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Ulcerative colitis (UC) has multifactorial pathogenesis that acts synergistically, such as immune system dysregulation and
expansion of infectious gut microbiota. 1erefore, a multicomponent treatment derived from Chinese herbal medicine that
interacts with multiple targets synergistically is needed. Composite sophora colon-soluble capsule (CSCC) is a Chinese herbal
formula that has shown therapeutic efficacy against UC in randomized clinical trials. However, its bioactive components and
potential target genes against UC remain unclear. Here, we used a network pharmacology approach to detect component-target-
pathway interactions of CSCC against UC. A total of 29 gene targets, 91 bioactive components, and 20 enriched pathways of CSCC
were identified. 1e IL-17 signaling pathway activated by infectious gastrointestinal microbes and predicted by the network
analysis to be a major pathway modulated by CSCC against UC was studied in a dextran sulfate sodium-induced colitis model.
CSCC showed remarkable efficacy against UC with respect to the attenuation of colon length, body weight loss, and disease
activity index through gut microbiota recovery and intestinal immune homeostasis. 1e rectal administration of CSCC reduced
the numbers of 117 cells isolated from both mesenteric lymph nodes and lamina propria mononuclear cells and the levels of IL-
17A, IL-6, IL-1β, and TNF-α. Additionally, the percentage of Treg cells and the levels of their hallmark cytokines were upregulated.
Rectal administration of CSCC led to microbiota regulation with a significant correlation between suppression of Verruco-
microbiaceae and Ruminococcaceae, as well as the elevation of Lactobacillaceae, and CSCC administration via microbiome
correlation heatmaps and cooccurrence network analysis at multiple time points. 1us, our study presents an effective herbal
formula, CSCC, for UC treatment and explores its components and mechanisms of efficacy through the examination of gut
microbiota and hallmark cytokines in the IL-17 pathway.

1. Introduction

Ulcerative colitis (UC) is a major inflammatory disorder of
the gastrointestinal tract that is characterized by chronic
intestinal inflammation that manifests as abdominal pain,
rectal bleeding, and diarrhea [1, 2]. 1e pathogenesis of UC

is linked to both complex genes and multiple pathways
such as the expansion of gastrointestinal infectious
microbiota, damage to the epithelial barrier, and aggra-
vation of associated proinflammatory genetic factors [3, 4].
Drugs used for decades for UC treatment such as 5-ami-
nosalicylic acid (5-ASA), corticosteroids, and antitumor
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necrosis factor-alpha (TNF-α) monoclonal antibody, as
well as fecal microbiota transplantation, have only partly
improved the clinical outcomes for UC patients. However,
such therapies are not particularly effective for the treat-
ment of intractable UC with episodic acute flare-ups, in
which multiple proinflammatory cytokines, gut flora, and
the regulation of mucosal integrity are disturbed [5–7].
1erefore, a treatment that interacts with multiple targets
synergistically is needed for UC.

Chinese herbal medicine contains multiple components
and has several target genes, which has aroused much in-
terest in its clinical efficacy for UC treatment [8, 9].
Composite sophora colon-soluble capsule (CSCC) is a
Chinese herbal formula drug developed using the OS/Local
Colon Medication (OLCM) technique for UC treatment in
China. 1ere are five herbs in CSCC: Radix Sophorae Fla-
vescentis (SFR, Ku-Shen in Chinese), Indigo Naturalis (IN,
Qing-Dai in Chinese), Bletilla striata (BS, Bai-ji in Chinese),
Radix Sanguisorbae (RS, Di-yu in Chinese), and Licorice
Root (LR, Gan-cao in Chinese). In our previous clinical
study comparing CSCC with mesalazine enteric-coated
tablets, CSCC exerted a similar comprehensive effect in the
treatment of UC, leading to improvement in patients with
inflammation in the left hemicolon [10, 11]. 1e bioactive
components and potential target genes that are involved in
the effects of CSCC against UC remain unclear.

1e complex components of herbal formula interactions
for the discovery of treatment mechanisms can be best
characterized by the construction of component-target (C-
T) networks. Topology analysis can help to understand the
key biological functions of target genes and pathways related
to a particular herbal formula from the interconnected,
complex, biological networks for the relevant disease
[12, 13]. Additionally, the interactions between the micro-
biome and diseases due to the complex mutual association
within the microbial community could be identified using
network approaches [14, 15]. In this study, we aimed to
evaluate the therapeutic efficacy of CSCC in UC and perform
network pharmacology and microbiome analyses for the
investigation of the interassociation target genes and
pathways. We also sought experimental validation of the
importance of the interleukin-17 (IL-17) signaling pathway
in UC, as predicted by our network results.

2. Methods

2.1. Network Pharmacology-Based Analysis

2.1.1. CSCC Component Identification. All constituents in
the 5 herbal components of CSCC, namely, SFR, IN, BS, RS,
and LR, were retrieved from the traditional Chinese med-
icine (TCM) systems pharmacology (TCMSP) database
(http://tcmspw.com/) [16]. Bioactive candidates that could
cross the intestinal epithelium barrier in absorption, dis-
tribution, metabolism, and excretion (ADME) processes
were selected on the basis of three important properties
including drug-likeness (DL) index≥ 0.18, oral bioavail-
ability (OB)≥ 30%, and intestinal epithelial permeability (in
Caco-2 cells)≥ 0.4 [13, 17].

2.1.2. Potential Target Identification of CSCC and UC.
1e corresponding targets of the bioactive components in
CSCC were imported into the DrugBank database (https://
www.drugbank.ca/) [18]. Human genes associated with UC
were identified from the GeneCards database (https://www.
genecards.org/). Genes with target requirements of rele-
vance score≥ 1 were considered to be notable UC-related
expression targets [19].

2.1.3. Establishment of a Component-Target Network and
Topological Analysis. 1e C-Tnetwork of CSCC against UC
was constructed using Cytoscape v.3.7.0 software (http://
www.cytoscape.org) [20]. Features, such as degree, closeness
centrality, betweenness centrality, and lower average
shortest-path length, were employed by the “network ana-
lyzer” tool to analyze the key targets with a higher degree
than the median average for the establishment of a major
C-T network of CSCC.

2.1.4. UC-Related Target Network Establishment. 1e UC-
related CSCC targets were identified and submitted to STRING
for protein-protein interaction (PPI) network mapping
(https://string-db.org) [17]. Next, predicted direct and func-
tional target genes with high confidence scores (≥0.7) for PPIs
from the imported UC gene STRING data were collected to
establish a PPI network and visualized with Cytoscape [21].

2.1.5. Gene Ontology and Pathway Enrichment Analysis.
All the candidate components and genes were further
assessed via Gene Ontology (GO) annotation and Kyoto
Encyclopedia of Genes and Genomes (KEGG) pathway
enrichment analysis (http://bioconductor.org/biocLite.R).
1e top 20 terms of highly enriched pathways were visu-
alized and integrated for “component-target-pathway”
network construction. 1e “Network Analyzer” of Cyto-
scape was utilized to identify the core nodes that have the
maximum degrees in the network.

