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Abstract: N-3 polyunsaturated fatty acids (n-3PUFA) are regarded as viable alternatives to aid
the treatment of ulcerative colitis (UC). Most research focuses on eicosapentaenoic acid (EPA) or
docosahexaenoic acid (DHA); little information is available about the effect of docosapentaenoic
acid (DPA) on the gut microbiota and their metabolism in UC mice. In this study, the changes in
gut microbiota and their metabolism in UC mice were studied through the 16S rRNA sequencing
method and untargeted metabolomics. Moreover, the differential bacterial genus and differential
metabolites in responding to DPA supplementation were screened through permutation test after
orthogonal partial least squares discriminant analysis (OPLS-DA). The results indicated that DPA
supplementation increased the diversity and altered the composition of the gut microbiota in UC
mice; Akkermansia, Alistipes, Butyricicoccus, and Lactobacillus were selected as the differential bacterial
genus. Supplementation of DPA also altered the fecal metabolite profile in the UC mice. Moreover,
butyrate, N-carbamylglutamate (NCG), and histamine were screened as the differential metabolites.
In conclusion, the regulation effect of DPA on the gut microbiota and their metabolism might be
involved in the intervention mechanism of DPA in UC. More research needs to be carried out to
elucidate the mechanism systematically.
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1. Introduction

Ulcerative colitis (UC) is a nonsexual chronic inflammatory intestinal disease with
diarrhea, abdominal pain, and hematochezia [1]. In recent years, the incidence rate of UC
has been increasing continuously. The incidence rate of UC in North Europe is the highest
(57.9/100,000), followed by North America (23.14/100,000), East Asia (4.6/100,000) and
Africa (3.29/100,000) [2]. Since the principal patients of UC are young people and it is
difficult to cure, the course of UC could last for decades. Therefore, UC not only brings
great pain to the patients, but greatly affects social productivity. Based on these findings,
UC is regarded as one of the most challenging diseases of modern times by the WHO [3,4].
At present, an aminosalicylic acid preparation, antibiotics, immunosuppressants, and
glucocorticoid are common medicines to relieve UC. Although these drugs can alleviate the
symptoms of UC, their side effects, and drug resistance, cannot be ignored. In view of the
close relationship between the occurrence of UC and dietary factors, dietary intervention
has become a promising research field. Among dietary factors, fatty acids play an important
role. Studies have confirmed that the risk of UC in people with sufficient n-3PUFA intake
is significantly lower than that in people with insufficient n-3PUFA intake. Moreover,
increasing the proportion of n-3PUFA in a patient’s diet could also relieve the clinical
symptoms [5–7].
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However, most research focuses on n-3PUFA mixture, EPA, or DHA; DPA has received
little attention. Wang et al. [8] intervened in UC mice with mussel lipid extract rich
in n-3PUFA, and the results showed that n-3PUFA mixture significantly alleviates the
symptoms of UC in mice by inhibiting the TLR4/MAPKs/NF-κB inflammatory signaling
pathways. Liu et al. [9] studied the intervention mechanism of n-3PUFA mixture, extracted
from Antarctic krill oil, in UC from the perspective of gut microbiota. The results indicated
that n-3PUFA relieved UC by improving gut microbial dysbiosis. Another epidemiological
study showed that DHA supplementation significantly increased the diversity of intestinal
flora and improved the dysbiosis of amino acid metabolism in colitis patients [10]. The
chemical structure and metabolites of DPA are different from those of EPA and DHA.
Moreover, research has indicated that DPA has different pharmaceutical effects to EPA
and DHA [11]. It has been reported that DPA possesses 10-fold greater endothelial cell
migration ability than EPA [12]. An in vivo study reported that DPA reduced the fatty acid
synthase and malic enzyme activity levels in mice and these effects were stronger than
other n-3PUFA [13]. Our previous study [14] indicated that DPA significantly inhibited
bodyweight loss and colonic shortening of dextran sulphate sodium (DSS)-induced mice
and we explained the effect from the perspective of inflammatory response preliminarily.
In recent years, with the deep realization of gut microbiota, more and more evidence
has indicated that the effect of n-3PUFA on gut microbiota plays an important role in
their intervention mechanism in UC. Therefore, we supposed that DPA was helpful in the
regulation of the dysbiosis of gut microbiota composition and their metabolites.

In this study, the UC model was established through the DSS-induced C57BL/6 mice.
Body weight decrease, disease activity index (DAI) score, and colon morphology were used
to evaluate the protective effect of DPA on UC. Then, the effect of DPA on the gut microbiota
in the UC mice was studied through the 16S rRNA sequencing method. The classification
and diversity of the gut microbiota were analyzed by the bioinformatics platform and the
differential bacterial genus of DPA supplementation was screened through permutation test
after orthogonal partial least squares-discriminant analysis (OPLS-DA). Next, the effect of
DPA on the fecal metabolites in the UC mice was studied through untargeted metabolomics.
The correlation analysis of the metabolites in different groups was conducted by principal
component analysis (PCA) and the differential metabolites between different groups were
screened through permutation test after OPLS-DA. Finally, the interplay of the differential
bacterial genus, differential metabolites, and UC was discussed. We hope this work can
expand the biological effects of DPA and provide scientific support for dietary control
of UC.

2. Materials and Methods
2.1. Materials and Animals

High purity (>97%) DPA, EPA, and DHA ethyl esters were prepared through distil-
lation, silver ion complexation, and dynamic axial compression chromatography in our
laboratory. Dextran sulfate (mw36000-50000): Mp biomedicals, USA. 4% polyformaldehyde
general tissue fixation liquid: Solebao, China. Male C57BL/6 mice (8 weeks old) were
purchased from the Centre of Laboratory Animals, Zhejiang Academy of Medical Sciences.
Mice were housed under standard conditions (26 ± 1 ◦C, 50% ± 5% humidity and 12 h
light/dark cycle). Before the experiment, mice were acclimatized for one week. The Animal
Ethics Committee of Zhejiang Gongshang University (21211301) approved the experimental
protocols in this experiment.

2.2. Grouping and Modeling

A total of 50 mice were randomly divided into 5 groups: EPA group, DPA group,
DHA group, model control (MC) group, and health control (HC) group. Groups EPA, DPA
and DHA were given 300 mg/kg/day of EPA, DPA, and DHA (dissolved in olive oil) by
gavage, and autoclaved water was replaced by 3% DSS solution during the fourth week.
The MC group was given the same volume of olive oil during the experimental period, and
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autoclaved water was also replaced by 3% DSS solution during the fourth week. The HC
group was given the same volume of olive oil during the experimental period and they
were given autoclaved water during the experimental period.

