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Abstract
Rhubarb, a traditional herb, has been used in clinical practice for hundreds of years to cure constipation, but its mechanism 
is still not clear enough. Currently, growing evidence suggests that intestinal flora might be a potential target for the treat-
ment of constipation. Thus, the aim of this study was to clarify the laxative effect of rhubarb via systematically analyzing 
the metagenome and metabolome of the gut microbiota. In this study, the laxative effects of rhubarb were investigated by 
loperamide-induced constipation in rats. The gut microbiota was determined by high-throughput sequencing of 16S rRNA 
gene. Ultra-high performance liquid chromatography-quadrupole time-of-flight mass spectrometry was used for fecal metabo-
lomics analysis. The data showed that rhubarb could significantly shorten gastrointestinal transit time, increase fecal water 
content and defecation frequency, improve gastrointestinal hormone disruption, and protect the colon mucus layer. Analysis 
of 16S rRNA gene sequencing indicated that rhubarb could improve the disorder of intestinal microbiota in constipated 
rats. For example, beneficial bacteria such as Ligilactobacillus, Limosilalactobacillus, and Prevotellaceae UCG-001 were 
remarkably increased, and pathogens such as Escherichia-Shigella were significantly decreased after rhubarb treatment. 
Additionally, the fecal metabolic profiles of constipated rats were improved by rhubarb. After rhubarb treatment, metabolites 
such as chenodeoxycholic acid, cholic acid, prostaglandin F2α, and α-linolenic acid were markedly increased in constipa-
tion rats; in contrast, the metabolites such as lithocholic acid, calcidiol, and 10-hydroxystearic acid were notably reduced in 
constipation rats. Moreover, correlation analysis indicated a close relationship between intestinal flora, fecal metabolites, and 
biochemical indices associated with constipation. In conclusion, the amelioration of rhubarb in constipation might modulate 
the intestinal microflora and its metabolism. Moreover, the application of fecal metabolomics could provide a new strategy 
to uncover the mechanism of herbal medicines.

Key points
• Rhubarb could significantly improve gut microbiota disorder in constipation rats.
• Rhubarb could markedly modulate the fecal metabolite profile of constipated rats.
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Introduction

Constipation, which is characterized by tense defecation, 
dry or hard stools, painful bowel movement, and the sensa-
tion of anorectal obstruction (Chatoor and Emmnauel 2009; 
Bharucha et al. 2013; Mearin et al. 2016), is the most com-
mon chronic gastrointestinal disorder. Currently, its global 
prevalence ranges from 2 to 35% (Andromanakos et al. 2006; 
Mugie et al. 2011). Complications of constipation include 
hemorrhoids, anal fissures, diverticulitis, and impaction of 
stool (Bharucha and Lacy 2020). Constipation is associated 
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with many factors, including intestinal nervous system dys-
function, visceral hypersensitivity, aberrant distribution 
of interstitial Cajal cells, and low gastrointestinal motility 
(Bharucha and Wald 2019). Emerging evidence suggests 
that gut microbiota dysbiosis is another risk factor for the 
development of constipation (Dimidi et al. 2017).

The gut microbiota includes 3.9 ×  1013 bacteria that 
belong to more than 1000 species in the gastrointestinal 
tract (Sender et al. 2016). They regulate the host’s metabo-
lism, immunity, digestion, and development (Tremaroli and 
Bäckhed 2012; Obata and Pachnis 2016). Recently, research 
indicated that disruption of the gut microbiota was closely 
related to constipation (Ohkusa et al. 2019). In vivo studies 
showed that the colon in normal mice was more contractile 
and the intestinal time was shorter than in germ-free mice 
(Kashyap et al. 2013). Similarly, clinical studies have shown 
a close correlation between gut microbiota and constipation 
in patients (Mancabelli et al. 2017). Furthermore, intestinal 
bacteria such as Bacteroides, Faecalibacterium, Actinobac-
teria, and Prevotella could notably affect intestinal motil-
ity, colonic mucin secretion, or transport time in the colon 
(Parthasarathy et al. 2016). Some studies suggested that the 
metabolites from gut flora could ameliorate the symptoms 
of constipation. For example, butyrate from gut flora could 
regulate intestinal motility and strengthen the integrity of 
the intestinal barrier by upregulating the expression of tight 
junction proteins or mucins (Morrison and Preston 2016). 
Tryptophan derivatives produced by the intestinal micro-
biota were tightly associated with the development of con-
stipation (Bhattarai et al. 2018). Additionally, Bacteroides 
could stimulate colonic motility by altering the composition 
of the bile acid pool (Wahlström et al. 2016).

Recently, new therapies for constipation by altering 
the structure of the gut flora have been clinically proved 
(Jayasimhan et al. 2013; Waitzberg et al. 2013). Some pro-
biotics and commensal bacteria could improve constipation 
by regulating gut motility and mucus secretion (Dimidi et al. 
2017; Chandrasekharan et al. 2019). Similar results have 
been found in some studies on prebiotics. For instance, inulin 
and isomalto-oligosaccharide could increase the abundance 
of Lactobacillus to accelerate the frequency of defecation 
(Lan et al. 2020). To date, fecal microbial transplantation 
(FMT) therapy for constipation has gradually moved into 
clinical practices (Kelly et al. 2021). In addition, some stud-
ies indicated that herbs used to treat constipation could also 
improve the structure and function of the intestinal flora (He 
et al. 2020; Yang et al. 2021).

Rhubarb, an herbal stimulant laxative, has been used in 
Europe and Asia with its dried roots. The major laxative 
components in rhubarb are anthraquinone glycosides, of 
which sennoside A has the most potent effect (Takayama 
et al. 2012). Clinically, rhubarb is used to treat constipation 
caused by various reasons (Hou et al. 2015; Shimizu et al. 

2018; Wei et al. 2021). Modern pharmacological studies 
have shown that rhubarb exerts its laxative effect by reg-
ulating intestinal water and salt balance, intestinal motil-
ity, and mucosal barrier (Xiang et al. 2020). For example, 
sennoside A could inhibit the expression of AQP3 in the 
colon, thereby reducing the transport of water from blood 
vessels into the intestinal lumen to produce a laxative effect 
(Kon et al. 2014). Rhubarb also promoted the proliferation 
of goblet cells of intestinal mucosa, which could secrete 
large amounts of mucus and then strengthen the intestinal 
mucosal barrier (Neyrinck et al. 2017). Additionally, emo-
din could activate calcium-activated chloride channels to 
enhance the contraction of colonic smooth muscle (Xu et al. 
2009). Emodin could also improve the disorder of intestinal 
flora in chronic kidney disease (Lu et al. 2020). Recently, 
some researches also showed that rhein could regulate the 
gut microbiota to improve colitis in mice (Wu et al. 2020). 
These results implied that rhubarb had the potential to regu-
late intestinal flora. However, there was insufficient evidence 
that rhubarb improved constipation by modulating gut flora 
and its metabolism.

In this study, the pharmacodynamic effects of rhubarb on 
loperamide-induced constipation in rats were systematically 
and comprehensively evaluated. Moreover, the modulation 
of rhubarb on the intestinal microbiota and its metabolism 
was investigated in detail by 16S rRNA gene sequencing 
and fecal metabolomics. Thus, the laxative mechanism of 
rhubarb was clarified based on a multi-omics exploration, 
which was helpful for its clinical application.

Materials and methods

Chemicals and reagents

Acetonitrile (UPLC grade) was obtained from Merck (Darm-
stadt, Germany). Formic acid and methanol (HPLC grade) 
were purchased from Merck (Darmstadt, Germany). Lopera-
mide was purchased from Shanghai Yuanye Bio-Technology 
Co., Ltd. (Shanghai, China). Bisacodyl was bought from 
Hebei Kangtai Pharmaceutical Co., Ltd. (Hebei, China). 
India ink was purchased from Nanjing Duly Biotech Co., 
Ltd. (Jiangsu, China). Ultra-pure water was produced by 
EPED purification system (Nanjing, China). The dried roots 
of rhubarb (Rheum tanguticum Maxim. ex Balf) were bought 
from Hunan Songlingtang Chinese Medicine Decoction Pipe 
Co., Ltd. (Hunan, China).

Preparation of rhubarb extract

According to the Chinese Pharmacopoeia, rhubarb was pul-
verized, and its powder was fully infiltrated in cold eightfold 
distilled water (DW). Then, it was heated to reflux for 10 min 
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under boiling condition. The extract was immediately fil-
tered with gauze, and then the residue was immersed in six-
fold DW to be boiled for 5 min. Filtrates were combined 
and concentrated with a rotary vacuum evaporator (50 °C) 
to prepare rhubarb solution.

Animals

Male 5-week-old Sprague Dawley rats (SPF, weighting 
170 ± 20 g) were purchased from Qinglong Mountain Ani-
mal Breeding Farm, Jiangning District, Nanjing, China 
(license number: SCXK (Zhejiang) 2019–0002). Animal 
welfare and experimental procedures were strictly carried 
out according to the guidelines of the Animal Ethics Com-
mittee of Nanjing University of Chinese Medicine, and this 
study was based on the Guide for the Care and Use of Labo-
ratory Animals. Before the experiment, rats were fed adap-
tively for one week in an environment-controlled rearing 
chamber (temperature at 20–26 °C, humidity at 60 ± 5%, and 
under artificial 12-h light/12-h dark cycles).

Induction of constipated rats, treatment, 
and oral‑anal transmission test

After 1 week of the adaptation period, all rats (220 ± 10 g) 
were randomly and equally divided into the following six 
groups: the normal group (N), the model group (M), the 
positive control group with 2 mg/kg bisacodyl (Bis), rhu-
barb-treated low-dose group (1.0 g/kg, RL), rhubarb-treated 
medium-dose group (3.0 g/kg, RM), and rhubarb-treated 
high-dose group (9.0 g/kg, RH). The constipated rats were 
induced by oral administration of 5  mg/kg loperamide 
(freshly dissolved in saline solution), once a day for ten 
continuous days. The normal group was given saline. Con-
stipated rats were treated with bisacodyl and rhubarb for 
3 days, respectively. Subsequently, each rat was given 2 ml 
of Indian ink, recording the first black feces discharge time. 
Finally, all the rats were fasted overnight for at least 12 h and 
were killed the next day.

Sample collection and preservation

Fresh feces of rats were collected with sterile Eppendorf 
tubes. All rats were anesthetized with pre-prepared 10% 
chloral hydrate, and blood was taken from the abdominal 
aorta. The colonic tissue of rats was taken and stored in 
10% formalin solution with 0.5 cm at 4 °C, and the rest was 
put into the frozen tube. All biological samples were stored 
at − 80 °C. Rat motilin (MTL), gastrin (GAS), vasoactive 
intestinal peptide (VIP), and somatostatin (SS) ELISA kits 
(Shanghai FanKe Industrial Co., Ltd., Shanghai, China) 

were respectively used to detect the concentrations of MTL, 
GAS, VIP, and SS in rat serum.