2.2. Experimental Validation

2.2.1. Animals. BALB/c mice were purchased from Beijing
Vital River Laboratory Animal Technology Co., Ltd. (Bei-
jing, China). Eight-week-old male mice were used in all
experiments. All mice were housed at 25°C with a 12 h dark/
light cycle in the Laboratory Animal Center of the Academy
of Military Medical Science (AMMS) of China. All mouse
experiments were performed in accordance with the
guidelines of the Laboratory Animal Center of AMMS and
the Ethics Committee of Chinese PLA General Hospital. No
mice were excluded, and randomization and blinding were
not adopted for experimental allocation.

2.2.2. Induction of UC Model and Rectal Administration.
1eUCmurine model was induced by the administration of
3% (w/v) dextran sulfate sodium (DSS; molecular weight:
36,000–50,000Da; MP Biomedicals, USA) in distilled
drinking water for 7 d, followed by distilled water for 7 d.
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Mice were allocated to normal, DSS, Mesalazine, and CSCC
groups. Only the normal group did not receive DSS. 1e
DSS, CSCC, and Mesalazine groups were treated with saline,
CSCC (3.84 g/(kg·d), Coway, China, No. C1020171001), and
Mesalazine (0.5 g/(kg·d), Luling Pharmaceutical, China, No.
071006), respectively, via rectal administration daily for 7 d
(Figure 1(a)).

Body weight, stool consistency, and stool occult blood
were monitored daily, and the data were calculated for
disease activity index (DAI) with a grade scale of 0–3: loss of
weight (0� none, 1� 1–5%, 2� 6–10%, 3> 10%), stool
consistency (0� normal, 1� paste stools, 2� loose stools,
3�watery diarrhea), and stool occult blood (0� normal,
1� occult blood, 2� bleeding, 3� gross bleeding) [22, 23].
1e colon length was recorded when all mice were sacrificed
on the 15th day for the collection of the colon andmesenteric
lymph nodes (MLNs).

2.2.3. Colon Real-Time Polymerase Chain Reaction (PCR)
Analysis. Total RNA from the colon was prepared using
TRIzol (Invitrogen) followed by reverse transcription to cDNA
(Essence Biotech, China). Quantitative PCR (qPCR) was
performed on a LightCycler® (Roche) with SYBR Green
Supermix (ESscinece Biotech, China) in a 20μL reaction
volume. 1e following primers were used: for IL-17A, 5′-
TGATGCTGTTGCTGCTGCTGAG-3′ and 5′-CACATTC
TGGAGGAAGTCCTTGGC-3′; for IL-10, 5′-CACTGC-
TATGCTGCCTGCTC-3′ and 5′-ACTGGGAAGTGGGTG-
CAGTT-3′; for IL-6, 5′-CTTCTTGGGACTGATGCTGG
TGAC-3′ and 5′-AGGTCTGTTGGGAGTGGTATCCTC-3′;
for TNF-α, 5′-GCCTCTTCTCATTCCTGCTTGTGG-3′ and
5′- GTGGTTTGTGAGTGTGAGGGTCTG-3′; for FoxP3, 5′-
TTTCACCTATGCCACCCTTATC-3′ and 5′-CATGCGAG-
TAAACCAATGGTAG-3′; for IL-1β, 5′-GCTTCAGG-
CAGGCAGTATCACTC-3′ and 5′-TCTGCTGTCTGCTCTC
AGTCCTC-3′; for TGF-β, 5′-CCAGATCCTGTCCAAACTA
AGG-3′ and 5′-CTCTTTAGCATAGTAGTCCGCT-3′. 1e
cycling program was set as follows: initial cycle of 95°C for
5min, followed by 40 cycles of 95°C for 10 s and 60°C for 30 s.
Relative mRNA levels were calculated by using the ∆∆Ct
method using the equation 2−∆∆Ct.

2.2.4. Enzyme-Linked Immunosorbent Assay (ELISA) for
Cytokines. Colon segments were homogenized in phos-
phate-buffered saline (PBS) to remove excess blood, and the
colon homogenates were centrifuged at 10,000×g for 5min.
1e protein levels of IL-17A, IL-6, IL-1β, TNF-α, trans-
forming growth factor-beta (TGF-β), and IL-10 were esti-
mated usingmurine-specific ELISA assay kits (Abcam, USA)
according to the manufacturer’s instructions.

2.2.5. Cell Isolation and Flow Cytometry. On the 15th day,
MLNs of mice were harvested by mechanical dissociation,
and lamina propria mononuclear cells (LPMCs) were iso-
lated from the colon, as described earlier [24]. Colons were
cut and cleaned, and the epithelial layers were removed by
incubation of the tissues in RPMI-1640 (Solarbio, China)

containing 5mM ethylenediaminetetraacetic acid (Solarbio,
China) and 10mM 4-(2-hydroxyethyl)-1-piperazine etha-
nesulfonic acid (Solarbio, China), supplemented with 10%
fetal bovine serum (HyClone, USA) for 30min at 37°C.
LPMCs were isolated by first digesting pieces of colon
segments in 1mg/mL collagenase type IV, 0.05% DNase I,
and 0.3% Dispase II (all from Sigma-Aldrich, USA) for
45min at 37°C and then using 40–80% Percoll (GE, USA)
gradient to purify the resulting cells. For flow cytometric
analysis, cells from MLNs and LPMCs were stained with
fluorochrome-conjugated monoclonal antibodies directed
against the following cell surface antigens: Cluster of Dif-
ferentiation 3e (CD3e) (100205), CD4 (553046), and CD25
(561048), and forkhead box P3 (FoxP3) (563101). All an-
tibodies were purchased from BioLegend (USA). For the
detection of cytokines in 117 cells, the cells were activated
for 6 h with Cell Activation Cocktail (with Brefeldin A)
(BioLegend, USA). 1e cells were then fixed and per-
meabilized using a Fixation/Permeabilization Solution Kit
(BD Bioscience, USA) and stained with antibodies directed
against FoxP3 (563101) and IL-17A (506915). Flow
cytometry data of MLNs and LPMCs were obtained using
LSRII (BD Biosciences) and analyzed with FlowJo software.

2.2.6. 16S rRNA Gene Sequencing and Microbiome Analysis.
On the 9th, 12th, and 14th days, fresh stool samples were
collected for 16S rRNA gene sequencing. Total bacterial
genomic DNA was isolated using the DNA Stool Kit
(Biomiga, Shanghai, China). A NanoDrop 2000 ultraviolet
spectrophotometer (1ermo Fisher Scientific, USA) was
used to detect the quality and quantity of extracted DNA.
1e 16S rDNA V3-V4 region was amplified by PCR and
sequenced using an Illumina MiSeq PE300 system
(MajorBio Co., Ltd., Shanghai, China) using universal
primers 338F (5′-ACTCCTACGGGAGGCAGCAG-3′) and
806R (5′-GGACTACHVGGGTWTCTAAT-3′). 1e data
were analyzed on the free online MajorBio Cloud Platform.
Microbial association network construction within admin-
istration groups helped us explore the apparent correlations
between cooccurring taxa. Data of cooccurrence analysis
from MajorBio Cloud were entered into Cytoscape software
for the generation of association networks of gut micro-
biome from multiple groups [25, 26].