2.3. Body Weight and Disease Activity Index (DAI)

During the last week of the experiment, the body weight change rate (0–4 points), fecal
consistency (0–4 points), and fecal occult blood (0–4 points) of mice in each group were
monitored daily and scored. Fecal occult blood of mice was detected by fecal occult blood
qualitative detection kit (TC0511, Beijing Regan Biotech Co., Ltd., Beijing, China) according
to the instructions of the kit. The DAI score is the average score of the body weight change
rate, fecal consistency and fecal occult blood.

2.4. Colon Length and Morphology

After the experiment, the mice were euthanized. The mice were dissected to obtain
their colon tissue (from the end of cecum to anus). The colon tissues were rinsed by phos-
phate buffer solution, and then they were placed on an ultra-clean workbench to measure
the length and weight. Then, the feces in the colon were removed for the subsequent testing.

2.5. DNA Isolation, PCR and 16S rRNA Analysis

At the end of the experiment, the mice were killed and the colon was dissected. The
fresh feces were treated with liquid nitrogen and crushed in a mortar. Genomic DNA of
intestinal microorganisms in the fecal matter was extracted by the fecal genomic DNA
extraction kit (Tiangen, DP328). The V3~V4 hypervariable region of microbial 16S rRNA
was amplified by primers: 338F (5′-ACTCCTACGGGAGGCAGCAG-3′) and 806R (5′-
GGACTACHVGGGTWTCTAAT-3) by a PCR termocycler (LC-Bio Technology Co., Ltd.,
Hangzhou, Zhejiang, China). The PCR reaction was conducted in the 25 µL system. The
system contained PhusionHot start flex 2X Master Mix (12.5 µL), 338F (2.5 µL), 806R
(2.5 µL), template DNA (50 ng), and PCR-grade water to adjust the volume. The PCR
reaction procedure was as follows: (1) 98 ◦C, 30 s; (2) 98 ◦C, 10 s; (3) 54 ◦C, 30s; (4) 72 ◦C,
45 s; (5) 72 ◦C, 10 min; (6) 4 ◦C, ∞; (2) to (4) repeated 35 times. The PCR amplification
products were detected by 1.5% agarose gel electrophoresis. The target fragments were
recovered using the AxyPrep PCR Cleanup Kit. The PCR product was further purified using
the Quant-iT PicoGreen dsDNA Assay Kit. The library was quantified on the Promega
QuantiFluor fluorescence quantification system. The pooled library was loaded on Illumina
platform (250PE) using a paired-end sequencing protocol (2 × 250 bp).

2.6. Bioinformatics Analysis

The sequences were assembled through the FLASH (V1.2.11) according to the overlap-
ping relationship of two terminal sequencing results. Vsearch (v2.3.4) software was used to
filter the chimeras to obtain high-quality clean tags. Tags with sequence similarity greater
than 97% were defined as an operational taxonomic unit (OTU). The OTU representative
sequence was selected. Ribosomal Database Project (RDP) classifier (V2.2) based on NCBI-
16s database was used to annotate each OTU representative sequence. The α diversity
index (Chao and Simpson index) and microbial composition analysis were performed using
QIIME (V1.9.0). The top 30 dominant bacteria genera in each group were selected for later
analysis. Principal component analysis and OPLS-DA were performed using SIMCA (14.1)
and the R2(X), R2(Y), Q2 of the model was calculated. The differential genera were screened
through variable importance in projection (VIP) analysis through permutation test (number
of permutations to 200), where genera with VIP value > 1 (p < 0.05) were regarded as the
differential genus.

2.7. Faecal Metabolomics

100 µg faecal samples were mixed with 1200 µL methanol. The mixture was under
ultrasonic treatment for 15 min and then centrifuged at 12,000 rpm for 10 min. Two



Nutrients 2022, 14, 4204 4 of 17

hundred µL of supernatant was placed in a derivatized sample bottle and blown dry with
nitrogen. Fifty µL methoxamine pyridine solution was added and placed in a water bath
at 70 ◦C for 1 h. After the water bath, the mixture was cooled to room temperature, 50 µL
derivatization reagent was added and the mixture was placed in a water bath at 70 ◦C
for 1 h. After the water bath, the mixture was cooled to room temperature and 100 µL
n-heptane was added. Next, the mixture was vortexed and centrifuged at 12,000 rpm for
15 min. The supernatant was taken for GC-MS analysis. The multivariate analysis of the
obtained data was performed in SIMCA (14.1) by PCA and OPLS-DA. The R2(X), Q2 of
the PCA model and the R2(X), R2(Y), Q2 of the OPLS-DA model were calculated. The
differential metabolites were screened through variable importance in projection (VIP)
analysis through the permutation test (number of permutations to 200), where metabolites
with VIP value > 1 (p < 0.05) were regarded as the differential metabolites.

2.8. Statistical Analysis

Statistical analysis was performed by GraphPad Prism 8.0. Differences in experimental
data were analyzed by one-way ANOVA with SPSS 19.0 and the means were separated
using Duncan’s multiple test (* p < 0.05, ** p < 0.01).

3. Results
3.1. Body Weight and DAI

Changes in the body weight of the mice during the DSS treatment are shown in
Figure 1a. The body weight of the mice in the HC group remained stable and there was
no body weight loss. For the others, body weight loss began on the fourth day and the
maximum was observed on the seventh day. For the MC group, the maximum was 18.69%
while the weight loss condition was improved in the EPA (16.76%), DPA (13.20%), and
DHA (15.17%) groups. The pathological performance of UC is complex, and body weight
change cannot mirror the development of the disease comprehensively. The DAI integrates
and quantifies the index of body weight loss, hematochezia, and fecal condition, which is
used widely in evaluation of the development of UC. Changes of the DAI score in mice
during DSS treatment are shown in Figure 1b. The DAI scores in the HC group kept at 0
during the DSS treatment period. The other four groups increased rapidly after the third
day; the DAI scores in the EPA, DPA, DHA, and the MC group increased from 0.33 to 3.33,
0.33 to 2.67, 0 to 3.00, and 0.33 to 4.00, respectively. The results indicated that the body
weight decrease and DAI increase were inhibited effectively by the intervention of EPA,
DPA, and DHA. Moreover, DPA was the most effective.
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3.2. Colon Morphology

Changes of colon morphology in different groups are shown in Figure 2. The length
of colon in the MC group decreased 34.23% and the value of weight/length increased
by 50.98%, compared with the HC group. The colon lengths of the EPA, DPA, and DHA
groups were 6.23 cm, 6.41 cm, and 6.33 cm, which were 21.14%, 24.95%, and 23.39% longer
than that of the MC group (Figure 2a). The weight/length ratios of EPA, DPA, and DHA
groups were 40.15 mg/cm, 38.16 mg/cm, and 41.35 mg/cm, which were 22.18%, 22.15%,
and 24.55% lower than that of the MC group (Figure 2b). These results suggested that EPA,
DPA, and DHA could effectively ameliorate the DSS-induced colon shortening and edema
in mice.
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Figure 2. Changes in colon length (a) and weight/length ratio (b) during the DSS treatment. Note:
EPA, DPA, DHA, MC, HC represent EPA group, DPA group, DHA group, model control group,
health control group, respectively. * p < 0.05, ** p < 0.01.

