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Abstract 

Background Zhushao Granules (ZSG) had exhibited beneficial effects in the treatment of ulcerative colitis (UC) 
as an effective herbal prescription in Traditional Chinese Medicine. However, the underlying anti-inflammatory mech-
anism of ZSG remains unclear. This study aimed to decipher the mechanism of ZSG against UC combining network 
pharmacology and animal-based experiments.

Methods Network pharmacology was employed to identify active components and therapeutic targets of ZSG 
against UC. The protein–protein interaction (PPI) network was constructed among the therapeutic targets using 
the STRING database, and GO and pathway analyses were carried out using DAVID. Then, the “herb-component-
target-pathway” network based on therapeutic targets was established and the topological parameters were subse-
quently calculated to identify hub active components, targets and pathways by Cytoscape. Finally, the therapeutic 
function and the special pathway of ZSG against UC were validated using a TNBS-induced UC model in BABL/c mice.

Results Ninety-four active components of ZSG and 460 potential targets were acquired from the Encyclopedia 
of Traditional Chinese Medicine and Tradition Chinese Medicine Systems Pharmacology Database and Analysis Plat-
form. 884 potential targets of UC were obtained from OMIM and HINT. Sixty-two overlapping potential targets were 
identified as therapeutic targets of ZSG against UC. PPI network filtered out 61 therapeutic targets. GO and pathway 
analyses extracted 48, 25, and 98 terms corresponding to biological processes, molecular functions and Reactome 
pathways, respectively. Enrichment analysis suggested that the therapeutic targets were mainly involved in immune 
regulation, especially RIP-mediated NF-κB activation via ZBP1. Topological analysis of the “herb-component-target-
pathway” network recognized 9 hub components, 20 hub targets and 18 hub pathways. The animal-based experi-
ments revealed that ZSG ameliorated symptoms and histological changes in TNBS-induced colitis by significantly 
inhibiting the ZBP1/RIP/NF-κB pathway.
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Conclusions ZSG might alleviate the mucosal damage and ameliorate colitis via targeting ZBP1/RIP/NF-κB pathway, 
which laid the theoretical foundation for the clinical application and further study of ZSG and provided new insights 
into UC treatment.

Keywords Zhushao granules, Ulcerative colitis, Network pharmacology, ZBP1/RIP/NF-κB pathway

Background
Ulcerative colitis (UC) is a chronic, immune-mediated 
and non-specific inflammatory disease that is affected by 
mucosal inflammation in the rectum and colon [1, 2]. UC 
is characterized by hemorrhagic diarrhea and passage 
of mucus or pus, which could cause abdominal cramp-
ing during bowel movements [3]. UC has a prolonged 
disease duration and is prone to recurrent attacks due 
to inflammatory cell infiltration, which raises the risk of 
colitis-associated cancer (CAC) [4]. The World Health 
Organization (WHO) has identified UC as a modern 
refractory disease [5]. The pathogenesis of UC is associ-
ated with hereditary abnormalities, dietary factors, intes-
tinal barrier dysfunction, intestinal flora imbalance and 
immune dysregulation [6]. Currently, clinical treatment 
mainly includes sulfasalazine, mesalazine, azathioprine, 
prednisone, methotrexate, Janus kinase blockers and 
stem cell-based therapy [7]. These therapies are less than 
satisfactory, mainly because they only remit UC rather 
than completely cure the disease. UC is prone to relapse 
after discontinuation of the treatment and long-term 
medication could produce a series of side effects [8, 9]. It 
is therefore necessary to explore safer and more effective 
alternatives for UC therapy. Traditional Chinese Medi-
cine (TCM) is a rich resource for exploring UC therapeu-
tic drugs due to its multi-component, multi-target and 
multi-channel features, which could enhance body func-
tions and reduce drug toxicity through the synergistic 
actions of active components during long-term clinical 
usage.

Zhushao Granules (ZSG) is derived from the addition 
and subtraction of ancient prescriptions of TCM “Tongx-
ieyaofang” (TXYF, recorded in JingYue Encyclopedia) 
and has been prescribed for patients with UC in the 
clinic. ZSG combines fifteen herbs with functions such as 
enhancing the spleen and stomach functions [e.g., Atrac-
tylodes macrocephala Koidz. (Bai Zhu, BZ), Astragalus 
mongholicus Bunge (Huang Qi, HQ), Jujubae Fructus (Da 
Zao, DZ), GlycyrrhizaeRadix et Rhizoma (Gan Cao, GC)], 
relieving pain [e.g., Paeonia lactiflora Pall. (Bai Shao, BS), 
Saposhnikovia divaricata (Turcz.) Schischk. (Fang Feng, 
FF), Cinnamomum cassia Presl (Gui Zhi, GZ), LiliiBulbus 
(Bai He, BH)], stopping diarrhea [e.g., Cullen corylifolium 
(L.) Medik. (Bu Gu Zhi, BGZ), Terminalia chebula Retz. 
(He Zi, HZ), Lablab Semen Album (Bai Bian Dou, BBD), 
Zingiberis Rhizoma (Gan Jiang, GJ), AmomiFructus (Sha 

Ren, SR)], and regulating gastrointestinal motility [e.g., 
Cttri reticulatae Pericarpium (Chen Pi, CP), LinderaeRa-
dix (Wu Yao, WY)]. These herbs work synergistically to 
treat UC by strengthening the spleen, relieving pain, and 
stopping diarrhea. However, due to the multi-component 
and multi-target characteristics of ZSG, its pharmacolog-
ical mechanism is complex and undefined, which limits 
its extensive clinical application.

Network pharmacology is a modern theory based on 
multi-directional systematic pharmacology and biology 
[10–12], and has been used in TCM research in recent 
years. Network pharmacology emphasizes the multi-
component, multi-target and multi-channel character-
istics of TCM, so that it can reveal the scientific basis 
and therapeutic mechanism of TCM formulae more 
systematically and comprehensively [13–15]. Therefore, 
this study employed a network pharmacology method to 
decipher the potential mechanism of ZSG in treatment of 
UC from multiple perspectives.

UC is a multifactorial autoimmune disease that is char-
acterized by immune dysfunctions in both innate and 
adaptive immune systems [16]. And immune cells have 
important influence on the etiology of UC, especially 
those participating in both adaptive and innate reactions. 
Antigens could activate the innate immune response via 
antigen-presenting cells (APCs) and T cells and trigger 
an inflammatory cascade, which then activate the adap-
tive immune system [17]. Dendritic cells serve as APCs 
in the innate immune system and abundantly express 
Toll-like receptors (TLRs) that recognize pathogen pat-
terns and trigger inflammatory cascades via activating 
transcription factors such as nuclear factor-κB (NF-κB) 
[18]. Neutrophils are the primary factors in the inflam-
matory process of the gastrointestinal tissue and con-
tribute to tissue damage, degradation of epithelial barrier 
function and the production of inflammatory cytokines 
in UC [19]. Innate lymphoid cells locate near the intes-
tinal epithelium and produce various cytokines to main-
tain epithelial integrity and defend against infections, but 
altered microbiota and excessive antigens might lead to 
the initiation and perpetuation of UC [20]. Although the 
adaptive immune response takes longer, it is more precise 
than the innate immune response. CD8 + T cells could 
cause intestinal pathological alterations and contribute 
to epithelial cell destruction and intestinal ulcers devel-
oping through producing and releasing proinflammatory 
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cytokines [20]. CD4 + T cells include T helper (Th) cells 
and regulatory T (Treg) cells, and the imbalance between 
Th17 cells and Treg cells is identified to be a crucial factor 
in the pathogenesis of UC [21]. Th17 cells could induce 
autoimmunity and contribute to tissue damage, and the 
opposite is that Treg cells could suppress tissue damage 
caused by immune and inflammation [22, 23]. Therefore, 
the involvement of immune regulation in developing UC 
is highly significant.

