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Abstract

Background: Capsaicin (CAP) has an anti-obesity effect that has been shown to involve the transient receptor 
potential vanilloid-1 (TRPV1) channel. Importantly, recent studies in high fat diet (HFD)-fed mice show that 
CAP also alters gut microbiota composition and causes weight loss in HFD-fed mice. Many studies have 
suggested that short-chain fatty acids (SCFAs) mediate the links between diet, gut microbiota, and fat storage.
Objective: The present study investigated whether CAP exerted its anti-obesity effect through changes in the 
composition of gut microbiota and SCFAs, and whether the TRPV1 contributes to CAP’s effects against 
obesity in HFD-fed mice.
Design: C57BL/6J (TRPV1+/+) and B6.129X1-Trpv1tm1Jul/J (TRPV1-/-) mice were respectively divided into 
three groups (n = 6),that is SLD, HFD-fed, and CAP (2 mg/kg, po) +HFD fed and were administered respec-
tive treatment for 12 weeks.
Results: We observed significantly lower weight gain and food intake, triglyceride, cholesterol, glucose, and 
insulin levels in HFD+CAP-fed TRPV1knockout (KO) mice compared to the HFD-fed KO mice, though this 
effect was more obvious in wild-type (WT) mice. CAP increased the numbers of Akkermansia, Prevotella, Bac-
teroides, Odoribacter, Allobaculum, Coprococcus, and S24-7, and reduced the numbers of Desulfovibrio, Esche-
richia, Helicobacter, and Sutterella in the HFD+CAP-fed WT and KO mice compared with HFD-fed WT and 
KO mice. CAP increased the relative abundances of SCFAs producing the bacterial species, which increased 
intestinal acetate and propionate concentrations, which were beneficial in prevention and treatment of obesity.
Conclusions: Results from our study indicate that the reduced food intake and anti-obesity effect of CAP had 
been observed regardless of TRPV1 channel activation, and which is mediated by changes in the gut microbi-
ota populations and SCFAs concentrations.
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Obesity is one of the most important health prob-
lems worldwide (1). The incidence of obesity has 
been increasing for many years; as a result of im-

provements in living standards, lifestyle changes, excessive 
calorie intake, and physical inactivity, the incidence of 

obesity has been increasing for many years. It is reported 
that global obesity rose from affecting 105 million people 
in 1975 to 641 million in 2014 (1). Many anti-obesity med-
icines have been developed, but their use is associated with 
side effects (2); therefore, dietary measures remain the 

Popular scientific summary
• Anti-obesity effect of CAP has been observed regardless of TRPV1 channel activation.
• CAP stimulates the secretion of SCFA by regulating gut microbiota.
• CAP has an anti-obesity effect by causing the reduction in food intake.
• CAP reduces the relative abundance of LPS-producing Proteobacteria spp.
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fundamental strategy for the prevention and treatment of 
obesity and its related metabolic disorders (3). Some nat-
ural food materials have been studied as potential agents 
for the prevention or treatment of obesity (4). Ingestion 
of capsaicin (CAP), the active ingredient in chili peppers, 
has long been associated with a lower risk of obesity, and 
the mechanisms of this effect have been extensively stud-
ied in rodents and other species. Among the potential mo-
lecular mechanisms, the activation of transient receptor 
potential vanilloid-1 (TRPV1) cation channels appears to 
be critical (5, 6).

The gut microbiota, composed of trillions of micro-
organisms, is now accepted as an integral part of the 
metabolome, in a ‘super-organismal’ context (7). Many 
studies have shown that altered microbial composition is 
associated with the development of obesity and metabolic 
syndrome in humans (8). These findings suggest that tar-
geting of the gut microbiota may represent a new strategy 
for both the prevention and treatment of obesity and met-
abolic syndrome.

Short-chain fatty acids (SCFAs) such as acetate, bu-
tyrate, and propionate are the major products of dietary 
fiber fermentation by the gut microbiome. Recent studies 
have suggested that the molecular mechanism underpin-
ning the relationships between diet, gut microbiota, and 
fat storage involves SCFAs (9). Many clinical studies have 
also shown that SCFAs can be used for the treatment of 
obesity (9–11). Therefore, it has been hypothesized that 
SCFAs play a key role in the prevention and treatment of 
the metabolic syndrome.