3.3. Composition and Diversity of the Gut Microbiota

The Venn diagram of the gut microbiota in the five groups is shown in Figure S1. The
distribution of microorganisms in each group was relatively dispersed, of which 68 OTU
were detected in all groups. There were 430 OTU detected only in the HC group. The
numbers of these in the MC group, EPA group, DPA group, and DHA group were 199,
309, 361, and 222. This result indicated that DSS treatment destroyed the diversity of
intestinal flora in mice. The correlation analysis of the gut microbiota in different groups
at genera level was conducted by PCA (R2(X) = 0.967, Q2 = 0.945) and the results are
shown in Figure 3. The distance between the representative points of the MC group and
the HC group was the farthest, which indicated that DSS induction seriously disturbed
the composition of intestinal flora in mice. The distance between EPA, DPA, DHA group
and the HC group was shorter than that of the MC group and the HC group. Moreover,
the sample points of the DPA group were the nearest to the HC group. All these results
indicated that supplementation of EPA, DPA, and DHA restored the disorder of intestinal
flora caused by DSS, and DPA was the most efficient.
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Note: t (1) and t (2) represent the corresponding explanation rate of principal component 1 (56.2%)
and principal component 2 (31.4%); EPA, DPA, DHA, MC, HC represent EPA group, DPA group,
DHA group, model control group, health control group, respectively.

The species classification histogram of each group at the phylum level is shown in
Figure S2. The flora composition in each group was similar, but the proportion was differ-
ent. The predominant microbes were Firmicutes, Bacteroidetes, Proteobacteria, Actinobacteria,
and Deferribacteres. Many microbes of Firmicutes promote the resolving of inflammation via
endogenous anti-inflammatory mediators. Besides, the ratio of Firmicutes and Bacteroidetes
is positively correlated with obesity and inflammation degree. The relative abundance of
Firmicutes and Bacteroidetes in HC group was 51.75%, and 40.16%. The ratio of Firmicutes
and Bacteroidetes (F/B) was 1.29. The DSS treatment decreased the relative abundance
of Firmicutes (39.15%) and Bacteroidetes (20.57%) while it increased the ratio of F/B (1.90).
The decline trend of Firmicutes and Bacteroidetes was inhibited in the EPA, DPA, and DHA
groups, as did the increase trend of F/B ratio. Many pathogens, such as E. coli, Salmonella,
Vibrio cholerae, and Helicobacter pylori, belong to the phylum of Proteobacteria. These bacte-
ria usually destroy the permeability of the intestines and exacerbate the development of
UC. On the contrary, Actinobacteria is another phylum of bacteria including many probi-
otics. They regulate the immune response and enhance innate defense ability. The relative
abundance of Proteobacteria in the HC group was 2.39%, and it added up to 17.58% in
MC group. Supplementation of EPA, DPA, and DHA inhibited the increase trend. The
relative abundance of Actinobacteria presented the opposite trend. Therefore, DSS treatment
decreased the relative abundance of Firmicutes, Bacteroidetes, and Actinobacteria, while it
increased the relative abundance of Proteobacteria and the ratio of F/B. Supplementation of
EPA, DPA, and DHA improved these conditions. The changes in the relative abundance
of the gut microbiota in the different groups at genera level are shown in Figure 4. Com-
pared with the HC group, the abundance of the MC group changed significantly. Major
genera with increased trend included Allobaculum, Bacteroides, Desulfovibrio, Enterococcus,
Esherichia/Shigella, and Prevotella. Major genera with decreased trend included Akkerman-
sia, Alistipes, Bifidobacterium, Blautia, Butyricicoccus, Lactobacillus, and Ruminiclostridium.
Intervention with EPA, DPA, and DHA modified this disorder.
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The alpha diversity analysis results of each group are shown in Table 1. The coverage
values of the five groups were close to 1, indicating that the sequencing results could
reflect the real situation of the samples. Compared with the HC group, the ACE, Shannon
and Chao index of the MC group decreased significantly (p < 0.05), indicating that the
community richness and diversity of the microbes in the mice colon were destroyed by DSS
treatment. This condition was improved in the EPA, DPA, and DHA groups. Moreover,
the condition in the DPA group was more close to the healthy controls indicating that DPA
might be more effective in the regulation of the gut microbiota.

Table 1. Alpha diversity of samples for all groups (* p < 0.05).

ACE Shanno Simpson Chao Coverage

EPA 570.15 ± 25.41 * 6.23 ± 0.15 * 0.85 ± 0.02 573.39 ± 21.25 * 0.9968 ± 0.0010
DPA 615.31 ± 31.64 * 6.95 ± 0.21 * 0.86 ± 0.01 613.88 ± 22.35 * 0.9925 ± 0.0021
DHA 484.26 ± 18.26 * 5.93 ± 0.11 * 0.86 ± 0.03 486.00 ± 19.58 * 0.9915 ± 0.0011
MC 425.10 ± 20.35 * 4.53 ± 0.25 * 0.90 ± 0.02 * 431.38 ± 23.14 * 0.9975 ± 0.0013
HC 628.75 ± 25.67 * 7.15 ± 0.16 * 0.88 ± 0.01 * 631.05 ± 25.44 * 0.9924 ± 0.0027

Note: EPA, DPA, DHA, MC, HC represent EPA group, DPA group, DHA group, model control group, health
control group, respectively.