Z-DNA binding protein 1 (ZBP1, also known as DAI) 
has a critical regulatory role in cell death, inflammation 
and immunity [24]. ZBP1 possesses two well-character-
ized and a third supposed receptor-interacting protein 
(RIP) homotypic interaction motifs (RHIMs), which ena-
bles it to interact with other proteins containing RHIMs 
such as RIP1 and RIP3 [25, 26]. ZBP1-mediated NF-κB 
activation is controlled by interaction with RIP1 and 
regulated by RIP3 [25]. ZBP1 replies to microbial, cyto-
solic viral or host DNA via stimulating NF-κB activation, 
which forces subsequent proinflammatory and antiviral 
cytokine production in the cell-intrinsic innate immune 
response [27, 28]. Moreover, NF-κB plays central roles 
in various inflammatory conditions and regulates the 
production of inflammatory molecules in colitis, which 
make it an important therapeutic target [29]. Our study 
deduced that ZSG might target ZBP1/RIP/NF-κB path-
way against UC based on network pharmacology. ZSG 
originated from TXYF, an efficacious prescription of 
TCM widely used in easing abdominal pain and diarrhea 
[30]. TXYF was shown to regulate macrophage polariza-
tion to improve DSS-induced colitis via NF-κB/NLRP3 
signaling pathway, and suppress inflammation in UC rat 
model via regulating MAPK/AKT signaling pathway [30, 
31]. Though ZSG, the modified formula of TXYF, has 
been used to treat UC, the comprehending of the specific 
mechanism of ZSG against UC remains limited and lacks 
systematic insights. Thus, it’s necessary and crucial to 
employ creative strategies and new perspectives for com-
prehensive analysis of the anti-inflammatory mechanism 
of ZSG.

Given the complex and undefined pharmacologi-
cal mechanisms of ZSG, this study aimed to identify its 
active components, targets, and pathways involved in UC 
treatment using network pharmacology, and to validate 
these findings through animal experiments. This study 
might provide a theoretical foundation for the clinical 
application and further study of ZSG in the treatment of 
UC.

Materials and methods
Screening of active components of ZSG
Thirteen herbal active components of ZSG were collected 
and filtered with Drug-likeness Weight (DW) ≥ 0.49 

from the Encyclopedia of Traditional Chinese Medicine 
(ETCM), except for HZ and WY. ETCM (http:// www. 
tcmip. cn/ ETCM/ index. php) [32] provides comprehen-
sive and standardized information, and predicts tar-
get genes of TCM ingredients, herbs and formulae. The 
active components of HZ and WY were supplemented 
and determined with oral bioavailability (OB) ≥ 30% and 
drug-likeness (DL) ≥ 0.18 using the Traditional Chinese 
Medicine Systems Pharmacology Database and Analysis 
Platform (TCMSP). TCMSP (https:// tcmsp. com/ tcmsp. 
php) [33] is a distinct system pharmacology platform of 
Chinese herbal medicines, which captures the relation-
ships among chemicals, targets and diseases, and phar-
macokinetic properties of natural compounds.

Prediction of potential targets of ZSG and UC
The ETCM database can match predicted target genes of 
TCM components, and the potential targets of ZSG were 
obtained with a score ≥ 0.8 through ETCM except HZ 
and WY. The related targets of HZ and WY were supple-
mented and acquired from TCMSP. The related targets of 
UC were inquired from the OMIM (https:// www. omim. 
org/) [34], and the interacting proteins were extracted 
from HINT (http:// hint. yulab. org/). The overlapping tar-
gets between ZSG and UC were identified as therapeutic 
targets of ZSG against UC and the corresponding Venn 
diagram was drawn.

Protein–protein interaction (PPI) network construction
The protein–protein interaction data among therapeutic 
targets were exported from the STRING database (http:// 
string- db. org) [35], with species limited to “Homo sapi-
ens” and a confidence score of 0.4. The network visualiza-
tion and analysis were executed by Cytoscape 3.6.1 [36].

Gene ontology (GO) and pathway analysis
GO analysis was performed to further confirm whether 
the therapeutic targets indeed matched UC in both 
biological process (BP) and molecular function (MF). 
Reactome pathway analysis was conducted to compre-
hensively illuminate the mechanism of ZSG against UC. 
Both GO and Reactome pathway analyses were con-
ducted using the Database for Annotation, Visualization 
and Integrated Discovery (DAVID) (https:// david-d. ncifc 
rf. gov/) [37]. Therapeutic targets filtered through the 
STRING database were inputted into DAVID database 
and the species was set to “Homo sapiens”. The significant 
enrichment threshold was set as P < 0.001.

Construction of the “herb‑component‑target‑pathway” 
network
Based on the therapeutic targets of ZSG against UC, the 
corresponding active components and herbs that they 

http://www.tcmip.cn/ETCM/index.php
http://www.tcmip.cn/ETCM/index.php
https://tcmsp.com/tcmsp.php
https://tcmsp.com/tcmsp.php
https://www.omim.org/
https://www.omim.org/
http://hint.yulab.org/
http://string-db.org
http://string-db.org
https://david-d.ncifcrf.gov/
https://david-d.ncifcrf.gov/
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stemmed from were traced. The “herb-component-tar-
get-pathway” network was subsequently established by 
Cytoscape 3.6.1, which exhibited the regulation diagram 
of ZSG in treatment of UC. Then, the topological param-
eters of the network were calculated using the “Network-
Analyzer” plugin and the hub active components of ZSG 
related to anti-UC activity were identified.

Drugs and reagents
ZSG, consisting of fifteen herbs: Atractylodes mac-
rocephala Koidz., Paeonia lactiflora Pall., Astragalus 
mongholicus Bunge, Saposhnikovia divaricata (Turcz.) 
Schischk., Cullen corylifolium (L.) Medik., Terminalia 
chebula Retz., Cttri reticulatae Pericarpium, Lablab 
Semen Album, Cinnamomum cassia Presl, Zingiberis 
Rhizoma, Amomi Fructus, Lilii Bulbus, Linderae Radix, 
Jujubae Fructus and Glycyrrhizae Radix et Rhizoma, was 
purchased from Yantai Hospital of Traditional Chinese 
Medicine. ZSG was developed and formulated as their 
own medicine of Yantai Hospital of Traditional Chinese 
Medicine (ZYSL-YAT201600057). Salicylazosulfapyri-
dine (SASP, lot: H31020557) was purchased from Shang-
hai Xinyi Tianping Pharmaceutical Co., Ltd (Shanghai, 
China). 2,4,6-Trinitrobenzenesulfonic acid (TNBS) was 
purchased from Beijing Innochem Technology Co., Ltd 
(Beijing, China).

Experimental animals
BALB/c mice were purchased from Jinan Pengyue 
Experimental Animal Breeding Co., Ltd (Jinan, China). 
They were raised under controlled pathogen-free condi-
tions with free access to food and water at 23 ± 1℃ room 
temperature with 40–45% relative humidity and a 12  h 
light/dark cycle, and were acclimatized for 7 days before 
any treatment. The animal experiment protocols were 
reviewed and approved by Ethics Committee of Yantai 
Yuhuangding Hospital (No. 2022–61).

Induction of UC and treatment
All mice accepted adaptive feeding for 7  days. BALB/c 
mice were randomly divided into six groups: Control 
group (n = 4), TNBS model group (n = 4), ZSG low-dose 
group (ZSG-L, 1.56  g/kg, n = 7), ZSG medium-dose 
group (ZSG-M, 3.12  g/kg, n = 7), ZSG high-dose group 
(ZSG-H, 6.24 g/kg, n = 7), and SASP group (390 mg/kg, 
n = 7). The mice were fasted for 24 h and chronic UC was 
induced using TNBS/50% ethanol dilution enema for 
6 weeks according to a reported protocol with modifica-
tion [38]. TNBS (5%, wt/vol) was prepared in 50% etha-
nol and TNBS at the dose of 1.5 mg, 2 mg, or 2.5 mg was 
administrated corresponding to weeks 1 and 2, 3 and 4, 
5 and 6, respectively. The 3.5-F catheter was introduced 
into the colon through the anus for ~ 4 cm. Then, 100 μL 

of TNBS solution was slowly injected into the lumen of 
the colon and the mouse was positioned upside down for 
1 min to ensure even distribution of the solution in the 
colon. The mice of the three ZSG groups and the SASP 
group were administrated with ZSG or SASP for 21 days. 
The Control and TNBS model mice were subjected to 
autoclaved water enema instead.