Metabolic profiling by UPLC‑Q‑TOF/MS

Metabolites in pretreated fecal samples were separated and 
detected by ultra-high performance liquid chromatography-
quadrupole time-of-flight mass spectrometry (UPLC-Q-
TOF/MS), and then the data from MassLynx™ v4.1 (Waters 
Corp, Milford, MA, USA) were analyzed by SIMCA-P 14.0 
software (https:// umetr ics. com/ produ cts/ simca). The differ-
ential metabolites were refined, analyzed, predicted, and 
identified by XCMS Online (http:// xcmso nline. scrip ps. edu), 
METLIN (http:// metlin. scrip ps. edu), HMDB (http:// www. 
hmdb. ca/), MassBank (https:// massb ank. eu/), and Meta-
boanalyst 5.0 (http:// www. Metab oAnal yst. ca/) (Pang et al. 
2021; Guijas et al. 2018; Wishart et al. 2018; Tautenhahn 
et al. 2012; Horai et al. 2010). The details were listed in 
Supplemental Text S1.

Sequencing analysis of gut microbes

Intestinal microbiological DNA was extracted from fresh 
fecal samples by the E.Z.N.A.® Soil DNA Kit (Omega Bio-
tek, Norcross, GA, USA). The extracted genomic DNA was 
detected by 1% agarose gel electrophoresis. The V4–V5 
regions of the bacteria 16S ribosomal RNA gene were 
amplified by PCR. PCR products were detected and quanti-
fied by QuantiFluor™-ST blue fluorescence quantitative sys-
tem (Promega Company, Madison, Wisconsin, USA). The 
extracted genes were detected, and the data were analyzed 
on the IlluminaPE250 platform. The details were listed in 
the Supplementary material (Text S2).

Histological analysis

The rat colon was fixed with 10% formalin for 48 h, embed-
ded in paraffin, cut into Sects. 4.0 μM thick, then dewaxed 
with xylene and rehydrated. Sections were rinsed with 
distilled water and stained with the AB-PAS staining kit 
(Wuhan Servicebio Technology Co., Ltd., Wuhan, Hebei, 
China). Finally, the morphological characteristics of stained 
colon sections were observed by upright optical microscopes 
(Nikon, Minato, Tokyo, Japan).

Statistical analysis

Graphpad prism 9.0 (GraphPad Software, San Diego, CA, 
USA, www. graph pad. com) was used for statistical analysis. 
After the homogeneity of variance test, t-test was used to 
analyze the differences between the two groups, and one-way 
ANOVA was used to compare the differences between more 
than two groups. The results of all indexes were expressed 
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in mean ± standard error of mean (SEM), P < 0.05 indicated 
that the difference of the measured data was statistically sig-
nificant, P < 0.01 showed that there was a very significant 
statistical significance. Pearson correlation analysis was used 
in correlation analysis.

Nucleotide sequence accession number

The 16S rRNA sequences obtained in this study were depos-
ited into the NCBI Sequence Read Archive (SRA) database 
with accession number PRJNA767447.

Results

Amelioration of rhubarb on pathological symptoms 
of constipation

In this study, the constipation model was successfully induced 
by loperamide in rats. After oral administration of rhubarb, 
the fundamental defecation indexes (defecation frequency, 
oral-anal transit time, and fecal water content) and body 
weight growth rate of constipated rats were significantly 
improved, and the constipation symptoms of rats were allevi-
ated (Supplemental Fig. S1). ELISA kits were used to detect 
the constipation-related biochemical indicators in serum, and 
the histopathological changes of the colon were observed by 
AB-PAS staining in each group (Fig. 1). Compared with the 
normal group, the levels of gastrointestinal hormones includ-
ing MTL, GAS, and VIP in serum were remarkably decreased 
in the model group; in contrast, the levels of SS were mark-
edly increased (Fig. 1D–G). However, treatment with rhu-
barb could notably reverse these gastrointestinal hormones in 
constipated rats. Additionally, the results of colon histology 
showed that the colonic mucus layer of model rats was seri-
ously damaged (Fig. 1A), the mucin content in the mucosa 
was markedly decreased, and the muscle layer became thinner 
(Fig. 1B, C). After treatment with rhubarb, the mucin content 
was significantly increased and the muscle layer in the colon 
was markedly thickened.

Effects of rhubarb on the composition of gut 
microbiota in constipated rats

To explore the effect of rhubarb on the gut microbiota, 
the fecal microflora of 36 samples from six groups were 
analyzed by 16S rRNA sequencing. A total of 1,450,829 
high-quality reads were generated, which were subsequently 
clustered. The 5669 operational taxonomic units (OTUs) 
were eventually obtained according to 97% similarity level. 
According to the trend of individual rarefaction curves, 
Shannon–Wiener curves, rank-abundance distribution 
curves, and species accumulation curves, the sequencing 

data were adequate and could reflect the microbial informa-
tion in all samples (Supplemental Fig. S2). Chao1 and Shan-
non indices were used to evaluate the microbial α diversity 
in fecal samples (Fig. 2A, B). Compared with the normal 
group, Chao1 index was significantly decreased, and Shan-
non index was markedly increased in model rats. Rhubarb 
treatment could increase the Chao1 index, especially in the 
RH group (P < 0.05, vs. M group), and decreased Shannon 
index, especially in the RL and the RM group (P < 0.05, vs. 
M group). Regarding the β diversity, nonmetric multidimen-
sional scaling (NMDS) analysis was used to evaluate the dif-
ferences of gut microbiota among the six groups (Fig. 2C). 
It showed that the normal and model groups were separated 
and the different rhubarb-treated groups were close to the 
normal group. These results indicated the disorder of gut 
microbiota in constipated rats, while rhubarb could improve 
the dysbiosis of gut microbiota.

Next, the gut f lora was evaluated at the taxonomic 
levels of phylum, family, and genus. At the phylum level 
(Fig. 2D), there were no obvious differences between 
groups. At the family level (Fig. 2E), the abundances of 
Muribaculaceae, Oscillospiraceae, Christensenellaceae, 
and [Eubacterium] coprostanogenes group were signifi-
cantly increased in the model group compared with the 
normal group and were markedly reduced after rhubarb 
treatment. Besides, the abundances of Bacteroidaceae, 
Lactobacillaceae, and Butyricicoccaceae were nota-
bly decreased in the model group, while these trends 
were reversed by rhubarb. Heat map analysis was used 
to observe the changes in gut microbiota between six 
groups at the genus level (Fig. 2F). Twenty-nine kinds 
of bacteria were different between the model and normal 
groups in the genus level, of which ten were significantly 
affected by rhubarb (Supplemental Table S1). Compared 
with the normal group, the abundance of Ligilactobacil-
lus, Limosilactobacillus, Lachnospiraceae_uncultured, 
and Prevotellaceae UCG-001 were markedly reduced in 
model group, and Blautia, Oscillospiraceae UCG-005, 
Christensenellaceae R-7 group, [Eubacterium] copros-
tanoligenes group_norank, Erysipelotrichaceae_uncul-
tured, and Escherichia-Shigella were notably increased. 
In comparison, the abundance of these bacteria was 
remarkably reversed by rhubarb.

Linear discriminant analysis effect size (LEfSe) 
method was used to identify the specific bacterial taxa, 
and a total of 56 specific bacteria (LDA scores > 3) were 
identified in six groups (Fig. 3A, B). There were 11 spe-
cific bacteria in normal group, 12 specific bacteria in 
model group, 4 specific bacteria in the Bis group, 8 spe-
cific bacteria in the RL group, 10 specific bacteria in 
the RM group, and 11 specific bacteria in the RH group. 
These phylotypes played a key role in distinguishing the 
composition of gut microbiota in six groups.

Applied Microbiology and Biotechnology (2022) 106:1615–16311618
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Modulation of rhubarb on the fecal metabolic 
profiles of constipated rats

To explore the actual situation of intestinal flora metabo-
lism in each group, the fecal samples were analyzed by an 
UHPLC-Q-TOF/MS system in positive and negative ion 
models, and the corresponding metabolic fingerprints in 

each group were obtained (Supplemental Fig. S3). Next, the 
dataset generated by the MassLynx™ v4.1 workstation was 
imported into SIMCA-P for multivariate statistical analysis. 
The discrepancy in fecal metabolic profile between different 
treatment groups was assessed via partial least squares dis-
criminant analysis (PLS-DA). As shown in Fig. 4C, D, the 
metabolic profiles of rhubarb-treated groups were markedly 

Fig. 1  Evaluation of rhubarb on the laxative effect. Histopathological 
observation of colonic tissue (A), intestinal wall muscle thickness (B) 
and mucin content (C) in different group. Biochemical index level of 

GAS (D), MTL (E), VIP (F) and SS (G) in each group. The results of 
data statistics were expressed by means ± SEM. ∗P < 0.01, ∗∗P < 0.05, 
∗∗∗P < 0.001 vs. control; #P < 0.05, ##P < 0.01, ###P < 0.001 vs. model
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separated from the model group and closed to the normal 
group, which suggested that rhubarb could ameliorate the 
disorder of fecal metabolic profiles in model rats.

Next, potential biomarkers were screened based on 
orthogonal partial least square discriminant analysis (OPLS-
DA) between the normal and model groups. The score scat-
ter plot of OPLS-DA showed that the metabolic profiles of 
the normal and model groups were completely separated 
(Fig. 4A). A combination plot of loading S-plot and VIP-val-
ues was used to identify differential metabolites (Fig. 4B). 
According to the restrictions (VIP > 1, P < 0.05), 308 (ESI +) 
and 143 (ESI-) features were obtained as potential differen-
tial metabolites related to constipation.

Based on MS spectrum information, these potential dif-
ferential metabolites were identified by the HMDB and 
METLIN database. A total of 17 potential biomarkers were 
finally identified. The detailed information of these bio-
markers was listed in Table 1. Compared with the normal 
group, the significantly increased metabolites in the model 
group included calcidiol, 3α,7α-dihydroxy-5β-cholestane, 
27-deoxy-5β-cyprinol, 10-hydroxystearic acid, and litho-
cholic acid, while the levels of 12 biomarkers (17α,21-
dihydroxypregnenolone, cholic acid, chenodeoxycholic acid 
docosahexaenoic acid, arachidonic acid, and others) were 
markedly decreased in constipation rats. After rhubarb treat-
ment, the level of these differential metabolites were notably 
reversed. The MetPA databases (https:// www. metab oanal yst. 
ca) and the KEGG databases (https:// www. genome. jp/ kegg/) 
were used for metabolic pathways analysis. Based on 17 
identified biomarkers, 8 metabolic pathways were obtained, 
in which 3 metabolic pathways were selected as the most 
important metabolic pathways (P < 0.05, impact > 0.1) 
that were related to metabolic disturbances (Fig. 5). These 
metabolic pathways included arachidonic acid metabo-
lism, primary bile acid biosynthesis, and α-linolenic acid 
metabolism.

