregate inflammatory bowel disease patients. Front.
Immunol. 2019, 10, 2168. [CrossRef]

29. Feng, J.; Zhu, Y.; Chen, L.; Wang, M. Clinical significance of microRNA-146a in patients with ulcerative colitis. Ann. Clin. Lab. Sci.
2020, 50, 463–467.

30. Tatiya-Aphiradee, N.; Chatuphonprasert, W.; Jarukamjorn, K. Immune response and inflammatory pathway of ulcerative colitis.
J. Basic Clin. Physiol. Pharmacol. 2018, 30, 1–10. [CrossRef]

31. Yan, Y.X.; Shao, M.J.; Qi, Q.; Xu, Y.S.; Yang, X.Q.; Zhu, F.H.; He, S.J.; He, P.L.; Feng, C.L.; Wu, Y.W.; et al. Artemisinin analogue
SM934 ameliorates DSS-induced mouse ulcerative colitis via suppressing neutrophils and macrophages. Acta Pharmacol. Sin.
2018, 39, 1633–1644. [CrossRef] [PubMed]

32. Yuan, X.; Chen, B.; Duan, Z.; Xia, Z.; Ding, Y.; Chen, T.; Liu, H.; Wang, B.; Yang, B.; Wang, X.; et al. Depression and anxiety in
patients with active ulcerative colitis: Crosstalk of gut microbiota, metabolomics and proteomics. Gut Microbes 2021, 13, 1987779.
[CrossRef] [PubMed]

33. Franzosa, E.A.; Sirota-Madi, A.; Avila-Pacheco, J.; Fornelos, N.; Haiser, H.J.; Reinker, S.; Vatanen, T.; Hall, A.B.; Mallick, H.;
McIver, L.J.; et al. Gut microbiome structure and metabolic activity in inflammatory bowel disease. Nat. Microbiol. 2019, 4,
293–305. [CrossRef]

34. Larabi, A.; Barnich, N.; Nguyen, H.T.T. New insights into the interplay between autophagy, gut microbiota and inflammatory
responses in IBD. Autophagy 2020, 16, 38–51. [CrossRef] [PubMed]

35. Wang, H.G.; Zhang, M.N.; Wen, X.; He, L.; Zhang, M.H.; Zhang, J.L.; Yang, X.Z. Cepharanthine ameliorates dextran sulphate
sodium-induced colitis through modulating gut microbiota. Microb. Biotechnol. 2022, 15, 2208–2222. [CrossRef]

36. Shang, L.; Liu, H.; Yu, H.; Chen, M.; Yang, T.; Zeng, X.; Qiao, S. Core Altered microorganisms in colitis mouse model: A
comprehensive time-point and fecal microbiota transplantation analysis. Antibiotics 2021, 10, 643. [CrossRef]

37. Kaplan, G.G.; Ng, S.C. Globalisation of inflammatory bowel disease: Perspectives from the evolution of inflammatory bowel
disease in the UK and China. Lancet Gastroenterol. Hepatol. 2016, 1, 307–316. [CrossRef]

38. Li, H.; Jiang, X.; Shen, X.; Sun, Y.; Jiang, N.; Zeng, J.; Lin, J.; Yue, L.; Lai, J.; Li, Y.; et al. TMEA, a Polyphenol in Sanguisorba officinal,
Promotes Thrombocytopoiesis by Upregulating PI3K/Akt Signaling. Front. Cell Dev. Biol. 2021, 9, 708331. [CrossRef]

39. Dharmasiri, S.; Garrido-Martin, E.M.; Harris, R.J.; Bateman, A.C.; Collins, J.E.; Cummings, J.R.F.; Sanchez-Elsner, T. Human
intestinal macrophages are involved in the pathology of both ulcerative colitis and crohn disease. Inflamm. Bowel Dis. 2021, 27,
1641–1652. [CrossRef]

40. Yunna, C.; Mengru, H.; Lei, W.; Weidong, C. Macrophage M1/M2 polarization. Eur. J. Pharmacol. 2020, 877, 173090. [CrossRef]
41. Lau, J.T.; Whelan, F.J.; Herath, I.; Lee, C.H.; Collins, S.M.; Bercik, P.; Surette, M.G. Capturing the diversity of the human gut

microbiota through culture-enriched molecular profiling. Genome Med. 2016, 8, 72. [CrossRef] [PubMed]