Assessment of disease activity index (DAI)
DAI can be used to assess the health status of UC mice 
according to a previous description [39]. DAI was scored 
by monitoring the circumstances of weight loss, stool 
consistency and fecal occult blood according to the cri-
teria in Table 1 during the 21-day administration period. 
DAI was calculated as DAI = (Weight loss + Stool consist-
ency + Fecal blood) / 3.

Evaluation of histological damage
The colon tissues were fixed with 4% formalin solution 
and sequentially embedded in paraffin. Then, the samples 
were subjected to sectioning, deparaffinization, hydra-
tion, and staining with hematoxylin–eosin (H&E). Light 
microscopy was employed to observe colonic lesions, 
such as severity and extent of inflammation, crypt dam-
age, and range of lesions. Histological damage scores 
were calculated in a blinded fashion according to the 
following criteria: (1) inflammation severity (0, none; 1, 
slight; 2, severe); (2) lesion depth (0, none; 1, submucosa; 
2, muscularis; 3, serosa); (3) crypt damage: (0, none; 1, 
basal 1/3 damaged; 2, basal 2/3 damaged; 3, only surface 
epithelium intact; 4, entire crypt and epithelium lost); 
(4) range of lesions (1, 1–25%; 2, 26–50%; 3, 51–75%; 
4, 76–100%) [40]. The total histological scores were the 
summary of the individual scores.

Western blot analysis
Total proteins were extracted from colon tissues using 
RIPA lysis buffer containing protease and phosphorylase 
inhibitor cocktail (Beyotime, China). The protein concen-
tration in the supernatant was detected using the BCA 
protein assay kit (Beyotime). Equal amounts of protein 
from each sample were separated by 12% sodium dodecyl 
sulfate–polyacrylamide gel electrophoresis (SDS-PAGE) 

Table 1 Criteria for DAI score

Scoring Weight loss Stool consistency Fecal blood

0  < 1% well-formed pellets normal(-)

1 1–5% loose stools occult bleeding ( +)

2 5–10% loose stools occult bleeding (+ +)

3 10–15% diarrhea visible bleeding ( +)

4  > 15% diarrhea visible bleeding (+ +)
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and transferred to nitrocellulose membranes. Then, the 
membranes were blocked with 5% non-fat milk with 
TBST buffer for 1  h at room temperature, followed by 
incubation with primary antibodies overnight at 4 ℃. The 
primary antibodies included rabbit anti-ZBP1 antibody 
(1:500, Abcam, Cat#ab81526), rabbit anti-RIP3 antibody 
(1:500, Affinity, Cat#AF7942), rabbit anti-NF-κB p65 anti-
body (1:500, Affinity, Cat#AF5006), rabbit anti-phospho-
NF-κB p65 antibody (1:500, Affinity, Cat#AF2006), rabbit 
anti-GAPDH antibody (1:2000, Affinity, Cat#AF7021). 
The membranes were washed with TBST three times and 
incubated with HRP-conjugated secondary antibodies for 
1 h at room temperature. Finally, the protein bands were 
visualized on an enhanced chemiluminescence (ECL) 
system, and the density of blots was analyzed with optical 
density analysis software.

Statistical analysis
All data were processed using GraphPad Prism 6.0 and 
expressed as mean ± SEM. One-way analysis of variance 
(ANOVA) and unpaired two-tailed t-test were used to 
assess the significance of differences between groups. A 
value of P < 0.05 was considered statistically significant.

Results
Active components of ZSG
There were 94 active components in ZSG that were 
extracted from ETCM for 13 herbs with DW ≥ 0.49, sup-
plemented with HZ and WY extracted from TCMSP 
with OB ≥ 30% and DL ≥ 0.18 (Supplementary Table  1). 
Among them, 6 compounds were from BZ, 5 compounds 
from BS, 1 from HQ, 10 from FF, 7 from BGZ, 7 from 
HZ, 10 from CP, 1 from BBD, 3 from GZ, 5 from GJ, 3 
from SR, 2 from BH, 9 from WY, 9 from DZ, and 23 from 
GC. Duplicated components from different herbs were 
deleted from the pool.

Therapeutic targets of ZSG against UC
According to the target prediction of the ETCM plat-
form, we identified 87 targets associated with BZ, 111 
targets with BS, 65 with HQ, 12 with FF, 103with BGZ, 21 
with CP, 7 with BBD, 12 with GZ, 6 with GJ, 30 with SR, 
20 with BH, 170 with DZ, and 169 with GC. According to 
the target prediction of the TCMSP platform, 72 targets 
were associated with HZ, and 179 targets were associated 
with WY. A total of 460 targets were retained after delet-
ing duplicates (Supplementary Table 2).

A total of 63 related targets of UC were identified from 
the OMIM database, and 821 interacting proteins were 
excavated from the HINT database, all of which were 
recognized as potential targets of UC. There were 884 
potential targets of UC in total (Supplementary Table 3). 
As shown in Fig.  1A, 62 therapeutic targets of ZSG 

against UC were identified by overlapping the targets of 
ZSG active components and the potential targets of UC 
(Supplementary Table 4). Among them, 61 targets inter-
acted with others with a confidence score ≥ 0.4 (Fig. 1B). 
TP53 was the most key target, followed by HSP90AA1, 
ESR1, HIF1A, and CCND1. The top 30 targets in action 
frequency were shown in Fig. 1C.

GO and pathway analyses
GO and Reactome pathway enrichment analyses were 
performed to gain insights into the possible mecha-
nisms of ZSG against UC. The GO enrichment results 
were classified into two categories: BP and MF. At the BP 
level, ZSG had a great influence on positive regulation 
of DNA-templated transcription, positive regulation of 
transcription from RNA polymerase II promoter, protein 
phosphorylation, positive regulation of gene expression, 
peptidyl-serine phosphorylation, etc. (Fig.  2A, Sup-
plementary Table  5). At the MF level, ZSG was mainly 
involved in enzyme binding, protein kinase binding, 
ubiquitin protein ligase binding, transcription factor 
binding, identical protein binding, etc. (Fig. 2B, Supple-
mentary Table  6). The Reactome pathway enrichment 
analysis revealed that ZSG achieved therapeutic effects 
for UC through multiple pathways, and the top 10 most 
significantly enriched pathways were mainly involved in 
Signal Transduction, Signaling by Interleukins, Interleu-
kin-4 and Interleukin-13 signaling, Cytokine Signaling in 
Immune system, Generic Transcription Pathway, RNA 
Polymerase II Transcription, Gene expression (Tran-
scription), Disease, Cellular Senescence, and Cellular 
responses to stress (Fig. 2C, Supplementary Table 7).

Construction of the “herb‑component‑target‑pathway” 
network
Using the therapeutic targets as sources, the corre-
sponding active components and the herbs acting on 
the targets were traced and the “herb-component-
target-pathway” network was constructed and visu-
alized using Cytoscape software. As shown in Fig.  3, 
the network was composed of 219 nodes (12 herbs, 
48 components, 61 targets and 98 pathways) and 1374 
edges. Each component corresponded to multiple tar-
gets and herbs, and vice versa. The network was con-
sistent with the characteristics of multi-compound, 
multi-target and multi-pathway of TCM. The topologi-
cal parameters of the network were calculated and the 
nodes with degree, betweenness centrality and close-
ness centrality above the corresponding average value 
were identified as the hub components, targets and 
pathways of ZSG against UC (Fig.  4). The hub com-
ponents included quercetin, Catechin, Kumatakenin, 
Neobavachalcone, Isoneobavachalcone, Corylinal, 
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ellagic acid, 6,7-dimethoxy-2-(2-phenylethyl)chromone 
and DMPEC. The hub targets were ESR1, AR, RELA, 
PRKACA, NFKB1, MAPK1, CDK6, TP53, CDKN1A, 
CDK2, CSNK2A1, MAPK14, NCOA1, CHUK, NFK-
BIA, HSP90AA1, FOS, IKBKB, CCND1, NFKB2. The 
hub pathways involved in Signal Transduction, Dis-
ease, Gene expression (Transcription), RNA Polymer-
ase II Transcription, Generic Transcription Pathway, 
Immune System, Cellular responses to stimuli, Cellular 
responses to stress, Cytokine Signaling in Immune sys-
tem, Signaling by Interleukins, Developmental Biology, 
Cell Cycle, Infectious disease, Innate Immune System, 
Signaling by Receptor Tyrosine Kinases, Intracellular 
signaling by second messengers, Cell Cycle, Mitotic and 
Cellular Senescence.