Recently, Baboota et al. demonstrated using quan-
titative polymerase chain reaction methods (qPCR), 
that oral administration of  CAP alters gut microbiota 
composition and causes weight loss in high-fat diet 
(HFD)-fed mice (12). Shen et al. and Kang et al. fur-
ther explored the effects of  CAP on gut microbiota in 
HFD-fed mice using high-throughput sequencing (13, 
14). However, it is unknown whether the anti-obesity 
effect of  CAP was due to an altered gut microbiota 
composition regardless of  TRPV1 channel activation. 
Alterations to the composition of  gut microbiota could 
affect SCFA production, which in turn could affect 
whole body metabolism. It is not clear what changes 
in SCFAs were caused by CAP and how CAP affects 
them. In our study, we measured gut microbiota com-
position by using high-throughput sequencing and 
SCFA composition by using gas chromatography-mass 
spectrometry (GC-MS) in wild-type (WT) and TRPV1 
knockout (KO) mice fed a standard lipid diet (SLD), a 
HFD, or an HFD plus intragastrical administration of 
CAP (HFD+CAP), to explore the effects of  CAP on 
the gut microbiota, SCFA production, and host energy 
metabolism with and without TRPV1 cation channel 
activation.

Materials and methods

Materials
CAP (M2028, ≥95%) was purchased from Sigma-Aldrich, 
Inc. (St. Louis, MO, USA). Standard lipid diet (SLD, 
D12450B, 10% calories as fat) and high-fat diet (HFD, 
D12492, 60% calories as fat) were purchased from Re-
search Diets (New Brunswick, NJ, USA). All other re-
agents were of the highest commercially available grade.

Animals and experimental design
Animal experiments were carried out in strict accordance 
with the recommendations provided in the Guide for the 
Care and Use of Laboratory Animals and were approved 
by the Ethics Committee of Laboratory Animal Man-
agement Committee of Sichuan Province, China. (Ap-
proval number: SYXK-2014-189). Eight-week-old female 
C57BL/6J WT and B6.129X1-Trpv1tm1Jul/J (TRPV1−/−; 
KO) mice were housed under standard conditions (tem-
perature, 22 ± 2°C; humidity, 55 ± 5%), with free access to 
food and water and a 12 h light/dark cycle.

After a 1-week acclimation and the feeding of an SLD 
for 2 weeks, WT and KO mice were each randomly di-
vided into three groups (n = 6): an SLD group, an HFD 
group, and an HFD+CAP group, keeping one mice per 
cage in the animal facility. Each mouse in the HFD+CAP 
group was given 2 mg/kg body mass CAP intragastrically 
by dissolving in 0.9% saline containing 3% ethanol and 
10% Tween-80 on alternate days, and SLD and HFD-fed 
mice were given the corresponding vehicle, for 12 weeks.

Body mass and food intake were recorded weekly. 
Feces were collected weekly and stored at −80°C. At the 
end of the feeding period, plasma, feces, hypothalamus, 
and colon were collected after a 12-h fast, and the animals 
were sacrificed by cervical dislocation after CO2 exposure.

Biochemical analysis
Plasma triglyceride (TG) and cholesterol concentrations 
were determined using commercially available kits (BioSino, 
Beijing, China). Plasma insulin concentration was 
measured using a mouse insulin ELISA kit (Mercodia, 
Uppsala, Sweden).

Glucose tolerance tests
After 11 weeks of treatment, mice were fasted overnight 
(9 h). They were then gavaged with 1 g/kg body mass 
D-glucose solution and their blood glucose concentra-
tions were measured using a glucometer (ACCU-CHEK 
Aviva meter, Roche, USA), 0, 15, 30, 60, and 120 min 
afterwards.

Gut microbiota analysis by 16S rRNA gene sequencing
Total genomic DNA was extracted from feces using a 
QIAamp DNA Stool Minikit (Qiagen, Hilden, Germany), 
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following the manufacturer’s instructions. The genomic 
DNA concentration was normalized to 1 ng/μL. The V4 
region of the 16S rRNA gene was amplified using a 515F 
forward primer (5’-GTGCCAGCMGCCGCG GTAA-
3’) and an 802R reverse primer (5’-GGACTACHVGG-
GTWTCTAAT-3’). PCR reactions were performed using 
30 ng purified DNA, 12.5μL Phusion High-Fidelity PCR 
master mix (NEB, USA), 100 nmol/L forward and reverse 
primers, and nuclease-free water to a final volume of 25 
μL. PCR cycling conditions consisted of an initial dena-
turation of 1 min at 98°C, 30 cycles of 30 s at 98°C, 30 s 
at 58°C, and 30 s at 72°C, and then a final 10 min at 72°C. 
The PCR products were purified using AmpureXP beads 
(Agencourt) and then sent to the Beijing Genomics Insti-
tute (Shenzhen, China) for sequencing using an Illumina 
MiSeq PE250 sequencer.