3. Statistical Analysis

Data from statistical analysis were represented as mean-
s± standard deviation. Multiple comparisons between groups
were analyzed using one-way Analysis of Variance (ANOVA),
and the comparison of two groups was performed using Stu-
dent’s t-test. P< 0.05 was considered to be statistically
significant.

4. Results

4.1. Network Pharmacology-Based Analysis

4.1.1. CSCC Component Identification. 1e CSCC pre-
scription consists of five herbal medicines, namely, SFR, IN,
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BS, RS, and LR. A total of 514 monomer components present
in the five herbs of CSCC were obtained from the TCMSP
database. Properties of the monomer components, including
drug-likeness (DL) index≥ 0.18, oral bioavailability (OB)≥
30%, and intestinal epithelial permeability (in Caco-2
cells)≥ 0.4, were analyzed and screened to yield 119 bio-
active components of CSCC (Table 1, Supplementary Ta-
ble 1, and Figure 2).

4.1.2. Target Identification of CSCC on UC. CSCC C-T re-
lationship data (number� 665) were obtained for the 119
bioactive component candidates by using the DrugBank
database, yielding 96 monomer components and 47 target
genes; the details are shown in Supplementary Table 2. 1e
GeneCards database was used to identify a total of 1949
human target genes associated with UC that met the re-
quirements of relevance score ≥1 (Supplementary Table 3).
Cytoscape software was used to establish the C-T network
and identify the intersection of the 47 putative target genes
of the candidate bioactive components in CSCC and 1949
UC-related target genes, which consisted of 29 targets of

consensus genes as potential therapeutic targets of CSCC in
the treatment of UC. 1e C-T network of CSCC containing
120 nodes (29 gene targets and 91 component targets) and
457 edges indicated all of the component-target interactions;
detailed information is shown in Figure 3(a).

4.1.3. Network Topological Analysis. 1e topological analysis
was further carried out on the nodes in the C-T network of
CSCC using the calculations of Cytoscape’s NetworkAna-
lyzer tool on the main topological features (degree, be-
tweenness centrality, average shortest-path length, and
closeness centrality) [27, 28]. A major C-Tnetwork of CSCC
was established with node degrees higher than an average
node degree value of 5.022; the detailed information is
shown in Figure 3(b). Eight major UC-related target genes
with a higher degree (5.022), closeness centrality, be-
tweenness centrality, and lower average shortest-path length
(Supplementary Table 4) were identified along with 46 main
bioactive components (Supplementary Table 5). For-
mononetin from SFR, Licochalcone A from LR, andMatrine
from SFR had the highest degree, betweenness centrality,
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Figure 1: Protocol and effects of CSCC on DSS-induced colitis. (a)1e protocol of colitis induction and CSCC treatment. (b) Colon length.
(c) Body weight. (d) Disease activity index (DAI) score. Data are expressed as means± standard deviation (n� 6). ∗P< 0.05, ∗∗P< 0.01 vs.
DSS group.
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and average shortest-path length of 18, 0.192, and 3.692,
respectively, which indicates that these three components
occupied crucial positions in this network.

4.1.4. Clustering Analysis. 1e 29 UC-related target genes
regulated by CSCC were imported into the STRING data-
base for the examination of PPIs. Calculating the interaction
confidence scores of all related consensus target genes, the
STRING database predicted 21 target genes and 6 predicted
functional genes with high confidence (interaction score-
≥ 0.7). Another PPI network with 27 nodes (21 target genes
and 6 predicted functional genes) and 81 edges was gen-
erated after importing the data into Cytoscape (Figure 3(c)).
From these genes, ten major targets of CSCC against UC
were identified with a higher degree >6 (average target gene
degree), namely, CCND1, CASP3, MYC, IL6, ESR1, EGFR,
CASP8, RELA, RB1, and BCL2. 1e detailed results are
shown in Supplementary Table 6.

4.1.5. Pathway Enrichment Analysis. 1e 29 candidate target
genes of CSCC against UC were further used to perform GO
annotation and KEGG pathway enrichment. Sixty signifi-
cantly enriched GO terms (adjusted P values (P adjust)
<0.05) were detected on the basis of which CSCC modulates
UC. 1e top five enriched GO terms are nuclear receptor
activity, transcription factor activity, steroid hormone re-
ceptor activity, cysteine-type endopeptidase activity

involved in the apoptotic process, and RNA polymerase II
transcription factor binding. 1e top 20 terms are shown in
Figure 4(a) and Supplementary Table 7. Ninety-seven KEGG
pathways met the requirements of P adjust <0.05, and 20
enriched pathways, including endocrine resistance, apo-
ptosis-multiple species, p53 signaling pathway, human
T-cell leukemia virus 1 infection, and interleukin-17 (IL-17)
signaling pathway, were identified as major pathways
(Figure 4(b) and Supplementary Table 8). Network analysis
was further conducted with the integrated results of the
aforementioned top 20 KEGG pathways, bioactive com-
ponents, and the predicted targets (Figure 4(c)).1rough the
calculations of the Cytoscape’s NetworkAnalyzer on the
features of degree, network analysis suggested that Kaposi
sarcoma-associated herpesvirus infection, Formononetin
from SFR, and ESR1may be the core pathways, components,
and target genes, respectively, involved in the activity of
CSCC against UC (Supplementary Table 9).

4.2. Experimental Validation

4.2.1. CSCC Inhibited the Development of DSS-Induced
Colitis Murine Model. To validate the remission effect of
CSCC against UC as predicted by network pharmacology
analysis, a DSS-induced UC murine model was established
[29]. Mice exhibited apparent changes, such as body weight
and DAI score, on day 7 of DSS administration. 1e details
of the development of the DSS-induced colitis murine model
are shown in Figure 1(a). As expected, the administration of
CSCC protected mice from colitis induced by DSS. 1e DAI
scores gradually decreased from the 8th day to the 10th day in
the CSCC and Mesalazine groups compared to the DSS
group (P< 0.05). Furthermore, there were significant dif-
ferences in the daily body weight loss in the CSCC, Mesa-
lazine, and DSS groups after the administration of the enema
treatment (P< 0.05). Compared to the normal group on the
14th day, colon lengths of sacrificed mice showed a reduction
of approximately 38.4%, 7.4%, and 17.6% in the DSS, CSCC,
and Mesalazine groups, respectively (Figures 1(b)–1(d)).