Establishment of the UC mouse model
To verify the mechanism of ZSG against UC identified 
by Reactome pathway analysis, we established a BALB/c 
mouse model of UC induced by TNBS enema (TNBS 
model group, n = 4), and treated the mice with low/
medium/high dosage of ZSG (ZSG-L/M/H group, n = 7 
each). UC mice treated with SASP were used as positive 
control (SASP group, n = 7), and uninduced mice were 
used as negative control (Control group, n = 4). The sche-
matic diagram of the experiment was showed in Fig. 5A.

Assessment of DAI
DAI was used to assess the health status of UC mice 
as indicated by weight loss, stool consistency and fecal 
blood. As shown in Fig.  5B, the TNBS model group 
exhibited a higher DAI score than the Control group 

Fig. 1 The therapeutic targets of ZSG against UC. A The Venn diagram. B Sixty-one interacting nodes in the PPI network. C The top 30 targets 
in action frequency
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(P < 0.0001), which suggested that the TNBS-induced 
UC model was successfully established. Compared to 
the TNBS model group, ZSG and SARP administration 
ameliorated the symptoms of colitis, especially in the 
high-dose group (P < 0.001). However, there were no 
significant improvements in the low- or medium-dose 
groups. Furthermore, Two-way analysis of ANOVA 
showed that the ZSG-H and SARP groups exhibited 
obvious protective effects on UC starting on day 16 of 
administration.

Evaluation of histological damage
The histopathological analysis of mouse colon tissues was 
shown in Fig. 5C-D. The colon tissues in Control group 
exhibited well-structured and smooth mucosa, with no 
obvious ulcer or inflammatory cell infiltration. In con-
trast, the TNBS model group showed extensive mucosal 
damage, inflammatory infiltration, mucosal edema and 
crypt loss. The TNBS-induced pathological deterioration 
in the TNBS model group caused a significant increase 
in histological scores compared with the Control group 

Fig. 2 GO and pathway analysis enriched for therapeutic targets of ZSG against UC. A The top 25 BP terms enriched for therapeutic targets of ZSG 
against UC. B The top 25 MF terms enriched for therapeutic targets of ZSG against UC. C The top 25 terms of the Reactome pathway enriched 
for therapeutic targets of ZSG against UC



Page 8 of 14Gong et al. Biological Procedures Online            (2025) 27:7 

Fig. 3 “Herb-component-target-pathway” network. The diamond, triangular arrowheads, ellipse and hexagon nodes represented the herb, 
component, target and pathway, respectively. The edges represented the interactions between nodes

Fig. 4 The hub nodes of the “herb-component-target-pathway” network
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(P < 0.05). ZSG or SARP administration restored intes-
tinal mucosal integrity and resulted in well-preserved 
crypt structures, and different degrees of alleviation 
of the histological scores were observed. Specifically, 
mucosal damage, inflammatory infiltration, mucosal 
edema and crypt loss in the ZSG-H group were sig-
nificantly alleviated compared to those in TNBS model 
group (P < 0.05), which demonstrated that ZSG possessed 
significant therapeutic effects on TNBS-induced colon 
damage in UC mice.

ZSG inhibited the ZBP1/RIP/NF‑κB pathway
Through bioinformatics analysis we found that the thera-
peutic targets of ZSG against UC were mainly responsi-
ble for the regulation of the immune system, including 
RIP-mediated NF-κB activation via ZBP1, which might 
play a crucial role during ZSG in treatment of UC. To 

investigate whether ZSG improved colitis via the ZBP1/
RIP/NF-κB pathway, the expression of corresponding 
proteins in the pathway was detected by western blotting. 
As shown in Fig.  6, the ZBP1/RIP/NF-κB pathway was 
significantly activated in the TNBS-induced group, which 
manifested significantly enhanced expression of RIP3 and 
p-p65 and decreased expression of p65, compared with 
that in the Control group (P < 0.05). A significant up-reg-
ulation of ZBP1 expression was observed in the ZSG-H 
and SARP groups (P < 0.05), but the remission effect of 
the ZSG-L/M groups on ZBP1 was not obvious as com-
pared with that of the TNBS model group. RIP3 was sig-
nificantly inhibited in the ZSG-M/H groups (P < 0.05), 
with no obvious decrease in the ZSG-L and SARP groups 
compared with that of the TNBS model group. However, 
the expression of p65 was markedly facilitated only in 
the ZSG-M group (P < 0.05), and had limited alleviation 

Fig. 5 ZSG administration protected against TNBS-induced colitis. A Schematic diagram of the experiment. B DAI scores. C Representative images 
of H&E staining in the colon. D Histological scores. #P < 0.05, ####P < 0.0001 vs. Control group; *P < 0.05, ***P < 0.001 vs. TNBS model group
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in the ZSG-L/H and SARP groups compared with that of 
the TNBS model group. The foremost was that the phos-
phorylation of p65 was evidently inhibited in the ZSG-
M/H and SARP groups but not in the ZSG-L group when 
compared to the TNBS model group (P < 0.0001). These 
results suggested that ZSG possibly relieved UC in mice 
by targeting the ZBP1/RIP/NF-κB pathway.

Discussion
UC is a serious public health concern with an increas-
ing incidence globally over the recent decade, especially 
in developing nations [41]. ZSG, a classic prescription of 
hospital preparations, has exhibited beneficial effects on 
the treatment of UC as an effective and safe TCM. How-
ever, there is a lack of modern experimental evidence and 
no literature report is available on its active compounds 
and pharmacological mechanism. The synergistic effects 
of multi-components and multi-targets of herbs raise 
new challenges to the mechanistic research of TCM. 
Therefore, this study employed network pharmacology to 
illuminate the active components, potential targets and 
pathway mechanism of ZSG in treatment of UC. Animal-
based studies were performed to evaluate the therapeutic 
effects and verify the specific pathway of ZSG in treating 
UC.

In this study, network pharmacology was employed 
to pool 94 active components and 460 potential targets 
of ZSG. A total of 844 potential targets of UC were also 
identified. Cross-comparison of the potential targets of 
ZSG and UC resulted in 62 common targets, which were 
identified as therapeutic targets of ZSG against UC. The 
PPI network was constructed among the therapeutic 

targets, and 61 targets were filtered out. GO and Reac-
tome pathway analyses were carried out to elucidate the 
therapeutic mechanism of ZSG against UC. Then, the 
corresponding active components and herbs based on 
therapeutic targets of ZSG against UC were traced and 
the “herb-component-target-pathway” network was sub-
sequently established. The topological parameters of the 
network that followed were calculated to identify the hub 
active components, targets and pathways of ZSG against 
UC. The topological analysis showed that 9 hub com-
ponents, 20 hub targets and 18 hub pathways possessed 
higher values than the average degree, closeness central-
ity and betweenness centrality.