http://doi.org/10.3923/pjbs.2014.1106.1114
http://doi.org/10.1016/j.bmc.2019.115049
http://doi.org/10.1371/journal.pone.0248521
http://doi.org/10.1007/s00011-020-01407-0
http://www.ncbi.nlm.nih.gov/pubmed/33037469
http://doi.org/10.1016/j.ijantimicag.2020.106086
http://www.ncbi.nlm.nih.gov/pubmed/32663508
http://doi.org/10.3389/fmicb.2020.598692
http://www.ncbi.nlm.nih.gov/pubmed/33613462
http://doi.org/10.1038/aps.2017.210
http://doi.org/10.1016/j.jaut.2017.07.004
http://doi.org/10.1080/08820139.2020.1787438
http://doi.org/10.2147/PGPM.S274258
http://doi.org/10.3389/fimmu.2019.02168
http://doi.org/10.1515/jbcpp-2018-0036
http://doi.org/10.1038/aps.2017.185
http://www.ncbi.nlm.nih.gov/pubmed/29849131
http://doi.org/10.1080/19490976.2021.1987779
http://www.ncbi.nlm.nih.gov/pubmed/34806521
http://doi.org/10.1038/s41564-018-0306-4
http://doi.org/10.1080/15548627.2019.1635384
http://www.ncbi.nlm.nih.gov/pubmed/31286804
http://doi.org/10.1111/1751-7915.14059
http://doi.org/10.3390/antibiotics10060643
http://doi.org/10.1016/S2468-1253(16)30077-2
http://doi.org/10.3389/fcell.2021.708331
http://doi.org/10.1093/ibd/izab029
http://doi.org/10.1016/j.ejphar.2020.173090
http://doi.org/10.1186/s13073-016-0327-7
http://www.ncbi.nlm.nih.gov/pubmed/27363992


Int. J. Mol. Sci. 2022, 23, 14024 19 of 19

42. Liu, Y.; Wu, J.; Chen, L.; Wu, X.; Gan, Y.; Xu, N.; Li, M.; Luo, H.; Guan, F.; Su, Z.; et al. β-patchoulene simultaneously ameliorated
dextran sulfate sodium-induced colitis and secondary liver injury in mice via suppressing colonic leakage and flora imbalance.
Biochem. Pharmacol. 2020, 182, 114260. [CrossRef] [PubMed]

43. Yang, Q.Y.; Ma, L.L.; Zhang, C.; Lin, J.Z.; Han, L.; He, Y.N.; Xie, C.G. Exploring the mechanism of indigo naturalis in the treatment
of ulcerative colitis based on tlr4/myd88/nf-κb signaling pathway and gut microbiota. Front. Pharmacol. 2021, 12, 674416.
[CrossRef] [PubMed]

44. Li, P.; Wu, M.; Xiong, W.; Li, J.; An, Y.; Ren, J.; Xie, Y.; Xue, H.; Yan, D.; Li, M.; et al. Saikosaponin-d ameliorates dextran sulfate
sodium-induced colitis by suppressing NF-κB activation and modulating the gut microbiota in mice. Int. Immunopharmacol. 2020,
81, 106288. [CrossRef]

45. Peng, L.; Gao, X.; Nie, L.; Xie, J.; Dai, T.; Shi, C.; Tao, L.; Wang, Y.; Tian, Y.; Sheng, J. Astragalin attenuates dextran sulfate sodium
(dss)-induced acute experimental colitis by alleviating gut microbiota dysbiosis and inhibiting nf-κb activation in mice. Front.
Immunol. 2020, 11, 2058. [CrossRef]

46. Fenton, C.G.; Taman, H.; Florholmen, J.; Sørbye, S.W.; Paulssen, R.H. Transcriptional signatures that define ulcerative colitis in
remission. Inflamm. Bowel Dis. 2021, 27, 94–105. [CrossRef]

47. Wang, R.; Tang, R.; Li, B.; Ma, X.; Schnabl, B.; Tilg, H. Gut microbiome, liver immunology, and liver diseases. Cell Mol. Immunol.
2021, 18, 4–17. [CrossRef]

48. Pei, L.Y.; Ke, Y.S.; Zhao, H.H.; Wang, L.; Jia, C.; Liu, W.Z.; Fu, Q.H.; Shi, M.N.; Cui, J.; Li, S.C. Role of colonic microbiota in the
pathogenesis of ulcerative colitis. BMC Gastroenterol. 2019, 19, 10. [CrossRef]

49. Ryan, F.J.; Ahern, A.M.; Fitzgerald, R.S.; Laserna-Mendieta, E.J.; Power, E.M.; Clooney, A.G.; O’Donoghue, K.W.; McMurdie,
P.J.; Iwai, S.; Crits-Christoph, A.; et al. Colonic microbiota is associated with inflammation and host epigenomic alterations in
inflammatory bowel disease. Nat. Commun. 2020, 11, 1512. [CrossRef]

50. Tang, X.; Wang, W.; Hong, G.; Duan, C.; Zhu, S.; Tian, Y.; Han, C.; Qian, W.; Lin, R.; Hou, X. Gut microbiota-mediated
lysophosphatidylcholine generation promotes colitis in intestinal epithelium-specific Fut2 deficiency. J. Biomed. Sci. 2021, 28, 20.
[CrossRef]