4.2.2. CSCC Inhibited Colitis Development via IL-17 Sig-
naling Pathway. As an important UC-related inflammation
pathway, the IL-17 signaling pathway was a major pathway
predicted by the network pharmacology analysis of CSCC
against UC [30–32]. Although IL-17 signaling confers
protection against extracellular pathogens in the host, the IL-
17 family of cytokines plays a crucial role in the inflam-
matory pathology of autoimmune diseases, with a close
correlation with the subset of T helper 17 (117) cells and

Table 1: Number of components in CSCC with OB≥ 30%, DL index≥ 0.18, and Caco-2 index≥ 0.4.

Herbs Total OB≥ 30% OB≥ 30% and DL≥ 0.18 OB≥ 30%, DL≥ 0.18, and Caco-2≥ 0.4
SFR 113 56 45 30
IN 29 17 9 7
BS 36 12 9 6
RS 41 15 13 4
LT 295 143 92 72
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Figure 2: Candidate bioactive components in CSCC. 1e 119
candidate bioactive components (SFR� 30; IN� 7; BS� 6; RS� 4;
LR� 72) of CSCC were determined with DL index ≥0.18,
OB≥ 30%, and Caco-2≥ 0.4.
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their hallmark cytokine, IL-17A [33–35]. Further experi-
mental validation revealed that CSCC attenuated DSS-in-
duced colitis by the suppression of the mRNA levels of IL-
17A and of the cytokines it induces, such as IL-6, IL-1β, and

TNF-α. In agreement with mRNA data, ELISA results
showed that the protein levels of the aforementioned cy-
tokines decreased significantly in the CSCC group (P< 0.05
vs. DSS). 117 cells, the main cells secreting IL-17A, were
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Figure 3: Network of CSCC against UC. (a)1e component-target (C-T) network of CSCC against UC containing 120 nodes and 457 edges.
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obviously downregulated in CSCC and Mesalazine groups
(P< 0.01 vs. DSS). 1ese results suggest that CSCC sup-
pressed 117 cell-driven autoimmune inflammation via
regulation of the signaling by IL-17A, IL-6, IL-1β, and TNFα
(Figures 5(a)–5(d)).

4.2.3. CSCC Impacts the IL-17 Pathway by Regulating Gut
Microbiota. Several lines of evidence support a critical role
for infectious gastrointestinal microbes in the dysregulated
immune system, leading to the differentiation of naive Tcells

into effector 117 cells and the production of IL-17, TNF-α,
and IL-6 [25, 36]. To determine the causality between gut
microbiota and the CSCC-mediated inhibition of the de-
velopment of colitis, continuous fecal samples collected from
mice on the 9th, 12th, and 14th days were submitted for
bacterial microbiota profiling. 1e heatmaps shown in
Figure 6(a) illustrate the relationships among the different
groups; four positive microbial species showed a significant
correlation with CSCC on the 14th day, with a tendency for
microbiota regulation due to the daily rectal administration.
Akkermansia and Ruminococcaceae UCG-014 showed a
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Figure 5: Effects of CSCC on levels of IL-17 pathway cytokines. CSCC attenuated DSS-induced colitis by suppressing of the IL-17 pathway.
(a)1e reduced protein levels of IL-17A and the cytokines it induces, namely, IL-6, IL-1β, and TNF-α. (b) Suppression of mRNA levels of the
hallmark cytokines of the IL-17 pathway. (c-d) Representative color plots showing the flow cytometric analysis of 117 cells isolated from
MLNs and LPMCs, with quantification of the117 populations in the total CD4+ T-cell population. Data are expressed as means± standard
deviation (n� 6). ∗P< 0.05, ∗∗P< 0.01 vs. DSS group.
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negative correlation with CSCC, whereas Lactobacillus
reuteri and Lactobacillus johnsonii showed a positive cor-
relation. Specific microbiota features that are associated with
the administration and that could be replicated at the genus
level in any of the groups were further analyzed
(Figure 6(b)). Comparison of relative abundance in DSS and
CSCC groups revealed differences in concordance at the
family level (Verrucomicrobiaceae and Lactobacillaceae).
1e histograms in Figure 7(c) show the top 15 phyla in four
groups and reveal the gut microbiota community structures
and relative abundance. As shown in Figure 7(d), the relative
abundance of Lactobacillaceae, Verrucomicrobiaceae, and
Ruminococcaceae (family levels) and of L. reuteri, L.
johnsonii, and Akkermansia (species levels) was significantly
different in the CSCC group compared to that of the DSS
group. 1e most abundant family was Lactobacillaceae in
mice that received CSCC enema treatment. 1e bacterial
features based on sample relative abundance also revealed a
depression tendency of Ruminococcaceae. And the relative
population of Verrucomicrobiaceae was the lowest on the
14th day but peaked on the 12th day (Figure 7(e)). We then
used all gut microbiota (at the family level) from different
groups to execute cooccurrence network analysis among the
different microbial communities (Figures 7(a)-7(b)). We
found that CSCC administration possessed the highest
“topological coefficient” score, suggesting a tendency for
CSCC to have more shared bacterial species functions in the
network, especially for Lactobacillaceae (Figure 7(b) and
Supplementary Table 10).

4.2.4. Inhibition of the IL-17 Signaling Pathway by CSCCWas
Mediated by Treg Cells. Evidence-based research has
revealed a crucial role for the immune balance maintained

by CD4+ T-cell differentiation into 117 and Treg cells
through the secretion of cytokines; for example, secretion of
IL-10 and TGF-β promotes the differentiation of CD4+
T cells into Treg cells and attenuates the progress of colitis
promoted by the IL-17 signaling pathway [37, 38]. Flow
cytometry analyses were performed to detect the quantities
of Treg cells in MLNs and LPMCs. Figures 8(c)-8(d) show
that the numbers of Treg cells were markedly higher after the
administration of CSCC and Mesalazine, as compared to the
DSS group. In agreement with these flow cytometry results,
the levels of the hallmark cytokines of Treg cells, IL-10 and
TGF-β, were also significantly higher after rectal adminis-
tration, at both the mRNA and protein levels (P< 0.01 vs.
DSS group, Figures 8(a)-8(b)). 1ese data show that the
inhibition of the IL-17 signaling pathway by CSCC may be
mediated by the induction of Treg cells.