Correlation among intestinal microflora, fecal 
metabolites, and constipation‑related biochemical 
indexes

To explore the relationship among the gut microbiota, fecal 
metabolites, and constipation-related biochemical indexes, 
Pearson correlation analysis was carried out and the cor-
relation coefficient heatmap was obtained (Fig. 6). Results 

showed that MTL, GAS, and VIP were positively corre-
lated with Ligilactobacillus, Limosilactobacillus, Lachno-
spiraceae_uncultured, and Prevotellacaae UCG-001, while 
SS positively correlated with Christensenellaceae R-7 group, 
Erysipelotrichaceae_uncultured, Escherichia-Shigella, 
Oscillospiraceae UCG-005, Blautia, and [Eubacterium] 
coprostanoligenes group_norank. Additionally, bacteria 
such as Ligilactobacillus, Limosilactobacillus, Lachno-
spiraceae_uncultured, and Prevotellacaae UCG-001 were 
positively correlated with 12 metabolites including cholic 
acid, α-linolenic acid, chenodeoxycholic acid, prostaglandin 
F2α, and 7α,27-dihydroxycholesterol, and others (Fig. 6A). 
Oscillospiraceae UCG-005, [Eubacterium] coprostanoli-
genes group_norank, Christensenellaceae R-7 group, Ery-
sipelotrichaceae_uncultured, Escherichia-Shigella, and 
Blautia were positively related to calcidiol, lithocholic acid, 
10 − hydroxystearic acid, 3α,7α-dihydroxy-5β-cholestane, 
and 27-deoxy-5β-cyprinol. Furthermore, the relationship 
between 4 biochemical indexes and 17 metabolites were 
analyzed (Fig. 6B). The 12 metabolites such as cholic acid, 
α-linolenic acid, chenodeoxycholic acid, prostaglandin F2α, 
7α,27-dihydroxycholesterol, and others were positively cor-
related with GAS, MTL, and VIP. SS was positively related 
to calcidiol, lithocholic acid, 10 − hydroxystearic acid, 
3α,7α-dihydroxy-5β-cholestane, and 27-deoxy-5β-cyprinol.

Discussion

Rhubarb, a traditional herb, has been used to treat consti-
pation and other gastrointestinal diseases for more than 
2000 years (Wang et al. 2013; Cirillo and Capasso 2015). 
The rhubarb is rich in polyphenols, particularly in anthraqui-
nones, which can be metabolized by specific colonic bacteria 
and impact directly on gut microbiota composition. Some 
studies indicated that some rhubarb components, such as 
rhein and emodin, could regulate the gut microbiota (Lu 
et al. 2020; Wu et al. 2020). Currently, increasing evidence 
has shown a close correlation between the gut microbiota 
dysbiosis and constipation (Mancabelli et al. 2017). Addi-
tionally, some metabolites of intestinal flora play an impor-
tant role in health, such as bile acid, short-chain fatty acid, 
and indoles (Fan and Pedersen 2021). Thus, this study 
attempted to explore the laxative effect of rhubarb through 
the combination of the intestinal microbiome and fecal 
metabolome.

Constipation seriously affects people’s quality of life and 
is a vast medical burden on society. In daily life, the inducing 
factors of constipation are multifactorial, including physi-
cal inactivity, inadequate fiber intake, excessive stress, and 
administration of some opioids, calcium channel blockers, 
and anticholinergics, but the exact pathogenesis of constipa-
tion is still unclear (Vriesman et al. 2020). In experimental 

Fig. 2  Analysis of intestinal microbial diversity and species compo-
sition. The alpha diversity of intestinal microorganisms was evalu-
ated through Chao1 (A) and Shannon (B) index. The beta diversity of 
intestinal microorganisms was evaluated through NMDS (C). Rela-
tive abundances of the main phyla (D), families (E) and genera (F) of 
intestinal microbiota in different groups. The results of data statistics 
were expressed by means ± SEM. ∗P < 0.01, ∗∗P < 0.05, ∗∗∗P < 0.001 
vs. control; #P < 0.05, ##P < 0.01, ###P < 0.001 vs. model

◂
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studies, the constipation model is commonly used to inves-
tigate the efficacy and mechanism of laxatives. Although 
some studies also showed that rhubarb had a laxative effect 
on the common model, rhubarb is only used to establish a 
diarrhea model (Sun et al. 2020; Peng et al. 2014). Addi-
tionally, the constipated model of rats is consistent with 
the pathophysiology of clinical constipation patients with 
intestinal dysfunction, which is helpful for us to investigate 
the mechanism of rhubarb in the treatment of constipation. 
Therefore, we used a rat model of constipation to investigate 
the laxative effect of rhubarb. Our data showed that gastro-
intestinal hormones (GAS, MTL, VIP, and SS) were disor-
dered in constipation. These gastrointestinal hormones play 
an essential role in regulating the physiological function of 
the gut. For example, GAS could promote the growth of the 
mucosa of digestive tract, the contraction of gastrointestinal 
smooth muscle, and the relaxation of the pyloric sphinc-
ter, thereby relieving constipation (Suo et al. 2014). MTL 
could stimulate the secretion of gastric juice and pepsin and 
affect the water and electrolyte transport of the intestinal 
lumen (Feighner et al. 1999). SS could inhibit the secretion 
of gastrointestinal hormones that promoted defecation (Qian 
et al. 2018). VIP could significantly stimulate the secretion 
of water and electrolytes in the intestinal tract and increase 
gastrointestinal motility (Iwasaki et al. 2019). In this study, 
rhubarb significantly improved constipation by reducing 
gastrointestinal transit time, increasing the stool water con-
tent, regulating gastrointestinal hormones disruption, and 
protecting the intestinal barrier (Fig. 1 and Supplemental 
Fig. S1). Compared with the normal group, the levels of 
GAS, MTL, and VIP decreased significantly, while the level 
of SS increased remarkably in the model group. However, 
rhubarb could notably reverse this trend.

With the increasing understanding of the gut microbiota, 
it has been proved to be involved in the development of vari-
ous diseases such as diabetes, inflammatory bowel disease, 
and obesity. In recent years, the dysbiosis of gut microbiota 
in constipation has been confirmed, and regulation of the 
gut microbiota is gradually becoming a new treatment for 
constipation (Ohkusa et al. 2019). The disorder of gut micro-
biota in constipated rats was also observed in this study, 
and treatment with rhubarb could markedly improve the 
disorder of gut microbiota (Fig. 2). The abundance of Lach-
nospiraceae_uncultured, Prevotellaceae UCG-001, Limosi-
lactobacillus, and Ligilactobacillus in constipated rats was 
remarkably increased by rhubarb. Previous studies have 
shown that Prevodellaceae UCG-001 could degrade fiber 
to produce short-chain fatty acids (Bekele et al. 2010). As 
a source of energy for the intestinal epithelium, short-chain 

fatty acids play an important role in intestinal homeostasis. 
Additionally, short-chain fatty acids could promote intestinal 
mucus secretion and protect the intestinal barrier (Mangian 
and Tappenden 2009; Wrzosek et al. 2013). As two members 
of Lactobacillusaceae, the levels of Limosilactobacillus and 
Ligilactobacillus as intestinal probiotics were raised by rhu-
barb. Clinical studies indicated that some species of Limosi-
lactobacillus were able to improve constipation (Riezzo 
et al. 2019; Trivić et al. 2021). A recent clinical study dem-
onstrated that the abundance of Erysipelotrichaceae was 
increased in constipated patients (Tian et al. 2020). Ery-
sipelotrichaceae was found to be closely associated with 
inflammation-related gastrointestinal diseases and metabolic 
disorders (Kaakoush 2015). Our results also showed that 
Erysipelotrichaceae was significantly enriched in consti-
pated rats (Fig. 3), and Erysipelotrichaceae_uncultured 
was markedly reduced by rhubarb (Supplemental Table S1). 
Additionally, the conditional pathogen Escherichia-Shigella 
in the model group was notably reduced after the treatment 
with rhubarb. Therefore, it was reasonable to assume that 
rhubarb could restore the microecological homeostasis of 
intestine by promoting the proliferation of beneficial bac-
teria and inhibiting harmful bacteria, further ameliorating 
constipation.

Metabolomics based on UPLC-Q-TOF–MS has been 
widely used to screen and identify the biomarkers associ-
ated with various diseases. To establish the metabolic pro-
files of gut microbiota, non-targeted metabolomics analysis 
method was applied to screen differential metabolites in 
feces. Finally, 17 metabolites were identified in fecal sam-
ples and these metabolites are involved in 8 metabolic path-
ways (Table 1 and Fig. 5). Furthermore, metabolic pathways 
including primary bile acid biosynthesis, arachidonic acid 
metabolism, and α-linolenic acid metabolism were disturbed 
in constipated rats and were markedly improved by rhubarb. 
The levels of chenodeoxycholic acid and cholic acid in the 
model rats were significantly increased by rhubarb. Previ-
ous studies also confirmed that intestinal chenodeoxycholic 
acid and cholic acid levels were lower in constipated patients 
than in the healthy population (Shin et al. 2013; Vijayvar-
giya et al. 2018). Chenodeoxycholic acid and cholic acid 
could relieve constipation by accelerating intestinal transit 
and promoting colonic motility and secretion (Mekjian et al. 
1971; Vijayvargiya et al. 2018). Colonic administration of 
chenodeoxycholic acid showed clinical efficacy in treatment 
of irritable bowel syndrome with constipation (Steiger et al. 
2020). Thus, the alteration of bile acid metabolism might 
be related to the pathophysiology of constipation. In addi-
tion, the arachidonic acid metabolic pathway was affected 
in constipated rats. Arachidonic acid metabolism could 
play an important role in intestinal motility and secretion 
of intestinal fluid (Lai and Manley 1984). Prostaglandin 
F2α could stimulate chloride secretion in colon epithelial 

Fig. 3  Linear discriminant analysis effect size. A cladogram showed 
specific bacteria among six groups (A). Linear discriminant analysis 
(LDA) showed scores of these specific bacteria (B)

◂
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Fig. 4  Multivariate statistical analysis and differential metabolic 
screening. Score scatter plot (A) and S-plot (B) were obtained by 
OPLS-DA analysis between normal and model groups in positive 

and negative ion mode. In positive and negative ion mode, score scat-
ter 2D (C) and 3D (D) plot of each group were obtained by PLS-DA 
analysis

Applied Microbiology and Biotechnology (2022) 106:1615–16311624



1 3

Ta
bl

e 
1 

 T
he

 id
en

tifi
ed

 a
nd

 c
ha

ng
e 

tre
nd

 o
f t

he
 p

ot
en

tia
l b

io
m

ar
ke

rs
 in

 c
on

sti
pa

tio
n 

ra
ts

 in
te

rv
en

ed
 b

y 
rh

ub
ar

b

Th
e 

le
ve

ls
 o

f p
ot

en
tia

l b
io

m
ar

ke
rs

 a
re

 la
be

le
d 

w
ith

 u
pr

eg
ul

at
io

n 
(↑

) a
nd

 d
ow

nr
eg

ul
at

io
n 

(↓
). 