In this study, the enrichment analysis results suggested 
that the therapeutic targets were mainly responsible for 
the regulation of the immune system, such as Interleu-
kin-4 and Interleukin-13 signaling, Nucleotide-binding 
domain, leucine rich repeat containing receptor (NLR) 
signaling pathways, Toll Like Receptor 3 (TLR3) Cascade, 
TRIF(TICAM1)-mediated TLR4 signaling, MyD88 cas-
cade initiated on plasma membrane, Toll Like Receptor 
10 (TLR10) Cascade, and RIP-mediated NF-κB activa-
tion via ZBP1. Literature had indicated that IL13, NLR, 
TLR3, TLR4, MyD88, and TLR10 could directly or indi-
rectly transmit signals to NF-κB, leading to its activation 
or suppression [42–46]. This highlighted the significance 
of the NF-κB pathway and underscored the multi-fac-
eted regulatory mechanisms during ZSG treatment for 
UC. Among them, NF-κB pathway was also the best 
researched inflammation pathway related to UC. There-
fore, RIP-mediated NF-κB activation via ZBP1 might play 
a crucial role in ZSG against UC. Other pathways were 

Fig. 6 ZSG administration significantly inhibited the ZBP1/RIP/NF-κB pathway in TNBS-induced mice. A Representative protein bands by western 
blot analysis. B-E Quantitative analysis of the protein expression levels of ZBP1, RIP3, p65, and p-p65 based on western blot images. #P < 0.05 vs. 
Control group; *P < 0.05, ****P < 0.0001 vs. TNBS model group
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also reported to be involved in UC. For instance, SIRPɑ 
enhanced the alternative activation of macrophages by 
promoting Interleukin-4 and Interleukin-13 signaling in 
DSS-induced colitis [47]. Targeting the Nucleotide-bind-
ing domain-like receptor family pyrin domain was identi-
fied as a potent agent for treatment of colitis [48]. NLRP3 
inflammasome activation was inhibited by Sanguinarine 
in DSS induced ulcerative colitis [49]. TLR3, a key mol-
ecule of the inflammatory cascade, was activated during 
rhinovirus infection and in turn activated transcription 
factors such as NF-κB and IFN regulatory factor (IRF)-
3/7 leading to the production of pro-inflammatory 
cytokines and chemokines [50]. The immune responses 
mediated by TRIF(TICAM1)-mediated TLR4 signaling 
were inhibited by ADAM15 [51]. Total C-21 steroidal 
glycosides (TCSG) from Baishouwu was reported to reg-
ulate inflammatory response through the MyD88 cascade 
initiated on the plasma membrane against hepatic and 
renal fibrosis [52]. TLR family members are key players in 
the inflammation and TLR10 is poorly studied in chronic 
inflammatory disorders, but the allelic variant of TLR10 
impairs NF-κB inhibitory activity and is highly associated 
with disease severity and low response to infliximab in 
patients with rheumatoid arthritis [53].

The effective hub components included quercetin, 
Catechin, Kumatakenin, Neobavachalcone, Isoneoba-
vachalcone, Corylinal, ellagic acid (EA), 6,7-dimethoxy-
2-(2-phenylethyl)chromone and DMPEC. Quercetin was 
rich in vegetables, fruits, red wine and tea, and widely 
existed in various TCM including Sophora jaonica L., 
Artemisia scoparia Waldst.et Kit., Panax notoginseng 
(Burk.) F. H. Chen, Illicium verum Hook.f., Artemisia argyi 
Lévl.et Vant., etc., which had been demonstrated to prod-
uct beneficial influences on the expression of injury repair 
molecules, pro-inflammatory cytokines, and NF-κB 
inhibitory molecules in DSS-induced UC [54]. Higher 
dietary quercetin intake was found to be beneficial for 
lowering risk of adverse outcomes among individuals 
with UC in a prospective cohort study, which provided 
novel evidence of quercetin protecting UC patients [55]. 
Catechin was a main plyphenol compound in green tea 
and was widely found in many TCM such as Paeonia 
lactiflora Pall., Ziziphus jujuba Mill., Prunus persica (L.) 
Batsch, Ginkgo biloba L. and Areca catechu L [56]. Cat-
echin was reported to suppress inflammation via NF-κB-
mediated pathway and inhibit iNOS enzyme activity in 
DSS-induced UC mice, which was also predicted to fit 
well within the safety profile range for humans and have 
 LD50 values in the range of 3919–10000  mg/kg body 
weight [57–59]. Kumatakenin was the main component 
of TCM Eugenia caryophyllataThunb. and Alpinia pur-
purata, and was also isolated from HQ and GC, which 
was reported to alleviate DSS-induced colitis largely and 

lack of significant toxicity in normal mice/cell lines [60]. 
EA was a polyphenolic compound present in many fruits 
(e.g., pomegranates, peaches, plums, persimmons, rasp-
berries, wild strawberries), seeds (walnuts, almonds), and 
vegetables, and was also isolated from TCM such as HZ, 
Radix Paeoniae Rubra, Rubi Fructus, Geranium Wilfordii 
Maxim.  and  Agrimonia Eupatoria [61]. EA could only 
be partially absorbed into the blood due to a low solubil-
ity and unabsorbed EA were then processed by the gut 
bacteria [62]. Seeram reported the highest concentra-
tion of EA in human plasma was only 31.9 ng/mL after 
volunteers drank 180  mL pomegranate juice containing 
25 mg EA for 1 h and it vanished after 4 h [63]. EA pre-
vented DSS-induced colitis by suppressing the activation 
of NF-κB pathway and intestinal barrier dysfunction [64]. 
6,7-dimethoxy-2-(2-phenylethyl)chromone and DMPEC, 
mainly in WY and Linderae Radix, could significantly 
inhibit NF-κB activation and did not show cytotoxicity in 
LPS-stimulated RAW 264.7 macrophages after 24 h treat-
ment, and 6,7-dimethoxy-2-(2-phenylethyl)chromone 
showed the most effective inhibition of LPS-induced 
NF-κB activation among the isolated compounds from 
agarwood [65]. Neobavachalcone, Isoneobavachalcone 
and Corylinal were all isolated from BGZ, and their 
research was rarely reported. The above description indi-
cated that the hub active components of ZSG played pro-
tective roles during UC progression. They were generally 
abundant and feasible for therapeutic applications, and 
any potential side effects had not yet been documented. 
The main purpose of Chinese medicine compatibility was 
to enhance efficacy and minimize toxicity. And scientific 
studies on the mechanisms of Chinese herbal compo-
nents on human health had mostly been conducted at 
animal or cellular level. However, the combined use of 
these hub components had not been thoroughly evalu-
ated, therefore, their overall safety would be assessed at 
animal level. We aimed to determine the optimal compat-
ibility ratio of these hub components and compare their 
efficacy with ZSG through randomized controlled trials. 
ZSG was determined to exert anti-inflammatory effects 
mainly by targeting ESR1, AR, RELA, PRKACA, NFKB1, 
MAPK1, CDK6, TP53, CDKN1A, CDK2, CSNK2A1, 
MAPK14, NCOA1, CHUK, NFKBIA, HSP90AA1, FOS, 
IKBKB, CCND1, and NFKB2. A quarter of the current 
hub targets emerged in the pathway of RIP-mediated 
NF-κB activation via ZBP1, which also implied the vital 
function of the ZBP1/RIP/NF-κB pathway during ZSG 
treatment of UC.