5. Discussion

UC is a chronic gastrointestinal inflammation involving the
rectal and colonic mucosa, with multifactorial pathogenesis
that acts synergistically, such as immune system dysregu-
lation and expansion of infectious gut microbiota [2, 39, 40].
1e rectal administration of CSCC in the treatment of active
UC has been successfully applied in TCM clinical practice
for decades. By adopting the OLCM technique, CSCC has
been shown to provide therapeutic efficacy in the treatment
of active UC that is comparable to that of Mesalazine enteric-
coated tablets in several randomized clinical trials [10, 11].
According to Chinese herbal medicine, CSCC consisting of
five herbal medicines performs the functions of clearing
damp-heat, cooling blood for hemostasis, detumescence for
promoting granulation, and relieving spasm and pain. Based
on the efficacy of CSCC in alleviating DSS-induced colitis in
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Figure 7: Effect of treatment on the microbiome of DSS-induced colitis. (a-b) Cooccurrence network of gut microbiome, on the 14th day, in
association with multiple groups and CSCC group. (c) Abundance and percentage of the different bacterial families in each group.1emost
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a mouse model, pharmacological activities of five herbal
medicines in CSCC were further explored in terms of the
multiple components and targets identified using a network
analysis approach. We identified 29 consensus genes and the
top 20 signaling pathways that could bemodulated by CSCC,
as predicted by network pharmacology data, which may be
the potential therapeutic targets for UC. 1e IL-17 signaling
pathway, a major enriched pathway of CSCC against UC,
performs a crucial role in UC-related inflammation; hence, it

was selected as a candidate for further investigation of its
effector T cells and important hallmark cytokines, as well as
the upstream factors, such as intestinal flora [41, 42].

Components of CSCC with DL≥ 0.18, OB≥ 30%, and
Caco-2≥ 0.4 were considered as candidate bioactive com-
ponents that could reach intracellular targets through the
intestinal epithelial cell barrier. In the current study, a C-T
network of 91 bioactive components and 29 targets was
constructed for CSCC against UC, of which Formononetin
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Figure 8: Effects of CSCC on levels of Treg cells. (a)1e elevated protein levels of cytokines expressed by Treg cells, namely, IL-10 and TGF-
β, and mRNA levels of IL-10 and FoxP3. (b–c) Representative color plots showing the flow cytometric analysis of Treg cells isolated from
MLNs and LPMCs, with quantification of the Treg populations in the total CD4+ T cells. Data are expressed as means± standard deviation
(n� 6). ∗P< 0.05, ∗∗P< 0.01 vs. DSS group.
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from SFR as well as licochalcone A from LR may play
important roles in the therapeutic effects of CSCC on UC
with high degrees of 18, 12, and 10, respectively. For-
mononetin, the most significant component in CSCC, is a
natural isoflavone found in many Chinese medicinal herbs,
such as SFR, and could offer protection against acute colitis
in DSS-induced mouse models through the inhibition of
cellular signaling cytokines produced by T cells in intestinal
inflammation [43, 44]. Licochalcone A obtained from LR
attenuate DSS-induced colitis through the inhibition of NF-
κB, a key factor in the increase in the number of 117 cells,
and of IL-17 signaling [45, 46]. Several results provide vital
evidence to support the conclusion of C-T network analysis
and suggest a potential mechanism underlying the effects of
CSCC treatment on UC.

To understand UC better, KEGG pathway analysis was
combined with the targets and components of CSCC to
perform network analysis and identified IL-17 signaling as a
major enriched pathway; IL-17 signaling is characterized as
one of the vital mechanisms in UC progression [24]. We
found that IL-17 was mainly activated and produced from
the 117 subset of CD4+ T cells, which induce intestinal
inflammatory responses and tissue damage by promoting
the secretion of cytokines such as IL-6, TNF-α, and IL-1β.
Importantly, the influence of gut microbiota was sufficient to
enhance IL-17 expression in the gut by the release of IL-6
and IL-1β. 1ese hallmark factors also exert an important
effect in promoting IL-17 transcription, which is released
from myeloid cells during the whole response to gut mi-
crobes [47–50]. However, further investigation is required to
determine the colonic immune regulatory mechanisms of
CSCC that modulate gut flora, thereby preventing IL-17
signaling. In the present study, we observed that BALB/c
mice developed acute colitis and weight reduction occurred
at day 8–12 after DSS treatment with a low concentration in
order to maintain the gut inflammatory situation without
extensive weight loss or even death [51]. And CSCC sup-
pressed the IL-17 signaling pathway and its effector 117
cells, in both MLNs and LPMCs, as well as its key cytokines,
IL-17A, IL-1β, TNF-α, and IL-6 at mRNA and protein levels
in the colonic tissue. 1ese results suggest that the IL-17
signaling pathway is of crucial relevance to the therapeutic
efficacy of CSCC.

Next, we selected three time points (9th, 12th, and 14th
days) to collect fecal samples to determine how CSCC
influenced the gut microbiota of a DSS-induced colitis
mouse model. 1e CSCC group showed a link between
regulation of the gut microbiota after the daily rectal ad-
ministration and the attenuation of immune dysregulation
and DSS colitis. Our results show the continuous differences
in colonic microbiota in DSS mice after the administration
of CSCC enema, as evidenced by increased L. reuteri and L.
johnsonii (Lactobacillaceae family) and decreased Akker-
mansia and Ruminococcaceae UCG-014. Notably, Lacto-
bacillaceae were the most abundant family in DSS mice that
received CSCC enema treatment, and they had more shared
bacterial neighbors that probably functioned synergistically,
according to the network analysis of the gut microbiome.
1is is consistent with the notion that Lactobacillaceae are a

well-known anti-inflammatory microbial family that can
restore the protective gut microbiome in DSSmice and cause
downregulation of117 cells and differentiation of Treg cells
in intestinal epithelial cells, thereby preventing cytokine-
induced inflammation and ameliorating the severity of
colitis symptoms in experimental models [52–54]. Akker-
mansia, a key species of Verrucomicrobiaceae, was found to
exacerbate colonic damage due to its enzymatic capacity to
degrade the mucus layer [40, 55]. 1e phylogenetic analysis
of microbiota associated with the administration of the
different treatments revealed that Akkermansia was a dis-
tinct taxon in the DSS group. Additionally, counts of
Akkermansia were reported to increase markedly after DSS
administration and contributed to an increase in gut per-
meability, thus triggering IL-17 signaling and the release of
IL-6 and IL-1β by myeloid cells [56]. In addition, Rumi-
nococcaceae UCG-014 may be a key taxon in Crohn’s
Disease and UC and is associated with higher levels of
proinflammatory cytokines in colitis models [25, 57, 58].

1e present study suggests that the administration of
CSCC led to gut microbiota recovery and intestinal immune
homeostasis in DSS-induced colitis. Data on immune reg-
ulation have provided intriguing clues on the restoration of
117/Treg balance, which was reciprocally regulated by Treg
cell mediators, such as TGF-β and IL-10. 1ere are com-
pelling data that indicate that the formation of Treg cells may
be promoted by certain anti-infectious gut flora, such as
Lactobacillaceae, Bifidobacteriaceae, and Rikenellaceae,
which can regulate proinflammatory pathways by reducing
cytokines, such as IL-17A and TNF-α, inducing immune
tolerance, and suppressing effectors of T cells [59–61].
Consistent with these findings, the CSCC group in the
present study has shown an increased percentage of Tregs,
which could be the reason for the reduced expression of IL-
17 signaling cytokines.