RT
, r

et
en

tio
n 

tim
e

“#
” 

in
di

ca
te

s s
ig

ni
fic

an
t c

ha
ng

e 
of

 M
 v

s. 
N

 (##
# P 

<
 0.

00
1;

 ##
P 

<
 0.

01
; # P 

<
 0.

05
); 

“*
” 

in
di

ca
te

s s
ig

ni
fic

an
t c

ha
ng

e 
of

 d
iff

er
en

t t
re

at
m

en
t g

ro
up

s v
s. 

M
 (*

**
P 

<
 0.

00
1;

 *
*P

 <
 0.

01
; *

P 
<

 0.
05

)
N

, n
or

m
al

 g
ro

up
; M

, m
od

el
 g

ro
up

; B
is

, b
is

ac
od

yl
 (2

 m
g/

kg
); 

RL
, l

ow
 d

os
e 

of
 rh

ub
ar

b 
(1

 g
/k

g)
; R

M
, m

ed
iu

m
 d

os
e 

of
 rh

ub
ar

b 
(3

 g
/k

g)
; R

H
, h

ig
h 

do
se

 o
f r

hu
ba

rb
 (9

 g
/k

g)

M
et

ab
ol

ite
s

Fo
rm

ul
a

H
M

D
B

M
as

s (
m

/z
)

RT
 (m

in
)

M
ol

ec
ul

ar
 io

ns
V

IP
M

od
el

Eff
ec

ts
 o

f t
es

t d
ru

gs
Pa

th
w

ay
Io

n 
m

od
e

M
/N

Bi
s

R
L

R
M

R
H

α-
Li

no
le

ni
c 

ac
id

C
18

H
30

O
2

0,
00

1,
38

8
27

9.
23

04
12

.2
9

[M
 +

 H
] +

 
2.

32
34

↓##
↑*

*
↑*

*
↑*

*
↑*

α-
Li

no
le

ni
c 

ac
id

 m
et

ab
ol

is
m

ES
I +

 
5-

L-
gl

ut
am

yl
-ta

ur
in

e
C

7H
14

N
2O

6S
0,

00
4,

19
5

25
5.

05
98

7.
34

[M
 +

 H
] +

 
2.

25
00

↓##
#

↑*
↑*

**
↑*

↑*
*

Ta
ur

in
e 

an
d 

hy
po

ta
ur

in
e 

m
et

ab
o-

lis
m

ES
I +

 

3-
D

eh
yd

ro
sp

hi
ng

an
in

e
C

18
H

37
N

O
2

0,
00

1,
48

0
30

0.
28

73
13

.1
3

[M
 +

 H
] +

 
1.

84
60

↓##
#

↑*
**

↑*
**

↑*
*

↑*
Sp

hi
ng

ol
ip

id
 m

et
ab

ol
is

m
ES

I +
 

Pr
os

ta
gl

an
di

n 
F2

α
C

20
H

34
O

5
0,

00
1,

13
9

35
5.

25
09

10
.7

9
[M

 +
 H

] +
 

2.
41

59
↓##

#
↑*

↑*
**

↑*
**

↑*
**

A
ra

ch
id

on
ic

 a
ci

d 
m

et
ab

ol
is

m
ES

I +
 

17
α,

21
-d

ih
yd

ro
xy

pr
eg

ne
no

lo
ne

C
21

H
32

O
4

0,
00

6,
76

2
37

1.
24

75
10

.8
9

[M
 +

 N
a]

 +
 

2.
17

59
↓##

#
↑*

**
↑*

**
↑*

**
↑*

**
St

er
oi

d 
ho

rm
on

e 
bi

os
yn

th
es

is
ES

I +
 

7α
,2

7-
di

hy
dr

ox
yc

ho
le

ste
ro

l
C

27
H

46
O

3
0,

00
6,

28
1

42
1.

33
90

12
.8

1
[M

 +
 H

] +
 

2.
02

91
↓##

#
↑*

**
↑*

**
↑*

**
↑*

**
Pr

im
ar

y 
bi

le
 a

ci
d 

bi
os

yn
th

es
is

ES
I +

 
C

al
ci

di
ol

C
27

H
44

O
2

0,
00

3,
55

0
42

3.
31

53
10

.9
2

[M
 +

 N
a]

 +
 

1.
19

70
↑##

↓*
**

↓*
*

↓*
**

↓*
**

St
er

oi
d 

bi
os

yn
th

es
is

ES
I +

 
C

am
pe

ste
ro

l
C

28
H

48
O

0,
00

2,
86

9
42

3.
35

35
12

.4
7

[M
 +

 N
a]

 +
 

3.
87

56
↓##

#
↑*

**
↑*

**
↑*

↑*
**

St
er

oi
d 

bi
os

yn
th

es
is

ES
I +

 
3α

,7
α-

di
hy

dr
ox

y-
5β

-c
ho

le
st

an
e

C
27

H
48

O
2

0,
00

6,
89

3
42

7.
35

17
13

.6
6

[M
 +

 N
a]

 +
 

1.
94

46
↑##

#
↓*

**
↓*

**
↓*

**
↓*

**
Pr

im
ar

y 
bi

le
 a

ci
d 

bi
os

yn
th

es
is

ES
I +

 
27

-d
eo

xy
-5

β-
cy

pr
in

ol
C

27
H

48
O

4
0,

00
1,

23
1

45
9.

34
22

13
.4

5
[M

 +
 N

a]
 +

 
2.

91
13

↑#
↓*

**
↓*

**
↓*

**
↓*

**
Pr

im
ar

y 
bi

le
 a

ci
d 

bi
os

yn
th

es
is

ES
I +

 
A

ra
ch

id
on

ic
 a

ci
d

C
20

H
32

O
2

0,
00

1,
04

3
30

3.
23

11
13

.4
5

[M
-H

]-
3.

02
44

↓##
#

↑*
*

↑*
**

↑*
**

↑*
*

A
ra

ch
id

on
ic

 a
ci

d 
m

et
ab

ol
is

m
ES

I-
D

oc
os

ah
ex

ae
no

ic
 a

ci
d

C
22

H
32

O
2

0,
00

2,
18

3
32

7.
23

28
13

.2
7

[M
-H

]-
1.

77
54

↓##
#

↑*
*

↑*
*

↑
↑

B
io

sy
nt

he
si

s o
f u

ns
at

ur
at

ed
 fa

tty
 

ac
id

s
ES

I-

C
he

no
de

ox
yc

ho
lic

 a
ci

d
C

24
H

40
O

4
0,

00
0,

51
8

39
1.

28
46

11
.2

7
[M

-H
]-

5.
11

59
↓#

↑*
↑

↑*
↑*

*
Pr

im
ar

y 
bi

le
 a

ci
d 

bi
os

yn
th

es
is

ES
I-

C
ho

lic
 a

ci
d

C
24

H
40

O
5

0,
00

0,
61

9
40

7.
27

87
9.

86
[M

-H
]-

5.
24

08
↓##

↑*
*

↑*
*

↑*
*

↑*
*

Pr
im

ar
y 

bi
le

 a
ci

d 
bi

os
yn

th
es

is
ES

I-
Li

th
oc

ho
lic

 a
ci

d
C

24
H

40
O

3
0,

00
0,

76
1

37
5.

28
96

11
.9

4
[M

-H
]-

1.
98

44
↑##

#
↓*

**
↓*

↓*
**

↓*
**

B
ile

 a
ci

d 
m

et
ab

ol
is

m
ES

I-
10

-H
yd

ro
xy

ste
ar

ic
 a

ci
d

C
18

H
36

O
3

0,
03

7,
39

6
29

9.
25

81
12

.4
5

[M
-H

]-
3.

67
74

↑#
↓*

*
↓*

*
↓*

↓*
*

Fa
tty

 a
ci

d 
m

et
ab

ol
is

m
ES

I-
7-

K
et

od
eo

xy
ch

ol
ic

 a
ci

d
C

24
H

38
O

5
0,

00
0,

39
1

40
5.

26
30

10
.1

9
[M

-H
]-

3.
64

58
↓#

↑*
↑*

**
↑*

**
↑*

**
Fa

tty
 a

ci
d 

m
et

ab
ol

is
m

ES
I-

Applied Microbiology and Biotechnology (2022) 106:1615–1631 1625



1 3

cells (Collins et  al. 2009). In the results, prostaglandin 
F2α was notably increased by rhubarb in constipated rats 
(Table 1). α-Linolenic acid, an ω-3 fatty acid, was signifi-
cantly increased by rhubarb, and it could promote gastroin-
testinal motility in cecum resected rats (Zhang et al. 2011), 
reduce inflammation of the colonic mucosa, and increase the 
abundance of bacteria associated with the intestinal mucosa 
(Pearl et al. 2014; Plissonneau et al. 2021). Moreover, litho-
cholic acid, a toxic secondary bile acid produced by the 
metabolism of colonic microorganisms, was significantly 
increased in the model group, which was probably related 
to the prolonged intestinal transit time during constipation. 
Lithocholic acid could exert a cancer-promoting effect in 
the intestinal mucosa (Kozoni et al. 2000). A clinical study 
showed that the level of lithocholic acid in the feces of 
patients with constipation was significantly higher than that 
of the healthy population (Vijayvargiya et al. 2019), which 
was consistent with our findings. However, rhubarb could 
significantly reduce the level of lithocholic acid in the feces 
of rats with constipation. Thus, rhubarb might alleviate con-
stipation by modulating metabolic pathways such as primary 
bile acid biosynthesis, arachidonic acid metabolism, and 
α-linolenic acid metabolism and reducing toxic metabolites 
of gut flora.

In this study, a correlation between intestinal flora and its 
metabolites was comprehensively evaluated (Fig. 6). Two 
free bile acids (chenodeoxycholic acid and cholic acid) were 

positively correlated with Ligilactobacillus and Limosila-
lactobacillus. Bile salts in the large intestine were mainly 
hydrolyzed by bile salt hydrolases from dominant bacte-
ria such as Bifidobacterium and Lactobacillus to free bile 
acids (Ridlon et al. 2016), and the latter were subsequently 
degraded to secondary bile acids (Wahlström et al. 2016). 
Increasing evidence indicated that bile acids could promote 
the movement and secretion of the colon. In this study, a 
positive relation between secondary bile acids like litho-
cholic acid and pathogenic bacteria such as Escherichia-
Shigella and Erysipelotrichaceae_uncultured was observed. 
However, lithocholic acid was one of the most toxic bile 
acids (Halvorsen et al. 2000), which suggested that the dis-
order of intestinal bacteria might be one of the causes of 
intestinal toxin accumulation in the progress of constipation. 
Furthermore, the lever of α-linolenic acid in constipation 
rats was notably upregulated by rhubarb, while α-linolenic 
acid was also found to be positively correlated with Ligi-
lactobacillus and Limosilalactobacillus. α-Linolenic acid 
was reported to promote the proliferation and adhesion of 
beneficial bacteria to intestinal epithelial cells (Liu et al. 
2021). In addition, docosahexaenoic acid, as the downstream 
product of α-linolenic acid in the biosynthesis of polyun-
saturated fatty acids (PUFAs), was also positively correlated 
with Ligilactobacillus and Limosilalactobacillus. Similarly, 
arachidonic acid, as a lipid in the biosynthesis of PUFAs, 
was also positively related to the beneficial bacteria. The 
homeostasis of intestinal PUFAs played an important role 
in maintaining intestinal physiology, including intestinal 
barrier and inflammation (Durkin et al. 2021; Warner et al. 
2019). Evidence suggested that ω-3 PUFA could change gut 
microbial composition in human (Costantini et al. 2017). 
Therefore, it was intimated that rhubarb might improve the 
disorder of intestinal flora in constipated rats through main-
taining the homeostasis of intestinal PUFAs.