3.4. The Screening of the Differential Bacterial Genus

To identify the differential bacterial genera in responding to DPA supplementation,
OPLS-DA was performed. The R2(X), R2(Y), Q2 of the model of DPA vs. EPA was 0.949,
0.999, 0.998, respectively. The R2(X), R2(Y), Q2 of the model of DPA vs. DHA was 0.937,
0.999, 0.997. These values of the mode of DPA vs. MC, DPA vs. HC were 0.955, 1, 0.998
and 0.835, 0.995, 0.987. The fitness of the models was good due to the high values of R2(X),
R2(Y), and Q2. Permutation tests (numbers of permutations to 200) of these models were
conducted and the VIP values of the genus were calculated (Tables S1 and S2). Genera
with VIP > 1.0 (p < 0.05) were selected as the differential genus. The results are shown in
Figures 5–8. There were 15 differential bacterial genera between the DPA group and the EPA
group, which were Allobaculum, Butyricicoccus, Akkermansia, Escherichia-Shigella, Bifidobac-
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terium, Ruminiclostridium_9, Alistipes, Lactobacillus, Bacteroides, Intestinimonas, Anaerotignum,
Blautia, Parabacteroides, Lactococcus, and Mucispirillum. Thirteen differential bacterial genera
between the DPA group and the DHA group were screened. They were Parabacteroides,
Lactobacillus, Escherichia-Shigella, Lachnospiraceae, Butyricicoccus, Bifidobacterium, Rumini-
clostridium_9 Desulfovibrio, Akkermansia, Alistipes, Bacteroides, Allobaculum, and Mucispirillum.
Eleven differential bacterial genera between the DPA group and the MC group were
screened. They were Allobaculum, Akkermansia, Escherichia-Shigella, Butyricicoccus, Lacto-
bacillus, Bifidobacterium, Desulfovibrio, Lactococcus, Alistipes, Prevotella, and Bacteroides. Five
differential bacterial genera between the DPA group and the HC group were screened.
They were Akkermansia, Blautia, Butyricicoccus, Lactobacillus, and Alistipes. Among the entire
differential bacterial genera, Akkermansia, Alistipes, Butyricicoccus, and Alistipes were differ-
ential bacterial genera in all the compare groups. Therefore, they selected as the specific
bacterial genera in responding to DPA supplementation.
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3.5. The Screening of the Differential Metabolites

The correlation analysis of the metabolites in different groups was conducted by PCA
(R2(X) = 0.929, Q2 = 0.813) and the results are shown in Figure 9. The distance between the
representative points of the MC group and the HC group was the farthest, while that of
the DPA group and HC group was the nearest, indicating that supplementation of EPA,
DPA, and DHA could restore the metabolic disorders of the gut microbiota and DPA was
the most efficient.
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Figure 9. The correlation analysis of the metabolites in different groups evaluated by PCA. Note:
t (1)and t (2) represent the corresponding explanation rate of principal component 1 (46.1%) and
principal component 2 (39.4%); EPA, DPA, DHA, MC, HC represent EPA group, DPA group, DHA
group, model control group, health control group, respectively.

On the basis of the PCA results, the supervised OPLS-DA was used to screen the
differential metabolites. The R2(X), R2(Y), Q2 of the model of DPA vs. EPA was 0.975, 0.999,
0.998, respectively. The R2(X), R2(Y), Q2 of the model of DPA vs. DHA was 0.95, 0.997,
0.995. These values of the mode of DPA vs. MC, DPA vs. HC were 0.968, 0.999, 0.998 and
0.949, 0.999, 0.997. The fitness of the models was good due to the high values of R2(X),
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R2(Y), and Q2. The permutation tests (numbers of permutations to 200) of these models
were conducted and the VIP values of the metabolites were calculated (Tables S3 and S4).
Metabolites with VIP > 1.0 (p < 0.05) were selected as the differential metabolites. The
results are shown in Figures 10–13. There were five differential metabolites between the
DPA group and the EPA group, which were butyrate, 4-ethylphenol, 6,10-dimethylundeca-
5,9-dien-2-ol, N-carbamylglutamate, histamine. Nine differential metabolites between the
DPA group and the DHA group were selected. They were cedrol, N-carbamylglutamate,
hexadecane, histamine, butyrate, 2-pentylfuran, (E)-2-octenal, ethyl palmitate, 2,4-Di-tert-
butylphenol. Five differential metabolites between the DPA group and the MC group
were selected. They were histamine, butyrate, 4-ethylphenol, 3,4-dehydrobrevicomin,
N-carbamylglutamate. Eight differential metabolites between the DPA group and the
HC group were selected. They were 4-ethylphenol, butyrate, 2-pentylfuran, histamine,
hexadecane, 6,10-dimethylundeca-5,9-dien-2-ol, N-carbamylglutamate, 7,9-Di-tert-butyl-1-
oxaspiro[4.5]deca-6,9-diene-2,8-dion. Among the entire differential metabolites, butyrate,
N-carbamylglutamate, and histamine were differential metabolites in all the compare
groups. Therefore, they were selected as the specific metabolites in responding to DPA
supplementation.
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4. Discussion

Ulcerative colitis, as an incurable disease in modern society, has the characteristics of
long courses and easy recurrence. The side effects of traditional drugs lead people to turn
their attention to dietary intervention [15]. In this paper, we found that prior intervention of
DPA was effective in relieving the symptoms of UC in mice, such as body weight decrease,
DAI score, and colon morphology. Moreover, DPA supplementation significantly im-
proved the gut microbial dysbiosis and increased microbial diversity. Akkermansia, Alistipes,
Butyricicoccus, Lactobacillus were selected as the specific bacterial genera in responding to
DPA supplementation. Besides, DPA supplementation also improved the fecal metabolite
dysbiosis in the UC mice. The PCA results of the metabolites in different groups indicated
that the fecal metabolite profile of DPA was the most similar to that of the HC group.
Key metabolites such as butyrate, NCG, and histamine were screened as the differential
metabolites for DPA supplementation. All these results confirmed the hypotheses that the
mechanism by which DPA intervened in UC also involved its regulation of the gut micro-
biota and its metabolites preliminarily. For DPA, the major source is obviously seafood,
including fish from the Clupeidae family that gave the n-3 DPA its common name: clupan-
odonic acid. Seal meat and fats appear to be the richest in n-3 DPA, containing 5.6% of n-3
DPA [16]. Salmon contains 393 mg of n-3 DPA per 100 g serving, Atlantic mackerel 200 mg,
and other oily fish between 100 and 200 mg [17]. Beef liver and lamb are the richest land-
based sources of n-3 DPA, at up to 140 mg of n-3 DPA/100 g [18]. Recently, an Australian
team induced the aerobic long chain PUFA biosynthesis pathway into Brassica juncea and a
transgenic B. juncea with the production of 12% DPA in its seed oil was selected [19]. This
work will facilitate subsequent studies and production of DPA. Last but not least, research
into the multiple interplays between specific bacterial genera and differential metabolites
should be conducted in future to explain the mechanism systematically.