Taken together, the pharmacological mechanism by
which CSCC inhibited UC was confirmed through multiple
approaches such as network pharmacology, gastrointestinal
microbiome analysis, and experimental validation. We
identified the bioactive components and potential targets
and pathways of CSCC against UC progression. Further
investigation of gut microbiota and hallmark cytokines in
the IL-17 signaling pathway may help identify the mecha-
nism of the inhibitory effects of CSCC on UC. Our study
demonstrates the therapeutic efficacy of CSCC, a herbal
formula, in UC treatment and shows the effectiveness of a
network pharmacology approach in exploring the mecha-
nisms of herbal medicine.

Data Availability

1e data of this study are included within the article and
Supplementary Tables.

Ethical Approval

1e study protocol was approved by the Ethics Com-
mittee of the Chinese PLA General Hospital. All animal
procedures were performed in accordance with the

Evidence-Based Complementary and Alternative Medicine 13



guidelines of the Laboratory Animal Center of AMMS
and the Ethics Committee of the Chinese PLA General
Hospital.

Disclosure

Mingjun Chen and Yuxuan Ding are co-first authors of the
article.

Conflicts of Interest

1e authors declare no potential conflicts of interest with
respect to the research, authorship, and/or publication of
this article.

Authors’ Contributions

Conceptualization was done by Zhanqi Tong and Lu Gao;
experiments conduction, Mingjun Chen, Yuxuan Ding,
Shida Wang, and Zi-tian Song; formal analysis, Mingjun
Chen and Yang Feng; writing the original draft, Mingjun
Chen; reviewing and editing the manuscript, Mingjun Chen
and Zhanqi Tong. Mingjun Chen and Yuxuan Ding con-
tributed equally to this work. All authors confirmed the final
manuscript.

Acknowledgments

1is study was supported by the National Natural Science
Foundation of China (no. 81673965).

Supplementary Materials

Supplementary Table 1: the selected bioactive compo-
nents (DL index≥ 0.18, OB ≥ 30%, and Caco-2 ≥ 0.4) in
CSCC for analysis obtained from TCMSP database.
Supplementary Table 2: the summary of protein targets
from the candidate bioactive components of CSCC in the
DrugBank database. Supplementary Table 3: the detailed
information of UC-related human targets (relevance
score≥ 1) collected from GeneCards database. Supple-
mentary Table 4: the topological parameters of major
UC-related target genes with higher degree than average
(degree = 5.022). Supplementary Table 5: the topological
parameters of major bioactive components in CSCC with
node degrees higher than average (degree = 5.022).
Supplementary Table 6: the topological parameters of PPI
network obtained from STRING database. Supplemen-
tary Table 7: the detailed information of enriched CSCC-
related GO annotations (P adjust< 0.05). Supplementary
Table 8: the detailed information of enriched CSCC-
related KEGG pathways (P adjust< 0.05). Supplementary
Table 9: the topological parameters of component-target-
pathway network through Cytoscape Network analyzer’s
calculation. Supplementary Table 10: the topological
parameters of gut microbiota in the family level through
Cytoscape Network analyzer’s calculation. (Supplemen-
tary Materials)

References

[1] D. Sharma, A. Malik, C. S. Guy, R. Karki, P. Vogel, and
T.-D. Kanneganti, “Pyrin inflammasome regulates tight
junction integrity to restrict colitis and tumorigenesis,”
Gastroenterology, vol. 154, no. 4, pp. 948–964, 2018.

[2] M. Naganuma, S. Sugimoto, K. Mitsuyama et al., “Efficacy of
Indigo naturalis in a multicenter randomized controlled trial
of patients with ulcerative colitis,” Gastroenterology, vol. 154,
no. 4, pp. 935–947, 2018.

[3] M. Levy, C. A. 1aiss, D. Zeevi et al., “Microbiota-modulated
metabolites shape the intestinal microenvironment by regu-
lating Nlrp6 inflammasome signaling,” Cell, vol. 163, no. 6,
pp. 1428–1443, 2015.

[4] A. Chudnovskiy, A. Mortha, V. Kana et al., “Host-Protozoan
interactions protect from mucosal infections through acti-
vation of the inflammasome,” Cell, vol. 167, no. 2,
pp. 444–456, 2016.

[5] S.-Y. Cao, S.-J. Ye, W.-W. Wang, B. Wang, T. Zhang, and
Y.-Q. Pu, “Progress in active compounds effective on ulcer-
ative colitis from Chinese medicines,” Chinese Journal of
Natural Medicines, vol. 17, no. 2, pp. 81–102, 2019.

[6] Y.-H. Lin, H. Luck, S. Khan et al., “Aryl hydrocarbon receptor
agonist Indigo protects against obesity-related insulin resis-
tance through modulation of intestinal and metabolic tissue
immunity,” International Journal of Obesity, vol. 43, no. 12,
p. 2407, 2019.

[7] M. Naganuma, S. Mizuno, K. Nanki, S. Sugimoto, and
T. Kanai, “Recent trends and future directions for the medical
treatment of ulcerative colitis,” Clinical Journal of Gastro-
enterology, vol. 9, no. 6, pp. 329–336, 2016.

[8] Y. Zhang, X. Li, X. Xu, and N. Yang, “Mechanisms of paeonia
lactiflora in treatment of ulcerative colitis: a network phar-
macological study,” Medical Science Monitor, vol. 25,
pp. 7574–7580, 2019.

[9] Z. Shen, Q. Zhou, Y. Ni, W. He, H. Shen, and L. Zhu,
“Traditional Chinese medicine for mild-to-moderate ulcera-
tive colitis: protocol for a network meta-analysis of ran-
domized controlled trials,” Medicine, vol. 98, Article ID
e16881, 33 pages, 2019.

[10] Y. Gong, Q. Zha, L. Li et al., “Efficacy and safety of fufang-
kushen colon-coated capsule in the treatment of ulcerative
colitis compared with mesalazine: a double-blinded and
randomized study,” Journal of Ethnopharmacology, vol. 141,
no. 2, pp. 592–598, 2012.

[11] Z.-Q. Tong, B. Yang, B.-Y. Chen, and M.-L. Zhao, “A multi-
center, randomized, single-blind, controlled clinical study on
the efficacy of composite sophora colon-soluble capsules in
treating ulcerative colitis,” Chinese Journal of Integrative
Medicine, vol. 16, no. 6, pp. 486–492, 2010.

[12] W. Y. Lee, C. Y. Lee, Y. S. Kim, and C. E. Kim, “1e
methodological trends of traditional herbal medicine
employing network pharmacology,” Biomolecules, vol. 9,
no. 8, p. 362, 2019.

[13] W. Guo, J. Huang, N. Wang et al., “Integrating network
pharmacology and pharmacological evaluation for deci-
phering the action mechanism of herbal formula zuojin pill in
suppressing hepatocellular carcinoma,” Frontiers in Phar-
macology, vol. 10, p. 1185, 2019.