Furthermore, the prediction of gut microbiota function 
could provide a complement to researches on fecal metabo-
lism. The results of function prediction and analysis of gut 
flora showed that some metabolic pathways were changed 
by rhubarb, especially retinol metabolism, steroid hormone 
biosynthesis, primary and secondary bile acid biosynthesis, 
butanoate metabolism, methan metabolism, and propionic 
acid metabolism (Supplemental Fig. S4). Anaerobic metha-
nogens in the gut could use methane biosynthesis for energy 
production (Triantafyllou et al. 2014). Recently, some stud-
ies have shown that methane could slow down intestinal 
peristalsis (Pimentel et al. 2006; Park et al. 2017). Moreover, 
Methanobrevibacter smithii was considered to be the pri-
mary methane producer (Kim et al. 2012). Interestingly, rhu-
barb could significantly reduce methane metabolism in this 
research (Supplemental Fig. S4B), which hinted that rhu-
barb might improve constipation by inhibiting the growth of 
methane-producing bacteria. Function prediction of the gut 

Fig. 5  Metabolic pathways of potential biomarkers. 1. Taurine and 
hypotaurine metabolism; 2. primary bile acid biosynthesis; 3. ara-
chidonic acid metabolism; 4. biosynthesis of unsaturated fatty acids; 
5. steroid hormone biosynthesis; 6. sphingolipid metabolism; 7. 
α-Linolenic acid metabolism; 8. steroid biosynthesis

Applied Microbiology and Biotechnology (2022) 106:1615–16311626
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microbiota also indicated that primary bile acid biosynthe-
sis was increased by rhubarb in constipated rats, consistent 
with the results of pathway analysis in the fecal metabolome. 
Bile acids are natural laxatives that affect the colon secretion 
and promote the intestinal motility as prokinetic agents (Rao 
et al. 2010). Bile acids are synthesized in the liver and form 
conjugates with some amino acids. When they arrive in the 
colon, they can be uncoupled and converted into secondary 
bile acids by the intestinal flora. Therefore, we speculated 
that rhubarb might influence the levels of intestinal bile acids 
by regulating the intestinal flora to achieve a laxative effect. 
Retinol, known as vitamin A, is essential for maintaining 
the integrity of the epithelium and mucous membranes, but 
it can easily become deficient (Pattanakitsakul et al. 2020). 

Other studies showed that retinol derivatives produced by 
symbiotic bacteria had protective effects on the intestinal 
epithelial barrier (Yamada and Kanda 2019; Takahashi et al. 
2020). In this study, retinol metabolism was downregulated 
in the model group, while rhubarb could reverse this trend 
in constipated rats. In summary, predicting of the metabolic 
function of gut flora might be helpful to better understand 
the co-metabolism between gut flora and host and further 
clarify the mechanism of rhubarb.

In conclusion, loperamide-induced constipation rat 
was successfully established and applied to investigate 
the therapeutic effect of rhubarb. Results showed that 
different dosages of rhubarb had a good laxative effect. 

Fig. 6  Correlation analysis among constipation-related biochemical 
indexes, intestinal flora and fecal metabolites. A Pearson’s correlation 
analysis was performed between intestinal bacteria abundance, fecal 

metabolites and constipation-related biochemical index. B Pearson’s 
correlation analysis was carried out between constipation-related bio-
chemical index and fecal metabolites

Applied Microbiology and Biotechnology (2022) 106:1615–1631 1627
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Furthermore, 16S rRNA gene sequencing and fecal metab-
olomic analysis showed that rhubarb could significantly 
ameliorate the dysbiosis of gut microbiota and the disorder 
of fecal metabolite profiles in constipation rats. Benefi-
cial bacteria such as Ligilactobacillus, Limosilalactoba-
cillus, Lachnospiraceae_uncultured, and Prevotellaceae 
UCG-001 decreased in constipation rats were remarkably 
enriched after the treatment with rhubarb, while opportun-
istic pathogens such as Escherichia-Shigella were notably 
decreased by rhubarb. Additionally, fecal metabolomics 
analysis indicated that fecal metabolic profiles of rats with 
constipation were improved after rhubarb treatment. Rhu-
barb significantly increased pro-defecation metabolites 
such as chenodeoxycholic acid, cholic acid, prostaglandin 
F2α, and α-linolenic acid and markedly decreased toxic 
metabolites such as lithocholic acid in constipated rats. 
Additionally, the correlation analysis showed that che-
nodeoxycholic acid, cholic acid, prostaglandin F2α, and 
α-linolenic acid were positively correlated with Ligilacto-
bacillus, Limosilalactobacillus, Lachnospiraceae_uncul-
tured, and Prevotellaceae UCG-001, while lithocholic 
acid was proportional to Escherichia-Shigella. These 
results suggested that an interplay among gut microbiota, 
microbiota-derived metabolites, and the host might play an 
important role in the constipation process. Rhubarb might 
treat constipation by improving the disorder of intestinal 
flora and its mechanism, and restoring intestinal flora 
homeostasis. Additionally, this study also showed that the 
combined application of multi-omics was a potential strat-
egy to reveal the mechanism of herbal medicines.

Supplementary Information The online version contains supplemen-
tary material available at https:// doi. org/ 10. 1007/ s00253- 022- 11813-5.

Author contributions YL performed experiments, analyzed the data, 
and wrote the manuscript. YW, WWL, CL, HFL, ZLD, KZ, EXS, and 
DWQ helped with performing experiments and analyzed data. SJ and 
JAD designed the study and critically reviewed the manuscript. All 
authors read and approved the manuscript.

Funding This work was financially supported by the National Natural 
Science Foundation of China (No.82074126) and Jiangsu Collaborative 
Innovation Center of Chinese Medicinal Resources Industrialization 
(No. ZDXM-1–10).

Data availability All data generated or analyzed during this study are 
included in this published article (and its supplementary information 
files).

Declarations 

Ethical approval All applicable international, national, and/or institu-
tional guidelines for the care and use of animals were followed.

Conflict of interest The authors declare no competing interests.

References

Andromanakos N, Skandalakis P, Troupis T, Filippou D (2006) Consti-
pation of anorectal outlet obstruction: pathophysiology, evaluation 
and management. J Gastroenterol Hepatol 21:638–646. https:// doi. 
org/ 10. 1111/j. 1440- 1746. 2006. 04333.x

Bekele AZ, Koike S, Kobayashi Y (2010) Genetic diversity and diet 
specificity of ruminal Prevotella revealed by 16S rRNA gene-
based analysis. FEMS Microbiol Lett 305:49–57. https:// doi. org/ 
10. 1111/j. 1574- 6968. 2010. 01911.x

Bharucha AE, Wald A (2019) Chronic constipation. Mayo Clin Proc 
94:2340–2357. https:// doi. org/ 10. 1016/j. mayocp. 2019. 01. 031

Bharucha AE, Lacy BE (2020) Mechanisms, evaluation, and manage-
ment of chronic constipation. Gastroenterology 158:1232–1249. 
https:// doi. org/ 10. 1053/j. gastro. 2019. 12. 034

Bharucha AE, Dorn SD, Lembo A, Pressman A (2013) American gas-
troenterological association medical position statement on consti-
pation. Gastroenterology 144:211–217. https:// doi. org/ 10. 1053/j. 
gastro. 2012. 10. 029

Bhattarai Y, Williams BB, Battaglioli EJ, Whitaker WR, Till L, Grover 
M, Linden DR, Akiba Y, Kandimalla KK, Zachos NC, Kaunitz 
JD, Sonnenburg JL, Fischbach MA, Farrugia G, Kashyap PC 
(2018) Gut microbiota-produced tryptamine activates an epithe-
lial G-protein-coupled receptor to increase colonic secretion. Cell 
Host Microbe 23:775–785. https:// doi. org/ 10. 1016/j. chom. 2018. 
05. 004

Chandrasekharan B, Saeedi BJ, Alam A, Houser M, Srinivasan S, Tan-
sey M, Jones R, Nusrat A, Neish AS (2019) Interactions between 
commensal bacteria and enteric neurons, via FPR1 induction of 
ROS, increase gastrointestinal motility in mice. Gastroenterology 
157:179–192. https:// doi. org/ 10. 1053/j. gastro. 2019. 03. 045

Chatoor D, Emmnauel A (2009) Constipation and evacuation disorders. 
Best Pract Res Clin Gastroenterol 23:517–530. https:// doi. org/ 10. 
1016/j. bpg. 2009. 05. 001

Cirillo C, Capasso R (2015) Constipation and botanical medicines: an 
overview. Phytother Res 29:1488–1493. https:// doi. org/ 10. 1002/ 
ptr. 5410

Collins D, Hogan AM, Skelly MM, Baird AW, Winter DC (2009) 
Cyclic AMP-mediated chloride secretion is induced by prostaglan-
din F2alpha in human isolated colon. Brit J Pharmacol 158:1771–
1776. https:// doi. org/ 10. 1111/j. 1476- 5381. 2009. 00464.x

Costantini L, Molinari R, Farinon B, Merendino N (2017) Impact of 
omega-3 fatty acids on the gut microbiota. Int J Mol Sci 18:2645. 
https:// doi. org/ 10. 3390/ ijms1 81226 45

Dimidi E, Christodoulides S, Scott SM, Whelan K (2017) Mechanisms 
of action of probiotics and the gastrointestinal microbiota on gut 
motility and constipation. Adv Nutr 8:484–494. https:// doi. org/ 
10. 3945/ an. 116. 014407

Durkin LA, Childs CE, Calder PC (2021) Omega-3 polyunsaturated 
fatty acids and the intestinal epithelium-a review. Foods 10:199. 
https:// doi. org/ 10. 3390/ foods 10010 199

Fan Y, Pedersen O (2021) Gut microbiota in human metabolic health 
and disease. Nat Rev Microbiol 19:55–71. https:// doi. org/ 10. 1038/ 
s41579- 020- 0433-9

Feighner SD, Tan CP, McKee KK, Palyha OC, Hreniuk DL, Pong 
SS, Austin CP, Figueroa D, MacNeil D, Cascieri MA, Nargund 
R, Bakshi R, Abramovitz M, Stocco R, Kargman S, O’Neill G, 
Van Der Ploeg LH, Evans J, Patchett AA, Smith RG, Howard AD 
(1999) Receptor for motilin identified in the human gastrointesti-
nal system. Science 284:2184–2188. https:// doi. org/ 10. 1126/ scien 
ce. 284. 5423. 2184