Gut microbiota refers to microorganisms that have long settled on the surface of the
intestinal mucosa or in the intestinal cavity, and constitute the intestinal biological barrier.
In recent years, with the deep realization of gut microbiota, it has been found that the state
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of gut microbiota is closely related to the development of UC [20,21]. Tautog et al. [22]
raised genetically modified mice under sterile conditions and found that enteritis was
not developed, indicating that the occurrence of enteritis requires the participation of
microorganisms. Another study [23] found a significant decrease in the diversity of gut
microbiota in UC patients, as well as significant changes in composition, such as a sig-
nificant decrease in the abundance of Bacteroides and Firmicutes, and an increase in the
abundance of Proteobacteria, indicating the important role of gut microorganisms in UC.
All these studies have shown the important role of gut microbes in UC. In this study, we
found that the DSS-induce significantly decreased the abundance of Akkermansia, Alistipes,
Bifidobacterium, Blautia, Butyricicoccus, Lactobacillus, and Ruminiclostridium while increased
the abundance of Allobaculum, Bacteroides, Desulfovibrio, Enterococcus, Esherichia/Shigella,
and Prevotella. This disorder was improved in the mice supplemented with EPA, DPA,
and DHA. Moreover, DPA was more effective in the regulation of Akkermansia, Alistipes,
Butyricicoccus, and Lactobacillus.

Akkermansia, Alistipes, Butyricicoccus, and Lactobacillus are important members of the
gut microbiota. These microbes play positive roles in maintaining the healthy state of the
gut. Akkermansia is one kind of intestinal bacteria using gastrointestinal mucous protein
for growth. It is closely related to the process of immune response and lipid metabolism.
Recent studies have shown that Akkermansia has unique effects in restoring intestinal barrier
function and promoting the production of short-chain fatty acids [24,25]. Alistipes is a genus
related to irritable bowel syndrome, fatigue, and depression. Studies have shown that the
abundance of this genus is negatively correlated with the expression of pro-inflammatory
factors in the host, indicating that it plays an important role in regulating inflammation.
In addition, this genus is also closely related to the activation of the immune system [26].
Butyricicoccus is one of the important members of Firmicutes. It promotes the production of
butyric acid and is considered as a promising probiotic for the treatment of UC. Butyric
acid could be easily absorbed by colon cells and maintain intestinal health by promoting
cell differentiation, cell cycle arrest, and the transmission of apoptotic colon cells [27].
Lactobacillus is a gram-negative bacterium that is widely distributed in nature. Studies
have proved that it is effective in the production of organic acids and it has been helpful in
alleviating DSS-induced UC in mice [28]. Although many studies indicated that n-3PUFA
supplementation regulates the gut microbiota, given that the absorption of fatty acid mostly
occurs in the small intestine, DPA may not directly affect the gut microbiota and may act
through its circulation or other intermediates (e.g., resolvins). Studies about the circulation
and metabolism of DPA in vivo need to be carried out in the future.

In this study, we also found that DPA significantly affects the content of some fecal
metabolites. Butyrate, NCG, and histamine were screened as differential metabolites.
Butyrate is the preferred energy-yielding substrate for colonic cells. It plays an important
role in maintaining colonic health by stimulating cell differentiation, cell cycle arrest, and
the transmission of apoptotic colonic cells [29]. Studies have indicated a reduction in levels
of fecal butyrate in patients with UC to varying degrees. Subsequently, some studies have
indicated that butyrate enemas alleviate UC clinical symptoms [30–32]. The results of this
study showed that DPA had an obvious effect on butyrate content, which was significantly
consistent with its effect on Butyricicoccus and Akkermansia. However, it is well known
that the main pathway for the production of short-chain fatty acids is the fermentation
of dietary fiber by specific bacterial groups. From the results presented in this article, we
speculate that the existence of DPA might promote the β-oxidation process of fatty acids
and indirectly promote the production of short-chain fatty acids such as butyric acid, but
more in-depth and detailed research needs to be carried out.

N-carbamylglutamate (NCG) is an analogue of N-acetylglutamic acid (NAG) that can
act similarly to NAG in animals and participate in the urea cycle. N-carbamylglutamate
has a long half-life and stable metabolism, and has a wide range of biological functions [33].
Studies have shown that NCG acts as a metabolic activator to participate in the activation
of dihydropyrrolid-5-carboxylate synthetase (P5CS) and carbamoyl phosphate synthetase I
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(CPS-I), promote the synthesis of citroline from glutamine or proline, and then promote
the synthesis of arginine, which play an important role in regulating nutrient metabolism
and immune response [34]. An animal experiment showed that that NCG enhanced
intestinal growth and the heat shock protein expression by modification of the arginine
metabolism [35]. Another study indicated that NCG alleviates UC through reducing
oxidative stress in the gut [36].

Histamine is a nitrogenous organic compound and it is produced by histidine under
the action of decarboxylase. Many tissues, especially the mast cells of the skin, lungs,
and intestinal mucosa, contain a large amount of histamine, which can be released when
the tissue is damaged or when inflammation or allergic reactions occur. Histamine and
its metabolites are closely related to the occurrence and development of UC [37–39]. An
in vivo study showed that the expression of histamine and histamine 4 receptor signifi-
cantly increased in mice with UC [40]. Another clinical study showed that the content
of histamine and its related metabolite, N- N-methylhistamine, increased significantly in
the urine of UC patients [41]. One study involved mechanisms indicating that histamine
exacerbated the inflammatory response by activating inflammatory mediator receptors
in UC mice [42]. In this study, we found that the histamine content in the MC group in-
creased significantly, compared with the HC group, and DPA supplementation significantly
inhibited this increase. Since decarboxylase is produced mostly by microorganism, the
regulation effect of DPA on the gut microbiota might be the underlying mechanism.

5. Conclusions

In conclusion, we reported that DPA could effectively alleviate the symptoms of UC in
mice induced by DSS. The mechanism underlying this effect might involve its effect on the
diversity and composition of gut microbiota and their metabolites. More research needs to
be carried out to elucidate the mechanism precisely.
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the metabolites after OPLS-DA in Figures 10 and 11. Table S4: The VIP value of the metabolites after
OPLS-DA in Figures 12 and 13.