ZBP1 recruited RIP1 and RIP3 through RHIM-RHIM 
homotypic interactions to induce NF-κB activation 
and drive inflammation and programmed cell death in 
a context-dependent manner [66]. ZBP1 was pointed 
to involve in forcing intestinal inflammation in human 
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patients with CASP8 mutations, who developed severe 
forms of very early onset Inflammatory Bowel Disease, 
and RIP1 kinase activity facilitated ZBP1-mediated 
necroptosis when caspase-8 was inhibited [67]. It was 
reported that intestinal inflammation was triggered by 
RIP3-dependent death of FADD-deficient intestinal epi-
thelial cells [68]. Our study firstly identified ZSG tar-
geted the pathway of RIP-mediated NF-κB activation via 
ZBP1 for the treatment of UC. It had been discovered 
that ZBP1 or RIP3 alone attracted 20- or 50-fold NF-κB-
dependent expression and ZBP1 and RIP3 synergized to 
activate NF-κB to 200-fold, but RHIM mutant RIP3 or a 
kinase-deficient RIP3 down regulated pNF-κB expression 
by a large margin [25]. Our results showed that ZBP1 
was not down-regulated with ZSG. For comparison, the 
expression of pNF-κB decreased along with the decrease 
of RIP3 with the increase of ZSG dose, which suggested 
that ZSG might target RIP3 to inhibit ZBP1-dependent 
activation of NF-κB in treatment of UC. SASP, as a 5-ami-
nosalicylic acid preparation, was a first-line drug used for 
the treatment of UC and could promote UC remission, 
which had the superiorities of a definite curative effect 
and low cost [69, 70]. Our results showed that after SASP 
treatment, ZBP1 was up-regulated and RIP3 was not sig-
nificantly down-regulated, but the expression of pNF-κB 
was significantly inhibited, which implied that ZSG might 
regulate NF-κB pathway via other targets than ZBP1 or 
RIP3. However, few therapeutic studies targeting ZBP1/
RIP/NF-κB pathway have been reported. In this study, 
ZSG was revealed to exert its anti-inflammatory effects 
on TNBS-induced UC by inhibiting phosphorylation of 
NF-κB acting as an inhibitor of RIP3. Morphologically, 
ZSG administration effectively alleviated the symptoms 
of mucosal damage, inflammatory infiltration, mucosal 
edema and crypt loss, which verified that ZSG displayed 
significant therapeutic effects on the damaged colon of 
TNBS-induced UC.

The ZSG-L group did not exhibit significant improve-
ments across several parameters. In contrast, the 
ZSG-M group demonstrated a marked inhibition of 
inflammation through the significant suppression of 
p65 phosphorylation, thereby validating the clinical 
dosage corresponding to the ZSG-M group. Compre-
hensive improvements in evaluation parameters were 
observed in the high-dose group, indicating a dose-
dependent efficacy. Although our experiment was 
meticulously designed and executed to ensure result 
validity, the absence of multiple replicates limited the 
generalizability of our findings. Future studies would 
aim to enhance the level of evidence regarding the 
effect of ZSG on UC by conducting additional experi-
ments with larger sample sizes, which would further 
strengthen our conclusions. It should be emphasized 

that ZSG, particularly at high doses, had comparable or 
slightly better effects than SASP. And SASP was possi-
ble to cause many common adverse reactions referring 
to its instructions, such as anorexia, headache, nausea, 
vomiting, stomach upset and apparently reversible oli-
gospermia, which could be avoided with ZSG. Thus, 
ZSG might be expected to be an alternative therapy due 
to better efficacy and fewer adverse reactions.

Although this study identified the anti-inflammatory 
effect of ZSG against TNBS-induced UC through the 
ZBP1/RIP/NF-κB pathway, further confirmation is still 
needed. In future work, we aim to systematically iden-
tify and validate the hub active components, focusing on 
elucidating their efficacy and mechanisms in the treat-
ment of UC. Additionally, we will investigate the corre-
lation between these hub targets and UC, and evaluate 
the underlying mechanisms by refining relevant signal-
ing pathways through knockdown or knockout models 
during the treatment process. Furthermore, we plan to 
expand the scale of experimental validation and assess 
the correlation between phenotypic changes and clini-
cal indicators following application. We believe that our 
study provides valuable insights into the mechanisms 
by which ZSG exerts its effects against UC. Moreo-
ver, revealing the direct regulatory mechanism of ZSG 
against UC through the ZBP1/RIP/NF-κB pathway could 
provide a better understanding of this meaningful path-
way in the future.

Conclusions
This study combined network pharmacology and experi-
mental verification to demonstrate the therapeutic effects 
and pharmacological mechanisms of a complex herbal 
prescription, ZSG, in treatment of UC. We identified 9 
hub active components and 20 hub targets, which were 
mainly involved in immune regulation. Animal experi-
ment data showed that ZSG significantly ameliorated 
colitis by inhibiting the ZBP1/RIP/NF-κB pathway. In 
summary, this work provided a theory basis for the clini-
cal application and pharmaceutical development of ZSG.

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s12575- 025- 00268-3.

Supplementary Material 1.

Supplementary Material 2.

Supplementary Material 3.

Supplementary Material 4.

Supplementary Material 5.

Supplementary Material 6.

Supplementary Material 7.

https://doi.org/10.1186/s12575-025-00268-3
https://doi.org/10.1186/s12575-025-00268-3


Page 13 of 14Gong et al. Biological Procedures Online            (2025) 27:7  

Acknowledgements
Not applicable.

Authors’ contributions
BG, CZ and SH performed data interpretation and drafted the manuscript. XZ, 
HZ and JL provided data acquisition and analysis. JW, YK and FL designed and 
supervised the study, and revised the manuscript. All authors reviewed the 
manuscript.

Funding
This research was supported by State Administration of Traditional Chinese 
Medicine Science and Technology Department Co-construction of Science 
and Technology Project [GZY-KJS-SD-2023–016] and Traditional Chinese 
Medicine Science and Technology Project of Shandong Province [M-2022048, 
M-2023095].

Data availability
Data is provided within supplementary information files.

Declarations

Ethics approval and consent to participate
This study was approved by Ethics Committee of Yantai Yuhuangding Hospital 
(No. 2022–61), and all operations followed the guidelines on animal research.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Author details
1 Central Laboratory, Affiliated Yantai Yuhuangding Hospital of Qingdao Uni-
versity, Yantai, China. 2 Department of Pharmacy, Affiliated Yantai Yuhuangding 
Hospital of Qingdao University, Yantai, China. 3 Life Science and Technology 
College, Shandong Second Medical University, Weifang, China. 4 Department 
of Spleen and Stomach Diseases, Yantai Hospital of Traditional Chinese Medi-
cine, Yantai, China. 

Received: 24 September 2024   Accepted: 28 January 2025

References
 1. Ungaro R, Mehandru S, Allen PB, Peyrin-Biroulet L, Colombel JF. Ulcera-

tive colitis. Lancet. 2017;389(10080):1756–70.
 2. Rubin DT, Ananthakrishnan AN, Siegel CA, Sauer BG, Long MD. ACG 

Clinical Guideline: Ulcerative Colitis in Adults. Am J Gastroenterol. 
2019;114(3):384–413.

 3. Ananthakrishnan AN, Bernstein CN, Iliopoulos D, Macpherson A, Neu-
rath MF, Ali RAR, et al. Environmental triggers in IBD: a review of pro-
gress and evidence. Nat Rev Gastroenterol Hepatol. 2018;15(1):39–49.

 4. Olen O, Erichsen R, Sachs MC, Pedersen L, Halfvarson J, Askling J, et al. 
Colorectal cancer in ulcerative colitis: a Scandinavian population-based 
cohort study. Lancet. 2020;395(10218):123–31.

 5. Caruso R, Lo BC, Nunez G. Host-microbiota interactions in inflamma-
tory bowel disease. Nat Rev Immunol. 2020;20(7):411–26.

 6. Kobayashi T, Siegmund B, Le Berre C, Wei SC, Ferrante M, Shen B, et al. 
Ulcerative colitis. Nat Rev Dis Primers. 2020;6(1):74.

 7. Binienda A, Fichna J, Salaga M. Recent advances in inflammatory bowel 
disease therapy. Eur J Pharma Sci. 2020;155:105550.

 8. Cross RK, Lapshin O, Finkelstein J. Patient subjective assessment of 
drug side effects in inflammatory bowel disease. J Clin Gastroenterol. 
2008;42(3):244–51.

 9. Rogler G. Gastrointestinal and liver adverse effects of drugs used for 
treating IBD. Best Pract Res Clin Gastroenterol. 2010;24(2):157–65.

 10. Liang X, Li H, Li S. A novel network pharmacology approach to analyse 
traditional herbal formulae: the Liu-Wei-Di-Huang pill as a case study. Mol 
BioSyst. 2014;10(5):1014–22.

 11. Yu G, Wang W, Wang X, Xu M, Zhang L, Ding L, et al. Network pharma-
cology-based strategy to investigate pharmacological mechanisms of 
Zuojinwan for treatment of gastritis. BMC Complement Altern Med. 
2018;18(1):292.