[14] B. K. Kuntal, P. Chandrakar, S. Sadhu, and S. S. Mande,
““Netshift”: a methodology for understanding “driver mi-
crobes” from healthy and disease microbiome datasets,” �e
ISME Journal, vol. 13, no. 2, pp. 442–454, 2019.

14 Evidence-Based Complementary and Alternative Medicine

http://downloads.hindawi.com/journals/ecam/2020/9521073.zip
http://downloads.hindawi.com/journals/ecam/2020/9521073.zip


[15] L. Rottjers and K. Faust, “From hairballs to hypotheses-bi-
ological insights from microbial networks,” FEMS Microbi-
ology Reviews, vol. 42, no. 6, pp. 761–780, 2018.

[16] J. Ru, P. Li, J. Wang et al., “TCMSP: a database of systems
pharmacology for drug discovery from herbal medicines,”
Journal of Cheminformatics, vol. 6, no. 1, p. 13, 2014.

[17] P. Wang, L. Dai, W. Zhou et al., “Intermodule coupling
analysis of huang-lian-jie-du decoction on stroke,” Frontiers
in Pharmacology, vol. 10, p. 1288, 2019.

[18] W. Feng, H. Ao, S. Yue, and C. Peng, “Systems pharmacology
reveals the unique mechanism features of shenzhu capsule for
treatment of ulcerative colitis in comparison with synthetic
drugs,” Scientific Reports, vol. 8, no. 1, Article ID 16160, 2018.

[19] N. Wang, B. Yang, J. Zhang et al., “Metabolite profiling of
traditional Chinese medicine Xiaopi formula: an integrated
strategy based on uplc-Q-orbitrap ms combined with network
pharmacology analysis,” Biomedicine & Pharmacotherapy,
vol. 121, Article ID 109569, 2020.

[20] J. Reimand, R. Isserlin, V. Voisin et al., “Pathway enrichment
analysis and visualization of omics data using G: profiler, gsea,
cytoscape and enrichmentmap,” Nature Protocols, vol. 14,
no. 2, pp. 482–517, 2019.

[21] A. Martin, M. E. Ochagavia, L. C. Rabasa, J. Miranda,
J. Fernandez-de-Cossio, and R. Bringas, “Bisogenet: a new
tool for gene network building, visualization and analysis,”
BMC Bioinformatics, vol. 11, no. 1, p. 91, 2010.

[22] T. Sha, K. Igaki, M. Yamasaki, T. Watanabe, and
N. Tsuchimori, “Establishment and validation of a new semi-
chronic dextran sulfate sodium-induced model of colitis in
mice,” International Immunopharmacology, vol. 15, no. 1,
pp. 23–29, 2013.

[23] H. S. Cooper, S. N. Murthy, R. S. Shah, and D. J. Sedergran,
“Clinicopathologic study of dextran sulfate sodium experi-
mental murine colitis,” Lab Invest, vol. 69, no. 2, pp. 238–249,
1993.

[24] M. Kathania, P. Khare, M. Zeng et al., “Itch inhibits IL-17-
mediated colon inflammation and tumorigenesis by ROR-ct
ubiquitination,” Nature Immunology, vol. 17, no. 8, pp. 997–
1004, 2016.

[25] B. Yilmaz, P. Lingua::EN::Titlecase, P. Juillerat et al., “Mi-
crobial network disturbances in relapsing refractory crohn’s
disease,” Nature Medicine, vol. 25, no. 2, pp. 323–336, 2019.

[26] J. G. Castellanos, V. Woo, M. Viladomiu et al., “Microbiota-
induced tnf-like ligand 1a drives group 3 innate lymphoid
cell-mediated barrier protection and intestinal T cell activa-
tion during colitis,” Immunity, vol. 49, no. 6, pp. 1077–1089,
2018.

[27] J. Zhao, C. Lv, Q. Wu et al., “Computational systems phar-
macology reveals an antiplatelet and neuroprotective mech-
anism of Deng-Zhan-Xi-Xin injection in the treatment of
ischemic stroke,” Pharmacological Research, vol. 147, 2019.

[28] K. Gao, R. Yang, J. Zhang et al., “Effects of qijian mixture on
type 2 diabetes assessed bymetabonomics, gut microbiota and
network pharmacology,” Pharmacological Research, vol. 130,
pp. 93–109, 2018.

[29] L. Li, A. Shen, J. Chu et al., “Pien tze huang ameliorates
dssinduced colonic inflammation in a mouse colitis model
through inhibition of the il6/stat3 pathway,” Molecular
Medicine Reports, vol. 18, no. 1, pp. 1113–1119, 2018.

[30] J. Li, A. L. Doty, Y. Tang et al., “Enrichment of IL-17A+ IFN-
c+ and IL-22+ IFN-c+ T cell subsets is associated with re-
duction of NKp44+ ILC3s in the terminal ileum of Crohn’s
disease patients,” Clinical & Experimental Immunology,
vol. 190, no. 1, pp. 143–153, 2017.

[31] Z. Zhang, L. Yang, B. Wang et al., “Protective role of lir-
iodendrin in mice with dextran sulphate sodium-induced
ulcerative colitis,” International Immunopharmacology,
vol. 52, pp. 203–210, 2017.

[32] Y.-x. Yan, M.-j. Shao, Q. Qi et al., “Artemisinin analogue
Sm934 ameliorates dss-induced mouse ulcerative colitis via
suppressing neutrophils and macrophages,” Acta Pharma-
cologica Sinica, vol. 39, no. 10, pp. 1633–1644, 2018.

[33] Y. L. Jones-Hall and C. H. Nakatsu, “1e intersection of TNF,
IBD and the microbiome,” Gut Microbes, vol. 7, no. 1,
pp. 58–62, 2016.

[34] Y. Long, S. Li, J. Qin et al., “Kuijieling regulates the differ-
entiation of Treg and 117 cells to ameliorate experimental
colitis in rats,” Biomedicine & Pharmacotherapy, vol. 105,
pp. 781–788, 2018.

[35] C. Neumann, J. Blume, U. Roy et al., “C-Maf-Dependent Treg
cell control of intestinal 117 cells and iga establishes host-
microbiota homeostasis,” Nature Immunology, vol. 20, no. 4,
pp. 471–481, 2019.

[36] W. Yu, X. Su, W. Chen et al., “1ree types of gut bacteria
collaborating to improve Kui jie’an enema treat dss-induced
colitis in mice,” Biomedicine & Pharmacotherapy, vol. 113,
Article ID 108751, 2019.

[37] S. Luo, R. Wen, Q. Wang et al., “Rhubarb peony decoction
ameliorates ulcerative colitis in mice by regulating gut
microbiota to restoring 117/treg balance,” Journal of Eth-
nopharmacology, vol. 231, pp. 39–49, 2019.