Author Contributions: Conceptualization, Methodology, Writing—original draft, Y.D.; Data curation,
C.H. and J.Y.; Conceptualization, Supervision, Funding acquisition, Z.Z.; Project administration, Z.D.
All authors have read and agreed to the published version of the manuscript.

Funding: This study was supported by the Natural Science Fund of Zhejiang Province (LQ22C200008),
the Fundamental Research Funds for the Provincial Universities of Zhejiang (3090JYN9920001G-309)
and the National Key R & D Program of China (2018YFC0311204).

Institutional Review Board Statement: The animal study protocol was approved by the Ethics
Committee of Zhejiang Gongshang University (21211301).

Informed Consent Statement: Not applicable.

Data Availability Statement: Data are available upon request.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Zhang, Y.; Guo, C.; Li, Y.; Han, X.; Luo, X.; Chen, L.; Zhang, T.; Wang, N.; Wang, W. Alginate Oligosaccharides Ameliorate DSS-

Induced Colitis through Modulation of AMPK/NF-κB Pathway and Intestinal Microbiota. Nutrients 2022, 14, 2864. [CrossRef]
[PubMed]

2. Ng, S.C.; Shi, H.Y.; Hamidi, N.; Underwood, F.E.; Tang, W.; Benchimol, E.I.; Panaccione, R.; Ghosh, S.; Wu, J.C.Y.; Chan, F.K.L.; et al.
Worldwide incidence and prevalence of inflammatory bowel disease in the 21st century: A systematic review of population-based
studies. Lancet 2017, 390, 2769–2778. [CrossRef]

https://www.mdpi.com/article/10.3390/nu14194204/s1
https://www.mdpi.com/article/10.3390/nu14194204/s1
http://doi.org/10.3390/nu14142864
http://www.ncbi.nlm.nih.gov/pubmed/35889822
http://doi.org/10.1016/S0140-6736(17)32448-0


Nutrients 2022, 14, 4204 16 of 17

3. Wang, X.; Kong, X.; Qin, Y.; Zhu, X.; Liu, W.; Han, J. Milk phospholipids ameliorate mouse colitis associated with colonic goblet
cell depletion via the Notch pathway. Food Funct. 2019, 10, 4608–4619. [CrossRef] [PubMed]

4. Liu, Z.; Tang, H.; Liang, H.; Bai, X.; Zhang, H.; Yang, H.; Wang, H.; Wang, L.; Qian, J. Dyslipidaemia Is Associated with Severe
Disease Activity and Poor Prognosis in Ulcerative Colitis: A Retrospective Cohort Study in China. Nutrients 2022, 14, 3040.
[CrossRef] [PubMed]

5. Ananthakrishnan, A.N.; Bernstein, C.N.; Iliopoulos, D.; Macpherson, A.; Neurath, M.F.; Ali, R.A.R.; Vavricka, S.R.; Fiocchi, C.
Environmental triggers in IBD: A review of progress and evidence. Nat. Rev. Gastroenterol. Hepatol. 2018, 15, 39–49. [CrossRef]
[PubMed]

6. Li, N.; Yue, H.; Jia, M.; Liu, W.; Qiu, B.; Hou, H.X.; Huang, F.H.; Xu, T.C. Effect of low-ratio n-6/n-3 PUFA on blood glucose: A
meta-analysis. Food Funct. 2019, 10, 4557–4565. [CrossRef]

7. Mikocka-Walus, A.; Andrews, J.M. It is high time to examine the psyche while treating IBD. Nat. Rev. Gastroenterol. Hepatol. 2018,
15, 329–330. [CrossRef]

8. Wang, F.L.; Fu, Y.Q.; Cai, W.W.; Sinclair, A.J.; Li, D. Anti-inflammatory activity and mechanisms of a lipid extract from hard-shelled
mussel (Mytilus coruscus) in mice with dextran sulphate sodium-induced colitis. J. Funct. Foods 2016, 23, 389–399. [CrossRef]

9. Liu, F.; Smith, A.D.; Solano-Aguilar, G.; Wang, T.T.Y.; Pham, Q.; Beshah, E.; Tang, Q.J.; Urban, J.F.; Xue, C.H.; Li, R.W. Mechanistic
insights into the attenuation of intestinal inflammation and modulation of the gut microbiome by krill oil using in vitro and
in vivo models. Microbiome 2020, 8, 83. [CrossRef]

10. Menni, C.; Zierer, J.; Pallister, T.; Jackson, M.A.; Long, T.; Mohney, R.P.; Steves, C.J.; Spector, T.D.; Valdes, A.M. Omega-3 fatty
acids correlate with gut microbiome diversity and production of N-carbamylglutamate in middle aged and elderly women. Sci.
Rep. 2017, 7, 11079. [CrossRef]

11. Gotoh, N.; Nagao, K.; Onoda, S.; Shirouchi, B.; Furuya, K.; Nagai, T.; Mizobe, H.; Ichioka, K.; Watanabe, H.; Yanagita, T.; et al.
Effects of three different highly purified n-3 series highly unsaturated fatty acids on lipid metabolism in C57BL/KsJ-db/db mice.
J. Agric. Food Chem. 2009, 57, 11047–11054. [CrossRef] [PubMed]

12. Tsuji, M.; Murota, S.I.; Morita, I. Docosapentaenoic acid (22:5, n-3) suppressed tube-forming activity in endothelial cells induced
by vascular endothelial growth factor. Prostaglandins Leukot. Essent. Fat. Acids 2003, 68, 337–342. [CrossRef]

13. Akiba, S.; Murata, T.; Kitatani, K.; Sato, T. Involvement of lipoxygenase pathway in docosapentaenoic acid-induced inhibition of
platelet aggregation. Biol. Pharm. Bull. 2000, 23, 1293–1297. [CrossRef] [PubMed]

14. Zheng, Z.X.; Dai, Z.Y.; Cao, Y.L.; Shen, Q.; Zhang, Y.Q. Docosapentaenoic acid (DPA, 22:5n-3) ameliorates inflammation in an
ulcerative colitis model. Food Funct. 2019, 10, 4199–4209. [CrossRef] [PubMed]

15. Keshteli, A.H.; Valcheva, R.; Nickurak, C.; Park, H.; Mandal, R.; van Diepen, K.; Kroeker, K.I.; van Zanten, S.V.; Halloran, B.;
Wishart, D.S.; et al. Anti-Inflammatory Diet Prevents Subclinical Colonic Inflammation and Alters Metabolomic Profile of
Ulcerative Colitis Patients in Clinical Remission. Nutrients 2022, 14, 3294. [CrossRef]