 12. Yu G, Zhang Y, Ren W, Dong L, Li J, Geng Y, et al. Network pharmacology-
based identification of key pharmacological pathways of Yin-Huang-
Qing-Fei capsule acting on chronic bronchitis. Int J Chron Obstruct 
Pulmon Dis. 2017;12:85–94.

 13. Hopkins AL. Network pharmacology: the next paradigm in drug discov-
ery. Nat Chem Biol. 2008;4(11):682–90.

 14. Han J, Wang X, Hou J, Liu Y, Liu P, Zhao T. Using Network Pharmacology 
to Explore the Mechanism of Peach Kernel-Safflower in the Treatment of 
Diabetic Nephropathy. Biomed Res Int. 2021;2021:6642584.

 15. Huang S, Zhang Z, Li W, Kong F, Yi P, Huang J, et al. Network Pharma-
cology-Based Prediction and Verification of the Active Ingredients and 
Potential Targets of Zuojinwan for Treating Colorectal Cancer. Drug Des 
Dev Ther. 2020;14:2725–40.

 16. Lee SH, Kwon JE, Cho ML. Immunological pathogenesis of inflammatory 
bowel disease. Intestinal research. 2018;16(1):26–42.

 17. Ordas I, Eckmann L, Talamini M, Baumgart DC, Sandborn WJ. Ulcerative 
colitis. Lancet. 2012;380(9853):1606–19.

 18. Dai Q, Li Y, Yu H, Wang X. Suppression of Th1 and Th17 Responses 
and Induction of Treg Responses by IL-18-Expressing Plasmid Gene 
Combined with IL-4 on Collagen-Induced Arthritis. Biomed Res Int. 
2018;2018:5164715.

 19. de Souza HS, Fiocchi C. Immunopathogenesis of IBD: current state of the 
art. Nat Rev Gastroenterol Hepatol. 2016;13(1):13–27.

 20. Guo N, Lv LL. Mechanistic insights into the role of probiotics in modulat-
ing immune cells in ulcerative colitis. Immunity, inflammation and 
disease. 2023;11(10):e1045.

 21. Liang Y, Li Y, Lee C, Yu Z, Chen C, Liang C. Ulcerative colitis: molecular 
insights and intervention therapy. Molecular biomedicine. 2024;5(1):42.

 22. Park H, Li Z, Yang XO, Chang SH, Nurieva R, Wang YH, et al. A distinct line-
age of CD4 T cells regulates tissue inflammation by producing interleukin 
17. Nat Immunol. 2005;6(11):1133–41.

 23. Arpaia N, Green JA, Moltedo B, Arvey A, Hemmers S, Yuan S, et al. 
A Distinct Function of Regulatory T Cells in Tissue Protection. Cell. 
2015;162(5):1078–89.

 24. Maelfait J, Rehwinkel J. The Z-nucleic acid sensor ZBP1 in health and 
disease. J Experiment Med. 2023;220(8):e20221156.

 25. Kaiser WJ, Upton JW, Mocarski ES. Receptor-interacting protein homo-
typic interaction motif-dependent control of NF-kappa B activation 
via the DNA-dependent activator of IFN regulatory factors. J Immunol. 
2008;181(9):6427–34.

 26. Rebsamen M, Heinz LX, Meylan E, Michallet MC, Schroder K, Hofmann K, 
et al. DAI/ZBP1 recruits RIP1 and RIP3 through RIP homotypic interaction 
motifs to activate NF-kappaB. EMBO Rep. 2009;10(8):916–22.

 27. Takaoka A, Wang Z, Choi MK, Yanai H, Negishi H, Ban T, et al. DAI (DLM-1/
ZBP1) is a cytosolic DNA sensor and an activator of innate immune 
response. Nature. 2007;448(7152):501–5.

 28. Wang Z, Choi MK, Ban T, Yanai H, Negishi H, Lu Y, et al. Regulation of 
innate immune responses by DAI (DLM-1/ZBP1) and other DNA-sensing 
molecules. Proc Natl Acad Sci USA. 2008;105(14):5477–82.

 29. Jobin C, Sartor RB. NF-kappaB signaling proteins as therapeutic targets for 
inflammatory bowel diseases. Inflamm Bowel Dis. 2000;6(3):206–13.

 30. Zhang HY, Zeng HR, Wei HZ, Chu XY, Zhu HT, Zhao B, et al. Tongxie-
Yaofang formula regulated macrophage polarization to ameliorate DSS-
induced colitis via NF-kappaB/NLRP3 signaling pathway. Phytomedicine. 
2022;107: 154455.

 31. Liu X, Ye M, He Y, Lai Q, Liu B, Zhang L. Investigation of Tongxie-Yaofang 
formula in treating ulcerative colitis based on network pharmacology via 
regulating MAPK/AKT signaling pathway. Aging. 2024;16(2):1911–24.

 32. Xu HY, Zhang YQ, Liu ZM, Chen T, Lv CY, Tang SH, et al. ETCM: an 
encyclopaedia of traditional Chinese medicine. Nucleic Acids Res. 
2019;47(D1):D976–82.

 33. Ru J, Li P, Wang J, Zhou W, Li B, Huang C, et al. TCMSP: a database of 
systems pharmacology for drug discovery from herbal medicines. Journal 
of cheminformatics. 2014;6:13.

 34. Amberger JS, Bocchini CA, Scott AF, Hamosh A. OMIM.org: leveraging 
knowledge across phenotype-gene relationships. Nucleic Acids Res. 
2019;47(D1):D1038-D43.



Page 14 of 14Gong et al. Biological Procedures Online            (2025) 27:7 

 35. Szklarczyk D, Morris JH, Cook H, Kuhn M, Wyder S, Simonovic M, et al. 
The STRING database in 2017: quality-controlled protein-protein 
association networks, made broadly accessible. Nucleic Acids Res. 
2017;45(D1):D362–8.

 36. Shannon P, Markiel A, Ozier O, Baliga NS, Wang JT, Ramage D, et al. 
Cytoscape: a software environment for integrated models of biomolecu-
lar interaction networks. Genome Res. 2003;13(11):2498–504.

 37. da Huang W, Sherman BT, Lempicki RA. Systematic and integrative analy-
sis of large gene lists using DAVID bioinformatics resources. Nat Protoc. 
2009;4(1):44–57.

 38. Wirtz S, Popp V, Kindermann M, Gerlach K, Weigmann B, Fichtner-Feigl S, 
et al. Chemically induced mouse models of acute and chronic intestinal 
inflammation. Nat Protoc. 2017;12(7):1295–309.

 39. Yan Y, Ren F, Wang P, Sun Y, Xing J. Synthesis and evaluation of a prodrug 
of 5-aminosalicylic acid for the treatment of ulcerative colitis. Iran J Basic 
Med Sci. 2019;22(12):1452–61.

 40. Dieleman LA, Palmen MJ, Akol H, Bloemena E, Pena AS, Meuwissen SG, 
et al. Chronic experimental colitis induced by dextran sulphate sodium 
(DSS) is characterized by Th1 and Th2 cytokines. Clin Exp Immunol. 
1998;114(3):385–91.

 41. da Silva BC, Lyra AC, Rocha R, Santana GO. Epidemiology, demographic 
characteristics and prognostic predictors of ulcerative colitis. World J 
Gastroenterol. 2014;20(28):9458–67.

 42. de Vries JE. The role of IL-13 and its receptor in allergy and inflammatory 
responses. J Allergy Clin Immunol. 1998;102(2):165–9.

 43. Martinon F, Tschopp J. NLRs join TLRs as innate sensors of pathogens. 
Trends Immunol. 2005;26(8):447–54.

 44. Matsumoto M, Funami K, Oshiumi H, Seya T. Toll-like receptor 3: a link 
between toll-like receptor, interferon and viruses. Microbiol Immunol. 
2004;48(3):147–54.