Guijas C, Montenegro-Burke JR, Domingo-Almenara X, Palermo A, 
Warth B, Hermann G, Koellensperger G, Huan T, Uritboonthai 
W, Aisporna AE, Wolan DW, Spilker ME, Benton HP, Siuzdak 
G (2018) METLIN: a technology platform for identifying 

Applied Microbiology and Biotechnology (2022) 106:1615–16311628

https://doi.org/10.1007/s00253-022-11813-5
https://doi.org/10.1111/j.1440-1746.2006.04333.x
https://doi.org/10.1111/j.1440-1746.2006.04333.x
https://doi.org/10.1111/j.1574-6968.2010.01911.x
https://doi.org/10.1111/j.1574-6968.2010.01911.x
https://doi.org/10.1016/j.mayocp.2019.01.031
https://doi.org/10.1053/j.gastro.2019.12.034
https://doi.org/10.1053/j.gastro.2012.10.029
https://doi.org/10.1053/j.gastro.2012.10.029
https://doi.org/10.1016/j.chom.2018.05.004
https://doi.org/10.1016/j.chom.2018.05.004
https://doi.org/10.1053/j.gastro.2019.03.045
https://doi.org/10.1016/j.bpg.2009.05.001
https://doi.org/10.1016/j.bpg.2009.05.001
https://doi.org/10.1002/ptr.5410
https://doi.org/10.1002/ptr.5410
https://doi.org/10.1111/j.1476-5381.2009.00464.x
https://doi.org/10.3390/ijms18122645
https://doi.org/10.3945/an.116.014407
https://doi.org/10.3945/an.116.014407
https://doi.org/10.3390/foods10010199
https://doi.org/10.1038/s41579-020-0433-9
https://doi.org/10.1038/s41579-020-0433-9
https://doi.org/10.1126/science.284.5423.2184
https://doi.org/10.1126/science.284.5423.2184


1 3

knowns and unknowns. Anal Chem 90:3156–3164. https:// doi. 
org/ 10. 1021/ acs. analc hem. 7b044 24

Halvorsen B, Staff AC, Ligaarden S, Prydz K, Kolset SO (2000) 
Lithocholic acid and sulphated lithocholic acid differ in the abil-
ity to promote matrix metalloproteinase secretion in the human 
colon cancer cell line CaCo-2. Biochem J 349:189–193. https:// 
doi. org/ 10. 1042/ 0264- 6021: 34901 89

He Q, Han C, Huang L, Yang H, Hu J, Chen H, Dou R, Ren D, Lin H 
(2020) Astragaloside IV alleviates mouse slow transit constipa-
tion by modulating gut microbiota profile and promoting butyric 
acid generation. J Cell Mol Med 24:9349–9361. https:// doi. org/ 
10. 1111/ jcmm. 15586

Horai H, Arita M, Kanaya S, Nihei Y, Ikeda T, Suwa K, Ojima Y, 
Tanaka K, Tanaka S, Aoshima K, Oda Y, Kakazu Y, Kusano 
M, Tohge T, Matsuda F, Sawada Y, Hirai MY, Nakanishi H, 
Ikeda K, Akimoto N, Maoka T, Takahashi H, Ara T, Sakurai N, 
Suzuki H, Shibata D, Neumann S, Iida T, Tanaka K, Funatsu 
K, Matsuura F, Soga T, Taguchi R, Saito K, Nishioka T (2010) 
MassBank: a public repository for sharing mass spectral data 
for life sciences. J Mass Spectrom 45:703–714. https:// doi. org/ 
10. 1002/ jms. 1777

Hou ML, Lin CH, Lin LC, Tsai TH (2015) The drug-drug effects of 
rhein on the pharmacokinetics and pharmacodynamics of clo-
zapine in rat brain extracellular fluid by in vivo microdialysis. J 
Pharmacol Exp Ther 355:125–134. https:// doi. org/ 10. 1124/ jpet. 
115. 225763

Iwasaki M, Akiba Y, Kaunitz JD (2019) Recent advances in vasoactive 
intestinal peptide physiology and pathophysiology: focus on the 
gastrointestinal system. F1000Res 8: F1000 Faculty Rev-1629. 
https:// doi. org/ 10. 12688/ f1000 resea rch. 18039.1

Jayasimhan S, Yap NY, Roest Y, Rajandram R, Chin KF (2013) Effi-
cacy of microbial cell preparation in improving chronic constipa-
tion: a randomized, double-blind, placebo-controlled trial. Clin 
Nutr 32:928–934. https:// doi. org/ 10. 1016/j. clnu. 2013. 03. 004

Kaakoush NO (2015) Insights into the role of Erysipelotrichaceae in 
the human host. Front Cell Infect Microbiol 5:84. https:// doi. org/ 
10. 3389/ fcimb. 2015. 00084

Kashyap PC, Marcobal A, Ursell LK, Larauche M, Duboc H, Earle 
KA, Sonnenburg ED, Ferreyra JA, Higginbottom SK, Million 
M, Tache Y, Pasricha PJ, Knight R, Farrugia G, Sonnenburg JL 
(2013) Complex interactions among diet, gastrointestinal tran-
sit, and gut microbiota in humanized mice. Gastroenterology 
144:967–977. https:// doi. org/ 10. 1053/j. gastro. 2013. 01. 047

Kelly CR, Yen EF, Grinspan AM, Kahn SA, Atreja A, Lewis JD, Moore 
TA, Rubin DT, Kim AM, Serra S, Nersesova Y, Fredell L, Hun-
sicker D, McDonald D, Knight R, Allegretti JR, Pekow J, Absah 
I, Hsu R, Vincent J, Khanna S, Tangen L, Crawford CV, Mattar 
MC, Chen LA, Fischer M, Arsenescu RI, Feuerstadt P, Goldstein 
J, Kerman D, Ehrlich AC, Wu GD, Laine L (2021) Fecal micro-
biota transplantation is highly effective in real-world practice: 
initial results from the FMT national registry. Gastroenterology 
160:183–192. https:// doi. org/ 10. 1053/j. gastro. 2020. 09. 038

Kim G, Deepinder F, Morales W, Hwang L, Weitsman S, Chang C, 
Gunsalus R, Pimentel M (2012) Methanobrevibacter smithii is the 
predominant methanogen in patients with constipation-predom-
inant IBS and methane on breath. Digest Dis Sci 57:3213–3218. 
https:// doi. org/ 10. 1007/ s10620- 012- 2197-1

Kon R, Ikarashi N, Nagoya C, Takayama T, Kusunoki Y, Ishii M, Ueda 
H, Ochiai W, Machida Y, Sugita K, Sugiyama K (2014) Rheinan-
throne, a metabolite of sennoside A, triggers macrophage activa-
tion to decrease aquaporin-3 expression in the colon, causing the 
laxative effect of rhubarb extract. J Ethnopharmacol 152:190–200. 
https:// doi. org/ 10. 1016/j. jep. 2013. 12. 055

Kozoni V, Tsioulias G, Shiff S, Rigas B (2000) The effect of lithocholic 
acid on proliferation and apoptosis during the early stages of colon 
carcinogenesis: differential effect on apoptosis in the presence of 

a colon carcinogen. Carcinogenesis 21:999–1005. https:// doi. org/ 
10. 1093/ carcin/ 21.5. 999

Lai SM, Manley PW (1984) Prostaglandins, thromboxanes, leukot-
rienes, and related arachidonic acid metabolites. Nat Prod Rep 
1:409–441. https:// doi. org/ 10. 1039/ np984 01004 09

Lan J, Wang K, Chen G, Cao G, Yang C (2020) Effects of inulin and 
isomalto-oligosaccharide on diphenoxylate-induced constipation, 
gastrointestinal motility-related hormones, short-chain fatty acids, 
and the intestinal flora in rats. Food Funct 11:9216–9225. https:// 
doi. org/ 10. 1039/ d0fo0 0865f

Liu P, Liu M, Liu X, Xue M, Jiang Q, Lei H (2021) Effect of α-linolenic 
acid (ALA) on proliferation of probiotics and its adhesion to 
colonic epithelial cells. Food Sci Tech. https:// doi. org/ 10. 1590/ 
fst. 71921

Lu Z, Ji C, Luo X, Lan Y, Han L, Chen Y, Liu X, Lin Q, Lu F, Wu X, 
Guo R, Zou C (2020) Nanoparticle-mediated delivery of emodin 
via colonic irrigation attenuates renal injury in 5/6 nephrecto-
mized rats. Front Pharmacol 11:606227. https:// doi. org/ 10. 3389/ 
fphar. 2020. 606227

Mancabelli L, Milani C, Lugli GA, Turroni F, Mangifesta M, Viappiani 
A, Ticinesi A, Nouvenne A, Meschi T, van Sinderen D, Ventura M 
(2017) Unveiling the gut microbiota composition and functional-
ity associated with constipation through metagenomic analyses. 
Sci Rep 7:9879. https:// doi. org/ 10. 1038/ s41598- 017- 10663-w

Mangian HF, Tappenden KA (2009) Butyrate increases GLUT2 mRNA 
abundance by initiating transcription in Caco2-BBe cells. JPEN J 
Parenter Enteral Nutr 33:607–617. https:// doi. org/ 10. 1177/ 01486 
07109 336599

Mearin F, Lacy BE, Chang L, Chey WD, Lembo AJ, Simren M, Spiller 
R (2016) Bowel disorders. Gastroenterology 150:1393–1407. 
https:// doi. org/ 10. 1053/j. gastro. 2016. 02. 031

Mekjian HS, Phillips SF, Hofmann AF (1971) Colonic secretion of 
water and electrolytes induced by bile acids: perfusion studies in 
man. J Clin Invest 50:1569–1577. https:// doi. org/ 10. 1172/ JCI10 
6644

Morrison DJ, Preston T (2016) Formation of short chain fatty acids 
by the gut microbiota and their impact on human metabolism. 
Gut Microbes 7:189–200. https:// doi. org/ 10. 1080/ 19490 976. 2015. 
11340 82

Mugie SM, Benninga MA, Di Lorenzo C (2011) Epidemiology of con-
stipation in children and adults: a systematic review. Best Pract 
Res Clin Gastroenterol 25:3–18. https:// doi. org/ 10. 1016/j. bpg. 
2010. 12. 010

Neyrinck AM, Etxeberria U, Taminiau B, Daube G, Van Hul M, 
Everard A, Cani PD, Bindels LB, Delzenne NM (2017) Rhubarb 
extract prevents hepatic inflammation induced by acute alcohol 
intake, an effect related to the modulation of the gut microbiota. 
Mol Nutr Food Res 61:1500899. https:// doi. org/ 10. 1002/ mnfr. 
20150 0899