16. Bang, H.O.; Dyerberg, J.; Sinclair, H.M. The composition of the Eskimo food in north western Greenland. Am. J. Clin. Nutr. 1980,
33, 2657–2661. [CrossRef]

17. Drouin, G.; Rioux, V.; Legrand, P. The n-3 docosapentaenoic acid (DPA): A new player in the n-3 long chain polyunsaturated fatty
acid family. Biochimie 2019, 159, 36–48. [CrossRef]

18. Byelashov, O.A.; Sinclair, A.J.; Kaur, G. Dietary sources, current intakes, and nutritional role of omega-3 docosapentaenoic acid.
Lipid Technol. 2015, 27, 79–82. [CrossRef]

19. Belide, S.; Shrestha, P.; Kennedy, Y.; Leonforte, A.; Devine, M.D.; Petrie, J.R.; Singh, S.P.; Zhou, X.R. Engineering docosapentaenoic
acid (DPA) and docosahexaenoic acid (DHA) in Brassica juncea. Plant Biotechnol. J. 2022, 20, 19–21. [CrossRef]

20. Kostic, A.D.; Xavier, R.J.; Gevers, D. The Microbiome in Inflammatory Bowel Disease: Current Status and the Future Ahead.
Gastroenterology 2014, 146, 1489–1499. [CrossRef]

21. Khor, B.; Gardet, A.; Xavier, R.J. Genetics and pathogenesis of inflammatory bowel disease. Nature 2011, 474, 307–317. [CrossRef]
[PubMed]

22. Taurog, J.D.; Richardson, J.A.; Croft, J.T.; Simmons, W.A.; Zhou, M.; Fernandez-Sueiro, J.L.; Balish, E.; Hammer, R.E. The germfree
state prevents development of gut and joint inflammatory disease in HLA-B27 transgenic rats. J. Exp. Med. 1994, 180, 2359–2364.
[CrossRef] [PubMed]

23. Imhann, F.; Vich Vila, A.; Bonder, M.J.; Fu, J.; Gevers, D.; Visschedijk, M.C.; Spekhorst, L.M.; Alberts, R.; Franke, L.;
van Dullemen, H.M.; et al. Interplay of host genetics and gut microbiota underlying the onset and clinical presentation of
inflammatory bowel disease. Gut 2018, 67, 108–119. [CrossRef] [PubMed]

24. Ouwerkerk, J.P.; Aalvink, S.; Belzer, C.; de Vos, W.M. Akkermansia glycaniphila sp. nov., an anaerobic mucin-degrading bacterium
isolated from reticulated python faeces. Int. J. Syst. Evol. Microbiol. 2016, 66, 4614–4620. [CrossRef] [PubMed]

25. Dao, M.C.; Everard, A.; Aron-Wisnewsky, J.; Sokolovska, N.; Prifti, E.; Verger, E.O.; Kayser, B.D.; Levenez, F.; Chilloux, J.;
Hoyles, L.; et al. Akkermansia muciniphila and improved metabolic health during a dietary intervention in obesity: Relationship
with gut microbiome richness and ecology. Gut 2016, 65, 426–436. [CrossRef]

26. Konig, J.; Brummer, R.J. Faecal microbiota transplantation in IBS—New evidence for success? Nat. Rev. Gastroenterol. Hepatol.
2020, 17, 199–200. [CrossRef]

http://doi.org/10.1039/C9FO00690G
http://www.ncbi.nlm.nih.gov/pubmed/31290530
http://doi.org/10.3390/nu14153040
http://www.ncbi.nlm.nih.gov/pubmed/35893893
http://doi.org/10.1038/nrgastro.2017.136
http://www.ncbi.nlm.nih.gov/pubmed/29018271
http://doi.org/10.1039/C9FO00323A
http://doi.org/10.1038/s41575-018-0004-y
http://doi.org/10.1016/j.jff.2016.03.002
http://doi.org/10.1186/s40168-020-00843-8
http://doi.org/10.1038/s41598-017-10382-2
http://doi.org/10.1021/jf9026553
http://www.ncbi.nlm.nih.gov/pubmed/19848389
http://doi.org/10.1016/S0952-3278(03)00025-5
http://doi.org/10.1248/bpb.23.1293
http://www.ncbi.nlm.nih.gov/pubmed/11085354
http://doi.org/10.1039/C8FO02338G
http://www.ncbi.nlm.nih.gov/pubmed/31250861
http://doi.org/10.3390/nu14163294
http://doi.org/10.1093/ajcn/33.12.2657
http://doi.org/10.1016/j.biochi.2019.01.022
http://doi.org/10.1002/lite.201500013
http://doi.org/10.1111/pbi.13739
http://doi.org/10.1053/j.gastro.2014.02.009
http://doi.org/10.1038/nature10209
http://www.ncbi.nlm.nih.gov/pubmed/21677747
http://doi.org/10.1084/jem.180.6.2359
http://www.ncbi.nlm.nih.gov/pubmed/7964509
http://doi.org/10.1136/gutjnl-2016-312135
http://www.ncbi.nlm.nih.gov/pubmed/27802154
http://doi.org/10.1099/ijsem.0.001399
http://www.ncbi.nlm.nih.gov/pubmed/27499019
http://doi.org/10.1136/gutjnl-2014-308778
http://doi.org/10.1038/s41575-020-0282-z


Nutrients 2022, 14, 4204 17 of 17

27. Tye, H.; Yu, C.H.; Simms, L.A.; de Zoete, M.R.; Kim, M.L.; Zakrzewski, M.; Penington, J.S.; Harapas, C.R.; Souza-Fonseca-
Guimaraes, F.; Wockner, L.F.; et al. NLRP1 restricts butyrate producing commensals to exacerbate inflammatory bowel disease.
Nat. Commun. 2018, 9, 3728. [CrossRef]

28. Herias, M.V.; Koninkx, J.F.; Vos, J.G.; Huis in’t Veld, J.H.; van Dijk, J.E. Probiotic effects of Lactobacillus casei on DSS-induced
ulcerative colitis in mice. Int. J. Food Microbiol. 2005, 103, 143–155. [CrossRef]

29. Wang, S.; Zhang, B.; Chen, T.; Li, C.; Fu, X.; Huang, Q. Chemical Cross-Linking Controls In Vitro Fecal Fermentation Rate of
High-Amylose Maize Starches and Regulates Gut Microbiota Composition. J. Agric. Food Chem. 2019, 67, 13728–13736. [CrossRef]