 45. Kagan JC, Su T, Horng T, Chow A, Akira S, Medzhitov R. TRAM couples 
endocytosis of Toll-like receptor 4 to the induction of interferon-beta. Nat 
Immunol. 2008;9(4):361–8.

 46. Kawai T, Adachi O, Ogawa T, Takeda K, Akira S. Unresponsiveness of 
MyD88-deficient mice to endotoxin. Immunity. 1999;11(1):115–22.

 47. Shi L, Kidder K, Bian Z, Chiang SKT, Ouellette C, Liu Y. SIRPalpha sequesters 
SHP-2 to promote IL-4 and IL-13 signaling and the alternative activation 
of macrophages. Sci Signal. 2021;14(702):eabb3966.

 48. Long X, Yu X, Gong P, Wang X, Tian L. Identification of WT161 as a Potent 
Agent for the Treatment of Colitis by Targeting the Nucleotide-Binding 
Domain-Like Receptor Family Pyrin Domain Containing 3 Inflammasome. 
Front Pharmacol. 2022;13:780179.

 49. Li X, Wu X, Wang Q, Xu W, Zhao Q, Xu N, et al. Sanguinarine ameliorates 
DSS induced ulcerative colitis by inhibiting NLRP3 inflammasome activa-
tion and modulating intestinal microbiota in C57BL/6 mice. Phytomedi-
cine. 2022;104:154321.

 50. Contoli M, Ito K, Padovani A, Poletti D, Marku B, Edwards MR, et al. Th2 
cytokines impair innate immune responses to rhinovirus in respiratory 
epithelial cells. Allergy. 2015;70(8):910–20.

 51. Ahmed S, Maratha A, Butt AQ, Shevlin E, Miggin SM. TRIF-mediated 
TLR3 and TLR4 signaling is negatively regulated by ADAM15. J Immunol. 
2013;190(5):2217–28.

 52. Qin T, Wang M, Zhang T, Wang Y, Zhang Y, Hasnat M, et al. Total C-21 Ste-
roidal Glycosides From Baishouwu Ameliorate Hepatic and Renal Fibrosis 
by Regulating IL-1beta/MyD88 Inflammation Signaling. Front Pharmacol. 
2021;12:775730.

 53. Torices S, Julia A, Munoz P, Varela I, Balsa A, Marsal S, et al. A functional 
variant of TLR10 modifies the activity of NFkB and may help predict a 
worse prognosis in patients with rheumatoid arthritis. Arthritis Res Ther. 
2016;18(1):221.

 54. Maslin LA, Weeks BR, Carroll RJ, Byrne DH, Turner ND. Chlorogenic 
acid and quercetin in a diet with fermentable fiber influence multiple 
processes involved in DSS-induced ulcerative colitis but do not reduce 
injury. Nutrients. 2022;14(18):3706.

 55. Wang T, Lu SY, Dan L, Sun Y, Fu T, Tian L, et al. Higher Dietary Quercetin 
Intake Is Associated with Lower Risk of Adverse Outcomes among Indi-
viduals with Inflammatory Bowel Disease in a Prospective Cohort Study. J 
Nutr. 2024;154(6):1861–8.

 56. Lee HA, Song YR, Park MH, Chung HY, Na HS, Chung J. Catechin amelio-
rates Porphyromonas gingivalis-induced inflammation via the regulation 
of TLR2/4 and inflammasome signaling. J Periodontol. 2020;91(5):661–70.

 57. Rahman I, Biswas SK, Kirkham PA. Regulation of inflammation 
and redox signaling by dietary polyphenols. Biochem Pharmacol. 
2006;72(11):1439–52.

 58. Luan L, Pan H, Chen Y, Ye X, Hou Z, Chen S. Role of extracted phytochemi-
cals from Rosa sterilis S. D. Shi in DSS-induced colitis mice: potential 
amelioration of UC. Food Function. 2023;14(18):8369–82.

 59. Chukwuma IF, Okafor KC, Apeh VO, Nworah FN, Odo CP, Okafor IP, et al. 
Utilizing mechatronic agilent gas chromatography to validate thera-
peutic efficacy of Combretum paniculatum against oxidative stress and 
inflammation. Heliyon. 2024;10(18):e36586.

 60. Arenbaoligao, Guo X, Xiong J, Zhang S, Yang Y, Chen D, et al. Kumatakenin 
inhibited iron-ferroptosis in epithelial cells from colitis mice by regulating 
the Eno3-IRP1-axis. Front Pharmacol. 2023;14:1127931.

 61. Derosa G, Maffioli P, Sahebkar A. Ellagic Acid and Its Role in Chronic 
Diseases. Adv Exp Med Biol. 2016;928:473–9.

 62. Li H, Ruan J, Huang J, Yang D, Yu H, Wu Y, et al. Pomegranate (Punica 
granatum L.) and its rich ellagitannins as potential inhibitors in ulcerative 
colitis. Int J Mol Sci. 2023;24(24):17538.

 63. Seeram NP, Lee R, Heber D. Bioavailability of ellagic acid in human plasma 
after consumption of ellagitannins from pomegranate (Punica granatum 
L.) juice. Clin Chimica Acta. 2004;348(1–2):63–8.

 64. Kim DH, Kim JS, Kwon JH, Kwun IS, Baek MC, Kwon GS, et al. Ellagic acid 
prevented dextran-sodium-sulfate-induced colitis, liver, and brain injury 
through gut microbiome changes. Antioxidants. 2023;12(10):1886.

 65. Wang SL, Tsai YC, Fu SL, Cheng MJ, Chung MI, Chen JJ. 2-(2-Phenylethyl)-
4H-chromen-4-one derivatives from the resinous wood of Aquilaria 
sinensis with anti-inflammatory effects in LPS-induced macrophages. 
Molecules. 2018;23(2):289.

 66. Thapa RJ, Ingram JP, Ragan KB, Nogusa S, Boyd DF, Benitez AA, et al. DAI 
Senses Influenza A Virus Genomic RNA and Activates RIPK3-Dependent 
Cell Death. Cell Host Microbe. 2016;20(5):674–81.

 67. Schwarzer R, Jiao H, Wachsmuth L, Tresch A, Pasparakis M. FADD and 
Caspase-8 Regulate Gut Homeostasis and Inflammation by Controlling 
MLKL- and GSDMD-Mediated Death of Intestinal Epithelial Cells. Immu-
nity. 2020;52(6):978–93 e6.

 68. Welz PS, Wullaert A, Vlantis K, Kondylis V, Fernandez-Majada V, Ermolaeva 
M, et al. FADD prevents RIP3-mediated epithelial cell necrosis and chronic 
intestinal inflammation. Nature. 2011;477(7364):330–4.

 69. Sutherland L, Macdonald JK. Oral 5-aminosalicylic acid for mainte-
nance of remission in ulcerative colitis. Cochrane Database Syst Rev. 
2006(2):CD000544.

 70. Shin MR, Park HJ, Seo BI, Roh SS. New approach of medicinal herbs and 
sulfasalazine mixture on ulcerative colitis induced by dextran sodium 
sulfate. World J Gastroenterol. 2020;26(35):5272–86.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.


	Network pharmacology and experimental verification in vivo reveal the mechanism of Zhushao Granules against ulcerative colitis
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Background
	Materials and methods
	Screening of active components of ZSG
	Prediction of potential targets of ZSG and UC
	Protein–protein interaction (PPI) network construction
	Gene ontology (GO) and pathway analysis
	Construction of the “herb-component-target-pathway” network
	Drugs and reagents
	Experimental animals
	Induction of UC and treatment
	Assessment of disease activity index (DAI)
	Evaluation of histological damage
	Western blot analysis
	Statistical analysis

	Results
	Active components of ZSG
	Therapeutic targets of ZSG against UC
	GO and pathway analyses
	Construction of the “herb-component-target-pathway” network
	Establishment of the UC mouse model
	Assessment of DAI
	Evaluation of histological damage
	ZSG inhibited the ZBP1RIPNF-κB pathway

	Discussion
	Conclusions
	Acknowledgements
	References