Obata Y, Pachnis V (2016) The effect of microbiota and the immune 
system on the development and organization of the enteric nerv-
ous system. Gastroenterology 151:836–844. https:// doi. org/ 10. 
1053/j. gastro. 2016. 07. 044

Ohkusa T, Koido S, Nishikawa Y, Sato N (2019) Gut microbiota and 
chronic constipation: a review and update. Front Med 6:19. https:// 
doi. org/ 10. 3389/ fmed. 2019. 00019

Park YM, Lee YJ, Hussain Z, Lee YH, Park H (2017) The effects and 
mechanism of action of methane on ileal motor function. Neu-
rogastroenterol Motil 29:e13077. https:// doi. org/ 10. 1111/ nmo. 
13077

Parthasarathy G, Chen J, Chen X, Chia N, O’Connor HM, Wolf PG, 
Gaskins HR, Bharucha AE (2016) Relationship between microbi-
ota of the colonic mucosa vs feces and symptoms, colonic transit, 
and methane production in female patients with chronic consti-
pation. Gastroenterology 150:367–379. https:// doi. org/ 10. 1053/j. 
gastro. 2015. 10. 005

Applied Microbiology and Biotechnology (2022) 106:1615–1631 1629

https://doi.org/10.1021/acs.analchem.7b04424
https://doi.org/10.1021/acs.analchem.7b04424
https://doi.org/10.1042/0264-6021:3490189
https://doi.org/10.1042/0264-6021:3490189
https://doi.org/10.1111/jcmm.15586
https://doi.org/10.1111/jcmm.15586
https://doi.org/10.1002/jms.1777
https://doi.org/10.1002/jms.1777
https://doi.org/10.1124/jpet.115.225763
https://doi.org/10.1124/jpet.115.225763
https://doi.org/10.12688/f1000research.18039.1
https://doi.org/10.1016/j.clnu.2013.03.004
https://doi.org/10.3389/fcimb.2015.00084
https://doi.org/10.3389/fcimb.2015.00084
https://doi.org/10.1053/j.gastro.2013.01.047
https://doi.org/10.1053/j.gastro.2020.09.038
https://doi.org/10.1007/s10620-012-2197-1
https://doi.org/10.1016/j.jep.2013.12.055
https://doi.org/10.1093/carcin/21.5.999
https://doi.org/10.1093/carcin/21.5.999
https://doi.org/10.1039/np9840100409
https://doi.org/10.1039/d0fo00865f
https://doi.org/10.1039/d0fo00865f
https://doi.org/10.1590/fst.71921
https://doi.org/10.1590/fst.71921
https://doi.org/10.3389/fphar.2020.606227
https://doi.org/10.3389/fphar.2020.606227
https://doi.org/10.1038/s41598-017-10663-w
https://doi.org/10.1177/0148607109336599
https://doi.org/10.1177/0148607109336599
https://doi.org/10.1053/j.gastro.2016.02.031
https://doi.org/10.1172/JCI106644
https://doi.org/10.1172/JCI106644
https://doi.org/10.1080/19490976.2015.1134082
https://doi.org/10.1080/19490976.2015.1134082
https://doi.org/10.1016/j.bpg.2010.12.010
https://doi.org/10.1016/j.bpg.2010.12.010
https://doi.org/10.1002/mnfr.201500899
https://doi.org/10.1002/mnfr.201500899
https://doi.org/10.1053/j.gastro.2016.07.044
https://doi.org/10.1053/j.gastro.2016.07.044
https://doi.org/10.3389/fmed.2019.00019
https://doi.org/10.3389/fmed.2019.00019
https://doi.org/10.1111/nmo.13077
https://doi.org/10.1111/nmo.13077
https://doi.org/10.1053/j.gastro.2015.10.005
https://doi.org/10.1053/j.gastro.2015.10.005


1 3

Pattanakitsakul P, Chongviriyaphan N, Pakakasama S, Apiwattanakul 
N (2020) Effect of vitamin A on intestinal mucosal injury in pedi-
atric patients receiving hematopoietic stem cell transplantation 
and chemotherapy: a quasai-randomized trial. BMC Res Notes 
13:464. https:// doi. org/ 10. 1186/ s13104- 020- 05307-8

Pang Z, Chong J, Zhou G, de Lima Morais DA, Chang L, Barrette M, 
Gauthier C, Jacques P, Li S, Xia J (2021) MetaboAnalyst 5.0: 
narrowing the gap between raw spectra and functional insights. 
Nucleic Acids Res 49:W388–W396. https:// doi. org/ 10. 1093/ nar/ 
gkab3 82

Pearl DS, Masoodi M, Eiden M, Brümmer J, Gullick D, McKeever 
TM, Whittaker MA, Nitch-Smith H, Brown JF, Shute JK, Mills G, 
Calder PC, Trebble TM (2014) Altered colonic mucosal availabil-
ity of n-3 and n-6 polyunsaturated fatty acids in ulcerative colitis 
and the relationship to disease activity. J Crohns Colitis 8:70–79. 
https:// doi. org/ 10. 1016/j. crohns. 2013. 03. 013

Peng Y, Wu C, Yang J, Li X (2014) Gut microbial diversity in rat model 
induced by rhubarb. Exp Anim 63:415–422. https:// doi. org/ 10. 
1538/ expan im. 63. 415

Pimentel M, Lin HC, Enayati P, van den Burg B, Lee HR, Chen JH, 
Park S, Kong Y, Conklin J (2006) Methane, a gas produced by 
enteric bacteria, slows intestinal transit and augments small intes-
tinal contractile activity. Am J Physiol Gastrointest Liver Physiol 
290:G1089–G1095. https:// doi. org/ 10. 1152/ ajpgi. 00574. 2004

Plissonneau C, Capel F, Chassaing B, Dupuit M, Maillard F, Waw-
rzyniak I, Combaret L, Dutheil F, Etienne M, Mairesse G, 
Chesneau G, Barnich N, Boisseau N (2021) High-intensity inter-
val training and α-linolenic acid supplementation improve DHA 
conversion and increase the abundance of gut mucosa-associated 
Oscillospira bacteria. Nutrients 13:788. https:// doi. org/ 10. 3390/ 
nu130 30788

Qian Y, Song J, Yi R, Li G, Sun P, Zhao X, Huo G (2018) Preventive 
effects of Lactobacillus plantarum YS4 on constipation induced 
by activated carbon in mice. Appl Sci 8:363. https:// doi. org/ 10. 
3390/ app80 30363

Rao AS, Wong BS, Camilleri M, Odunsi-Shiyanbade ST, McKinzie S, 
Ryks M, Burton D, Carlson P, Lamsam J, Singh R, Zinsmeister 
AR (2010) Chenodeoxycholate in females with irritable bowel 
syndrome-constipation: a pharmacodynamic and pharmacoge-
netic analysis. Gastroenterology 139:1549–1558. https:// doi. org/ 
10. 1053/j. gastro. 2010. 07. 052

Ridlon JM, Harris SC, Bhowmik S, Kang D, Hylemon PB (2016) Con-
sequences of bile salt biotransformations by intestinal bacteria. 
Gut Microbes 7:22–39. https:// doi. org/ 10. 1080/ 19490 976. 2015. 
11274 83

Riezzo G, Chimienti G, Orlando A, D’Attoma B, Clemente C, Russo F 
(2019) Effects of long-term administration of Lactobacillus reu-
teri DSM-17938 on circulating levels of 5-HT and BDNF in adults 
with functional constipation. Benef Microbes 10:137–147. https:// 
doi. org/ 10. 3920/ BM2018. 0050

Sender R, Fuchs S, Milo R (2016) Are we really vastly outnumbered? 
Revisiting the ratio of bacterial to host cells in humans. Cell 
164:337–340. https:// doi. org/ 10. 1016/j. cell. 2016. 01. 013

Shimizu K, Kageyama M, Ogura H, Yamada T, Shimazu T (2018) 
Effects of rhubarb on intestinal dysmotility in critically ill 
patients. Intern Med 57:507–510. https:// doi. org/ 10. 2169/ inter 
nalme dicine. 8878- 17

Shin A, Camilleri M, Vijayvargiya P, Busciglio I, Burton D, Ryks 
M, Rhoten D, Lueke A, Saenger A, Girtman A, Zinsmeister AR 
(2013) Bowel functions, fecal unconjugated primary and second-
ary bile acids, and colonic transit in patients with irritable bowel 
syndrome. Clin Gastroenterol Hepatol 11:1270–1275. https:// doi. 
org/ 10. 1016/j. cgh. 2013. 04. 020

Steiger C, Phan NV, Sun H, Huang HW, Hess K, Lopes A, Korzenik J, 
Langer R, Traverso G (2020) Controlled delivery of bile acids to 

the colon. Clin Transl Gastroenterol 11:e229. https:// doi. org/ 10. 
14309/ ctg. 00000 00000 000229

Sun M, Wu H, He M, Jia Y, Wang L, Liu T, Hui L, Li L, Wei S, Van 
Wijk E, Van Wijk R, Tsim KW, Li C, Wang M (2020) Integrated 
assessment of medicinal rhubarb by combination of delayed lumi-
nescence and HPLC fingerprint with emphasized on bioactivities 
based quality control. Chin Med 15:72. https:// doi. org/ 10. 1186/ 
s13020- 020- 00352-8

Suo H, Zhao X, Qian Y, Li G, Liu Z, Xie J, Li J (2014) Therapeutic 
effect of activated carbon-induced constipation mice with Lacto-
bacillus fermentum Suo on treatment. Int J Mol Sci 15:21875–
21895. https:// doi. org/ 10. 3390/ ijms1 51221 875

Takahashi K, Sugi Y, Nakano K, Kobayakawa T, Nakanishi Y, Tsuda 
M, Hosono A, Kaminogawa S (2020) Regulation of gene expres-
sion through gut microbiota-dependent DNA methylation in 
colonic epithelial cells. Immunohorizons 4:178–190. https:// doi. 
org/ 10. 4049/ immun ohori zons. 19000 86

Takayama K, Tsutsumi H, Ishizu T, Okamura N (2012) The influence 
of rhein 8-O-β-D-glucopyranoside on the purgative action of sen-
noside A from rhubarb in mice. Biol Pharm Bull 35:2204–2208. 
https:// doi. org/ 10. 1248/ bpb. b12- 00632

Tautenhahn R, Patti GJ, Rinehart D, Siuzdak G (2012) XCMS Online: a 
web-based platform to process untargeted metabolomic data. Anal 
Chem 84:5035–5039. https:// doi. org/ 10. 1021/ ac300 698c

Tian Y, Zuo L, Guo Q, Li J, Hu Z, Zhao K, Li C, Li X, Zhou J, Zhou 
Y, Li XA (2020) Potential role of fecal microbiota in patients with 
constipation. Therap Adv Gastroenterol 13:320810009. https:// 
doi. org/ 10. 1177/ 17562 84820 968423

Tremaroli V, Bäckhed F (2012) Functional interactions between the gut 
microbiota and host metabolism. Nature 489:242–249. https:// doi. 
org/ 10. 1038/ natur e11552