[38] M. Xu, X. Y. Duan, Q. Y. Chen et al., “Effect of compound
sophorae decoction on dextran sodium sulfate (DSS)-induced
colitis in mice by regulating 117/treg cell balance,” Bio-
medicine & Pharmacotherapy, vol. 109, pp. 2396–2408, 2019.

[39] P. Rutgeerts, W. J. Sandborn, B. G. Feagan et al., “Infliximab
for induction and maintenance therapy for ulcerative colitis,”
New England Journal of Medicine, vol. 353, no. 23,
pp. 2462–2476, 2005.

[40] J. McIlroy, G. Ianiro, I. Mukhopadhya, R. Hansen, and
G. L. Hold, “Review article: the gut microbiome in inflam-
matory bowel disease-avenues for microbial management,”
Alimentary Pharmacology & �erapeutics, vol. 47, no. 1,
pp. 26–42, 2018.

[41] J. Stallhofer, M. Friedrich, A. Konrad-Zerna et al., “Lipocalin-
2 is a disease activity marker in inflammatory bowel disease
regulated by IL-17A, IL-22, and TNF-α and modulated by
IL23R genotype status,” Inflammatory Bowel Diseases, vol. 21,
no. 10, pp. 2327–2340, 2015.

[42] M. Coccia, O. J. Harrison, C. Schiering et al., “Il-1beta me-
diates chronic intestinal inflammation by promoting the
accumulation of il-17a secreting innate lymphoid cells and
Cd4(+) 117 cells,” �e Journal of Experimental Medicine,
vol. 209, no. 9, pp. 1595–1609, 2012.

[43] D. Wu, K. Wu, Q. Zhu et al., “Formononetin administration
ameliorates dextran sulfate sodium-induced acute colitis by
inhibiting Nlrp3 inflammasome signaling pathway,” Media-
tors of Inflammation, vol. 2018, Article ID 3048532, 12 pages,
2018.

[44] G. Barbosa Bezerra, L. de Menezes de Souza, A. S. Dos Santos
et al., “Hydroalcoholic extract of Brazilian red propolis exerts
protective effects on acetic acid-induced ulcerative colitis in a
rodent model,” Biomedicine & Pharmacotherapy, vol. 85,
pp. 687–696, 2017.

[45] S. Feng, Z. Dai, A. Liu et al., “Beta-sitosterol and stigmasterol
ameliorate dextran sulfate sodium-induced colitis in mice fed
a high fat western-style diet,” Food & Function, vol. 8, no. 11,
pp. 4179–4186, 2017.

Evidence-Based Complementary and Alternative Medicine 15



[46] D. Liu, X. Huo, L. Gao, J. Zhang, H. Ni, and L. Cao, “NF-κB
and Nrf2 pathways contribute to the protective effect of
licochalcone a on dextran sulphate sodium-induced ulcerative
colitis in mice,” Biomedicine & Pharmacotherapy, vol. 102,
pp. 922–929, 2018.

[47] M. Martinez-Lopez, S. Iborra, R. Conde-Garrosa et al.,
“Microbiota sensing by mincle-syk axis in dendritic cells
regulates interleukin-17 and -22 production and promotes
intestinal barrier integrity,” Immunity, vol. 50, no. 2,
pp. 446–461, 2019.

[48] J. R. Marchesi, D. H. Adams, F. Fava et al., “1e gut
microbiota and host health: a new clinical frontier,” Gut,
vol. 65, no. 2, pp. 330–339, 2016.

[49] L. Mao, A. Kitani, W. Strober, and I. J. Fuss, “1e role of Nlrp3
and il-1beta in the pathogenesis of inflammatory bowel
disease,” Frontiers in Immunology, vol. 9, p. 2566, 2018.

[50] A. N. Hegazy, N. R. West, M. J. T. Stubbington et al., “Cir-
culating and tissue-resident CD4+ T cells with reactivity to
intestinal microbiota are abundant in healthy individuals and
function is altered during inflammation,” Gastroenterology,
vol. 153, no. 5, pp. 1320–1337, 2017.

[51] M. Hoffmann, U. Schwertassek, A. Seydel et al., “A refined and
translationally relevant model of chronic dss colitis in balb/C
mice,” Laboratory Animals, vol. 52, no. 3, pp. 240–252, 2018.

[52] M. Wu, P. Li, Y. An et al., “Phloretin ameliorates dextran
sulfate sodium-induced ulcerative colitis in mice by regulating
the gut microbiota,” Pharmacological Research, vol. 150,
p. 104489, 2019.

[53] P. Rangan, I. Choi, M. Wei et al., “Fasting-mimicking diet
modulates microbiota and promotes intestinal regeneration
to reduce inflammatory bowel disease pathology,” Cell Re-
ports, vol. 26, no. 10, pp. 2704–2719, 2019.

[54] L. Cervantes-Barragan, J. N. Chai, M. D. Tianero et al.,
“Lactobacillus reuteri induces gut intraepithelial Cd4+Cd8αα+
T cells,” Science, vol. 357, no. 6353, pp. 806–810, 2017.

[55] M. Derrien, C. Belzer, and W. M. de Vos, “Akkermansia
muciniphila and its role in regulating host functions,” Mi-
crobial Pathogenesis, vol. 106, pp. 171–181, 2017.

[56] J. Mitchell, S. J. Kim, G. Koukos et al., “Colonic inhibition of
phosphatase and tensin homolog increases colitogenic bac-
teria, causing development of colitis in Il10-/- mice,” In-
flammatory Bowel Diseases, vol. 24, no. 8, pp. 1718–1732, 2018.

[57] C. S. Wang, W. B. Li, H. Y. Wang et al., “VSL#3 can prevent
ulcerative colitis-associated carcinogenesis in mice,” World
Journal of Gastroenterology, vol. 24, no. 37, pp. 4254–4262,
2018.

[58] Z. Zha, Y. Lv, H. Tang et al., “An orally administered butyrate-
releasing xylan derivative reduces inflammation in dextran
sulphate sodium-induced murine colitis,” International
Journal of Biological Macromolecules, 2019.

[59] A. Abdel-Gadir, E. Stephen-Victor, G. K. Gerber et al.,
“Microbiota therapy acts via a regulatory T cell MyD88/
RORct pathway to suppress food allergy,” Nature Medicine,
vol. 25, no. 7, pp. 1164–1174, 2019.

[60] M. Hu, D. Eviston, P. Hsu et al., “Decreased maternal serum
acetate and impaired fetal thymic and regulatory T cell de-
velopment in preeclampsia,”Nature Communications, vol. 10,
no. 1, 2019.

[61] R. Yu, F. Zuo, H. Ma, and S. Chen, “Exopolysaccharide-
producing bifidobacterium adolescentis strains with similar
adhesion property induce differential regulation of inflam-
matory immune response in Treg/117 Axis of dss-colitis
mice,” Nutrients, vol. 11, no. 4, p. 782, 2019.

16 Evidence-Based Complementary and Alternative Medicine