51. Wu, M.; Li, P.; An, Y.; Ren, J.; Yan, D.; Cui, J.; Li, D.; Li, M.; Wang, M.; Zhong, G. Phloretin ameliorates dextran sulfate
sodium-induced ulcerative colitis in mice by regulating the gut microbiota. Pharmacol. Res. 2019, 150, 104489. [CrossRef]
[PubMed]

52. Nikolaus, S.; Schulte, B.; Al-Massad, N.; Thieme, F.; Schulte, D.M.; Bethge, J.; Rehman, A.; Tran, F.; Aden, K.; Häsler, R.; et al.
Increased tryptophan metabolism is associated with activity of inflammatory bowel diseases. Gastroenterology 2017, 153, 1504–1516.
[CrossRef] [PubMed]

53. Wirtz, S.; Popp, V.; Kindermann, M.; Gerlach, K.; Weigmann, B.; Fichtner-Feigl, S.; Neurath, M.F. Chemically induced mouse
models of acute and chronic intestinal inflammation. Nat. Protoc. 2017, 12, 1295–1309. [CrossRef] [PubMed]

54. Cooper, H.S.; Murthy, S.N.; Shah, R.S.; Sedergran, D.J. Clinicopathologic study of dextran sulfate sodium experimental murine
colitis. Lab Investig. 1993, 69, 238–249. [PubMed]

55. Liu, C.; Zhao, D.; Ma, W.; Guo, Y.; Wang, A.; Wang, Q.; Lee, D.J. Denitrifying sulfide removal process on high-salinity wastewaters
in the presence of Halomonas sp. Appl. Microbiol. Biotechnol. 2016, 100, 1421–1426. [CrossRef]

56. Segata, N.; Izard, J.; Waldron, L.; Gevers, D.; Miropolsky, L.; Garrett, W.S.; Huttenhower, C. Metagenomic biomarker discovery
and explanation. Genome Biol. 2011, 12, R60. [CrossRef]

57. Kuri-García, A.; Godínez-Santillán, R.I.; Mejía, C.; Ferriz-Martínez, R.A.; García-Solís, P.; Enríquez-Vázquez, A.; García-Gasca, T.;
Guzmán-Maldonado, S.H.; Chávez-Servín, J.L. Preventive effect of an infusion of the aqueous extract of chaya leaves (Cnidoscolus
aconitifolius) in an aberrant crypt foci rat model induced by azoxymethane and dextran sulfate sodium. J. Med. Food 2019, 22,
851–860. [CrossRef]

http://doi.org/10.1016/j.bcp.2020.114260
http://www.ncbi.nlm.nih.gov/pubmed/33017576
http://doi.org/10.3389/fphar.2021.674416
http://www.ncbi.nlm.nih.gov/pubmed/34366843
http://doi.org/10.1016/j.intimp.2020.106288
http://doi.org/10.3389/fimmu.2020.02058
http://doi.org/10.1093/ibd/izaa075
http://doi.org/10.1038/s41423-020-00592-6
http://doi.org/10.1186/s12876-019-0930-3
http://doi.org/10.1038/s41467-020-15342-5
http://doi.org/10.1186/s12929-021-00711-z
http://doi.org/10.1016/j.phrs.2019.104489
http://www.ncbi.nlm.nih.gov/pubmed/31689519
http://doi.org/10.1053/j.gastro.2017.08.028
http://www.ncbi.nlm.nih.gov/pubmed/28827067
http://doi.org/10.1038/nprot.2017.044
http://www.ncbi.nlm.nih.gov/pubmed/28569761
http://www.ncbi.nlm.nih.gov/pubmed/8350599
http://doi.org/10.1007/s00253-015-7039-6
http://doi.org/10.1186/gb-2011-12-6-r60
http://doi.org/10.1089/jmf.2019.0031

	Introduction 
	Results 
	MG Alleviated Inflammatory Response in the Lipopolysaccharide (LPS)-Induced UC Model In Vitro 
	MG Alleviated the Inflammatory Response of Dextran Sulphate Sodium (DSS)-Induced UC Model Mice 
	Bioinformatics Analysis Indicated the Underlying Biological Function of MG in DSS-Induced Ulcerative Colitis 
	The Mechanisms of MG Inhibiting Gut Immunity, Macrophage Infiltration and Inflammatory Cytokines 
	MG Rectified Gut Microbiota Imbalance in Ulcerative Colitis 
	MG May Restore Gut Immunity by Altering Gut Microbiota in Ulcerative Colitis 

	Discussion 
	Materials and Methods 
	Reagents and Antibodies 
	Animals 
	Induction of DSS Colitis in Mice and Drug Treatment 
	Disease Activity Index (DAI) 
	Histological Analysis 
	Cell Culture and Treatment 
	Cell Viability 
	Nitric Oxide (NO) Production and Quantification 
	Flow Cytometry Analysis 
	RNA Preparation and qPCR Assay 
	Transcriptome Analysis 
	16S rRNA Microbiota Analysis 
	Western Blot Analysis 
	Statistical Analysis 

	Conclusions 
	References