Triantafyllou K, Chang C, Pimentel M (2014) Methanogens, meth-
ane and gastrointestinal motility. J Neurogastroenterol 20:31–40. 
https:// doi. org/ 10. 5056/ jnm. 2014. 20.1. 31

Trivić I, Niseteo T, Jadrešin O, Hojsak I (2021) Use of probiotics in 
the treatment of functional abdominal pain in children-systematic 
review and meta-analysis. Eur J Pediatr 180:339–351. https:// doi. 
org/ 10. 1007/ s00431- 020- 03809-y

Vijayvargiya P, Busciglio I, Burton D, Donato L, Lueke A, Camilleri 
M (2018) Bile acid deficiency in a subgroup of patients with irri-
table bowel syndrome with constipation based on biomarkers in 
serum and fecal samples. Clin Gastroenterol Hepatol 16:522–527. 
https:// doi. org/ 10. 1016/j. cgh. 2017. 06. 039

Vijayvargiya P, Camilleri M, Burton D, Busciglio I, Lueke A, Donato 
LJ (2019) Bile and fat excretion are biomarkers of clinically sig-
nificant diarrhoea and constipation in irritable bowel syndrome. 
Aliment Pharm Ther 49:744–758. https:// doi. org/ 10. 1111/ apt. 
15106

Vriesman MH, Koppen IJN, Camilleri M, Di Lorenzo C, Benninga 
MA (2020) Management of functional constipation in children 
and adults. Nat Rev Gastroenterol Hepatol 17:21–39. https:// doi. 
org/ 10. 1038/ s41575- 019- 0222-y

Wahlström A, Sayin SI, Marschall HU, Bäckhed F (2016) Intestinal 
crosstalk between bile acids and microbiota and its impact on 
host metabolism. Cell Metab 24:41–50. https:// doi. org/ 10. 1016/j. 
cmet. 2016. 05. 005

Waitzberg DL, Logullo LC, Bittencourt AF, Torrinhas RS, Shiroma 
GM, Paulino NP, Teixeira-da-Silva ML (2013) Effect of synbi-
otic in constipated adult women - a randomized, double-blind, 
placebo-controlled study of clinical response. Clin Nutr 32:27–33. 
https:// doi. org/ 10. 1016/j. clnu. 2012. 08. 010

Wang Z, Ma P, Xu L, He C, Peng Y, Xiao P (2013) Evaluation of 
the content variation of anthraquinone glycosides in rhubarb 
by UPLC-PDA. Chem Cent J 7:170. https:// doi. org/ 10. 1186/ 
1752- 153X-7- 170

Applied Microbiology and Biotechnology (2022) 106:1615–16311630

https://doi.org/10.1186/s13104-020-05307-8
https://doi.org/10.1093/nar/gkab382
https://doi.org/10.1093/nar/gkab382
https://doi.org/10.1016/j.crohns.2013.03.013
https://doi.org/10.1538/expanim.63.415
https://doi.org/10.1538/expanim.63.415
https://doi.org/10.1152/ajpgi.00574.2004
https://doi.org/10.3390/nu13030788
https://doi.org/10.3390/nu13030788
https://doi.org/10.3390/app8030363
https://doi.org/10.3390/app8030363
https://doi.org/10.1053/j.gastro.2010.07.052
https://doi.org/10.1053/j.gastro.2010.07.052
https://doi.org/10.1080/19490976.2015.1127483
https://doi.org/10.1080/19490976.2015.1127483
https://doi.org/10.3920/BM2018.0050
https://doi.org/10.3920/BM2018.0050
https://doi.org/10.1016/j.cell.2016.01.013
https://doi.org/10.2169/internalmedicine.8878-17
https://doi.org/10.2169/internalmedicine.8878-17
https://doi.org/10.1016/j.cgh.2013.04.020
https://doi.org/10.1016/j.cgh.2013.04.020
https://doi.org/10.14309/ctg.0000000000000229
https://doi.org/10.14309/ctg.0000000000000229
https://doi.org/10.1186/s13020-020-00352-8
https://doi.org/10.1186/s13020-020-00352-8
https://doi.org/10.3390/ijms151221875
https://doi.org/10.4049/immunohorizons.1900086
https://doi.org/10.4049/immunohorizons.1900086
https://doi.org/10.1248/bpb.b12-00632
https://doi.org/10.1021/ac300698c
https://doi.org/10.1177/1756284820968423
https://doi.org/10.1177/1756284820968423
https://doi.org/10.1038/nature11552
https://doi.org/10.1038/nature11552
https://doi.org/10.5056/jnm.2014.20.1.31
https://doi.org/10.1007/s00431-020-03809-y
https://doi.org/10.1007/s00431-020-03809-y
https://doi.org/10.1016/j.cgh.2017.06.039
https://doi.org/10.1111/apt.15106
https://doi.org/10.1111/apt.15106
https://doi.org/10.1038/s41575-019-0222-y
https://doi.org/10.1038/s41575-019-0222-y
https://doi.org/10.1016/j.cmet.2016.05.005
https://doi.org/10.1016/j.cmet.2016.05.005
https://doi.org/10.1016/j.clnu.2012.08.010
https://doi.org/10.1186/1752-153X-7-170
https://doi.org/10.1186/1752-153X-7-170


1 3

Warner DR, Warner JB, Hardesty JE, Song YL, King TN, Kang JX, 
Chen C, Xie S, Yuan F, Prodhan MAI, Ma X, Zhang X, Rouchka 
EC, Maddipati KR, Whitlock J, Li EC, Wang GP, McClain CJ, 
Kirpich IA (2019) Decreased ω-6:ω-3 PUFA ratio attenuates etha-
nol-induced alterations in intestinal homeostasis, microbiota, and 
liver injury. J Lipid Res 60:2034–2049. https:// doi. org/ 10. 1194/ 
jlr. RA119 000200

Wei L, Luo Y, Zhang X, Liu Y, Gasser M, Tang F, Ouyang WW, Wei 
H, Lu S, Yang Z, Waaga-Gasser AM, Deng C, Lin M (2021) Topi-
cal therapy with rhubarb navel plasters in patients with chronic 
constipation: results from a prospective randomized multicenter 
study. J Ethnopharmacol 264:113096. https:// doi. org/ 10. 1016/j. 
jep. 2020. 113096

Wishart DS, Feunang YD, Marcu A, Guo AC, Liang K, Vázquez-
Fresno R, Sajed T, Johnson D, Li C, Karu N, Sayeeda Z, Lo E, 
Assempour N, Berjanskii M, Singhal S, Arndt D, Liang Y, Badran 
H, Grant J, Serra-Cayuela A, Liu Y, Mandal R, Neveu V, Pon A, 
Knox C, Wilson M, Manach C, Scalbert A (2018) HMDB 4.0: 
the human metabolome database for 2018. Nucleic Acids Res 
46:D608–D617. https:// doi. org/ 10. 1093/ nar/ gkx10 89

Wrzosek L, Miquel S, Noordine ML, Bouet S, Joncquel Chevalier-Curt 
M, Robert V, Philippe C, Bridonneau C, Cherbuy C, Robbe-Mas-
selot C, Langella P, Thomas M (2013) Bacteroides thetaiotaomi-
cron and Faecalibacterium prausnitzii influence the production of 
mucus glycans and the development of goblet cells in the colonic 
epithelium of a gnotobiotic model rodent. Bmc Biol 11:61. https:// 
doi. org/ 10. 1186/ 1741- 7007- 11- 61

Wu J, Wei Z, Cheng P, Qian C, Xu F, Yang Y, Wang A, Chen W, 
Sun Z, Lu Y (2020) Rhein modulates host purine metabolism in 
intestine through gut microbiota and ameliorates experimental 
colitis. Theranostics 10:10665–10679. https:// doi. org/ 10. 7150/ 
thno. 43528

Xiang H, Zuo J, Guo F, Dong D (2020) What we already know about 
rhubarb: a comprehensive review. Chin Med 15:88. https:// doi. 
org/ 10. 1186/ s13020- 020- 00370-6

Xu L, Ting-Lou LN, Zhu X, Chen Y, Yang J (2009) Emodin augments 
calcium activated chloride channel in colonic smooth muscle cells 
by Gi/Go protein. Eur J Pharmacol 615:171–176. https:// doi. org/ 
10. 1016/j. ejphar. 2009. 04. 045

Yamada S, Kanda Y (2019) Retinoic acid promotes barrier functions in 
human iPSC-derived intestinal epithelial monolayers. J Pharmacol 
Sci 140:337–344. https:// doi. org/ 10. 1016/j. jphs. 2019. 06. 012

Yang C, Liu S, Li H, Bai X, Shan S, Gao P, Dong X (2021) The effects 
of psyllium husk on gut microbiota composition and function in 
chronically constipated women of reproductive age using 16S 
rRNA gene sequencing analysis. Aging 13:15366–15383. https:// 
doi. org/ 10. 18632/ aging. 203095

Zhang Q, Yu JC, Kang WM, Zhu GJ (2011) Effect of ω-3 fatty acid on 
gastrointestinal motility after abdominal operation in rats. Mediat 
Inflamm 2011:152137. https:// doi. org/ 10. 1155/ 2011/ 152137

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

Applied Microbiology and Biotechnology (2022) 106:1615–1631 1631

https://doi.org/10.1194/jlr.RA119000200
https://doi.org/10.1194/jlr.RA119000200
https://doi.org/10.1016/j.jep.2020.113096
https://doi.org/10.1016/j.jep.2020.113096
https://doi.org/10.1093/nar/gkx1089
https://doi.org/10.1186/1741-7007-11-61
https://doi.org/10.1186/1741-7007-11-61
https://doi.org/10.7150/thno.43528
https://doi.org/10.7150/thno.43528
https://doi.org/10.1186/s13020-020-00370-6
https://doi.org/10.1186/s13020-020-00370-6
https://doi.org/10.1016/j.ejphar.2009.04.045
https://doi.org/10.1016/j.ejphar.2009.04.045
https://doi.org/10.1016/j.jphs.2019.06.012
https://doi.org/10.18632/aging.203095
https://doi.org/10.18632/aging.203095
https://doi.org/10.1155/2011/152137

	Targeting intestinal flora and its metabolism to explore the laxative effects of rhubarb
	Abstract
	Introduction
	Materials and methods
	Chemicals and reagents
	Preparation of rhubarb extract
	Animals
	Induction of constipated rats, treatment, and oral-anal transmission test
	Sample collection and preservation
	Metabolic profiling by UPLC-Q-TOFMS
	Sequencing analysis of gut microbes
	Histological analysis
	Statistical analysis
	Nucleotide sequence accession number

	Results
	Amelioration of rhubarb on pathological symptoms of constipation
	Effects of rhubarb on the composition of gut microbiota in constipated rats
	Modulation of rhubarb on the fecal metabolic profiles of constipated rats
	Correlation among intestinal microflora, fecal metabolites, and constipation-related biochemical indexes

	Discussion
	References