30. Louis, P.; Duncan, S.H.; McCrae, S.I.; Millar, J.; Jackson, M.S.; Flint, H.J. Restricted distribution of the butyrate kinase pathway
among butyrate-producing bacteria from the human colon. J. Bacteriol. 2004, 186, 2099–2106. [CrossRef]

31. De Preter, V.; Machiels, K.; Joossens, M.; Arijs, I.; Matthys, C.; Vermeire, S.; Rutgeerts, P.; Verbeke, K. Faecal metabolite profiling
identifies medium-chain fatty acids as discriminating compounds in IBD. Gut 2015, 64, 447–458. [CrossRef] [PubMed]

32. den Besten, G.; van Eunen, K.; Groen, A.K.; Venema, K.; Reijngoud, D.J.; Bakker, B.M. The role of short-chain fatty acids in the
interplay between diet, gut microbiota, and host energy metabolism. J. Lipid Res. 2013, 54, 2325–2340. [CrossRef] [PubMed]

33. Chacher, B.; Liu, H.Y.; Wang, D.M.; Liu, J.X. Potential role of N-carbamoyl glutamate in biosynthesis of arginine and its significance
in production of ruminant animals. J. Anim. Sci. Biotechnol. 2013, 4, 16. [CrossRef] [PubMed]

34. Wu, G.; Knabe, D.A.; Kim, S.W. Arginine nutrition in neonatal pigs. J. Nutr. 2004, 134, 2783S–2790S; discussion 2796S–2797S.
[CrossRef] [PubMed]

35. Wu, X.; Ruan, Z.; Gao, Y.; Yin, Y.; Zhou, X.; Wang, L.; Geng, M.; Hou, Y.; Wu, G. Dietary supplementation with L-arginine or
N-carbamylglutamate enhances intestinal growth and heat shock protein-70 expression in weanling pigs fed a corn- and soybean
meal-based diet. Amino Acids 2010, 39, 831–839. [CrossRef] [PubMed]

36. Fritz, J.H. Arginine cools the inflamed gut. Infect. Immun. 2013, 81, 3500–3502. [CrossRef]
37. Jutel, M.; Akdis, M.; Akdis, C.A. Histamine, histamine receptors and their role in immune pathology. Clin. Exp. Allergy 2009, 39,

1786–1800. [CrossRef]
38. Thangam, E.B.; Jemima, E.A.; Singh, H.; Baig, M.S.; Khan, M.; Mathias, C.B.; Church, M.K.; Saluja, R. The Role of Histamine and

Histamine Receptors in Mast Cell-Mediated Allergy and Inflammation: The Hunt for New Therapeutic Targets. Front. Immunol.
2018, 9, 1873. [CrossRef]

39. De Palma, G.; Shimbori, C.; Reed, D.E.; Yu, Y.; Rabbia, V.; Lu, J.; Jimenez-Vargas, N.; Sessenwein, J.; Lopez-Lopez, C.;
Pigrau, M.; et al. Histamine production by the gut microbiota induces visceral hyperalgesia through histamine 4 receptor
signaling in mice. Sci. Transl. Med. 2022, 14, 1895. [CrossRef]

40. Wechsler, J.B.; Szabo, A.; Hsu, C.L.; Krier-Burris, R.A.; Schroeder, H.A.; Wang, M.Y.; Carter, R.G.; Velez, T.E.; Aguiniga, L.M.;
Brown, J.B.; et al. Histamine drives severity of innate inflammation via histamine 4 receptor in murine experimental colitis.
Mucosal Immunol. 2018, 11, 861–870. [CrossRef]

41. Winterkamp, S.; Weidenhiller, M.; Stolper, P.O.J.; Schwab, D.; Hahn, E.G.; Raithel, M. Urinary Excretion of N-Methylhistamine
as a Marker of Disease Activity in Inflammatory Bowel Disease Markers. Am. J. Gastroenterol. 2002, 97, 3071–3077. [CrossRef]
[PubMed]

42. Barcik, W.; Pugin, B.; Bresco, M.S.; Westermann, P.; Rinaldi, A.; Groeger, D.; Van Elst, D.; Sokolowska, M.; Krawczyk, K.;
Frei, R.; et al. Bacterial secretion of histamine within the gut influences immune responses within the lung. Allergy 2019, 74,
899–909. [CrossRef] [PubMed]

http://doi.org/10.1038/s41467-018-06125-0
http://doi.org/10.1016/j.ijfoodmicro.2004.11.032
http://doi.org/10.1021/acs.jafc.9b04410
http://doi.org/10.1128/JB.186.7.2099-2106.2004
http://doi.org/10.1136/gutjnl-2013-306423
http://www.ncbi.nlm.nih.gov/pubmed/24811995
http://doi.org/10.1194/jlr.R036012
http://www.ncbi.nlm.nih.gov/pubmed/23821742
http://doi.org/10.1186/2049-1891-4-16
http://www.ncbi.nlm.nih.gov/pubmed/23575433
http://doi.org/10.1093/jn/134.10.2783S
http://www.ncbi.nlm.nih.gov/pubmed/15465785
http://doi.org/10.1007/s00726-010-0538-y
http://www.ncbi.nlm.nih.gov/pubmed/20213438
http://doi.org/10.1128/IAI.00789-13
http://doi.org/10.1111/j.1365-2222.2009.03374.x
http://doi.org/10.3389/fimmu.2018.01873
http://doi.org/10.1126/scitranslmed.abj1895
http://doi.org/10.1038/mi.2017.121
http://doi.org/10.1111/j.1572-0241.2002.07028.x
http://www.ncbi.nlm.nih.gov/pubmed/12492192
http://doi.org/10.1111/all.13709
http://www.ncbi.nlm.nih.gov/pubmed/30589936

	Introduction 
	Materials and Methods 
	Materials and Animals 
	Grouping and Modeling 
	Body Weight and Disease Activity Index (DAI) 
	Colon Length and Morphology 
	DNA Isolation, PCR and 16S rRNA Analysis 
	Bioinformatics Analysis 
	Faecal Metabolomics 
	Statistical Analysis 

	Results 
	Body Weight and DAI 
	Colon Morphology 
	Composition and Diversity of the Gut Microbiota 
	The Screening of the Differential Bacterial Genus 
	The Screening of the Differential Metabolites 

	Discussion 
	Conclusions 
	References