Data analysis was performed by using Quantitative 
Insights Into Microbial Ecology (QIIME, v1.80). Clean 
data was obtained from sequence reads by pre-processing 
the removal of the primer sequence, truncating sequence 
reads that did not have an average quality of 20 over a 
30 bp sliding window according to the Phred algorithm, 
and by removing trimmed reads of <75% of their origi-
nal length, as well as by using paired reads. These strin-
gent criteria allowed retention of nearly 94% of the reads. 
FLASH, a fast-computational tool that extends the length 
of short reads by overlapping paired-end reads in genome 
assemblies, was also used. For quality control purposes, 
no mismatches were allowed in the primer or barcode re-
gions. Furthermore, tags with ambiguous bases (N) and 
screened potential chimeras were removed. To focus the 
analysis on bacterial taxa, non-chimeric sequences were 
mapped into operational taxonomic units (OTUs) using 
USEARCH, and 97% of OTUs were picked using a 
closed-reference OTU picking protocol against the Ribo-
somal Data Project II database. Reads that did not match 
a reference sequence with >97% identity were discarded. 
Richness and diversity indices (observed species, Chao, 
abundance-based coverage estimator (ACE), and Shan-
non) and dissimilarity matrices (Bray-Curtis and weighted 
UniFrac) were estimated using Mothur software.

Fecal short-chain fatty acid quantification by GC-MS
Quantification analysis of fecal SCFAs was undertaken 
as previously described using an Agilent 7890 A gas chro-
matograph coupled to an Agilent 5975C mass spectrom-
eter (Agilent Technologies, USA). Fecal samples were 
homogenized in 0.005 M aqueous NaOH and then centri-
fuged at 13,200 g at 4°C for 20 min. The supernatant was 
derivatized using a proh/pyridine mixture (3:2, v/v) and 
propyl chloroformate, and the derivatives were extracted in 
two stages using hexane. The concentrations of the SCFAs 
(acetic acid, propionic acid, butyric acid) were measured 
using a polar DB-WAX capillary column (30 m × 0.25 mm, 

0.25 μm film thickness; Agilent, CA). Helium was used as 
the carrier gas at a constant flow rate of 1 mL/min. The 
initial oven temperature was maintained at 60°C for 5 
min, ramped to 250°C at 10°C/min, and finally kept at 
this temperature for 5 min. The temperatures of the front 
inlet, transfer line, and electron impact ion source were 
set at 280°C, 250°C, and 230°C, respectively. Data han-
dling was performed by using Agilent MSD ChemStation 
(E.02.00.493, Agilent Technologies, Inc., USA).

RNA isolation and quantification of gene expression
Total RNA was isolated from mouse hypothalamus and 
colon using Ribopure RNA extraction kits (Invitro-
gen, USA) according to the manufacturer’s instructions. 
cDNA synthesis was performed using a Super Script III 
First-Strand Synthesis System for RT-PCR Kit (Invit-
rogen, Rockville, MD) and 1μg total RNA. cDNA syn-
thesized from total RNA was evaluated using a real-time 
quantitative PCR system (CFX96 Touch™ Real-Time 
PCR Detection System, Bio-Rad, USA). The primers for 
the genes targeted in this study are listed in Table 1. Data 
were analyzed using the ΔΔCt method (SABiosciences, 
Qiagen, USA), with normalization of gene expression 
using the geometric mean of four reference genes (β-actin 
or 18s RNA).

Statistical analysis
The comparison of difference among diet groups was 
performed using one-way analysis of variance (ANOVA) 
followed by Dunnett’s test. All data are presented as the 
mean ± SD. P values <0.05 were considered to be statis-
tically significant. Principal coordinate analyses (PCoAs) 
were used when analyzing differences in bacterial com-
munity structures. Nonparametric ANOVA with false 
discovery rate (FDR) correction was used in analyzing 
the relative abundances of the bacterial taxa. GraphPad 
Prism version 7.0 (GraphPad Software, San Diego, CA) 
was used in all analyses.

Results

CAP has an anti-obesity effect regardless of TRPV1 channel 
activation
As shown in Figs. 1A and 1B, the mice fed an HFD gained 
mass steadily over time and had higher body mass gain 
(WT mice, by 90 ± 3% and KO mice, by 85 ± 5%) than 
SLD-fed mice (WT mice, 43 ± 2% and KO mice, 37 ± 
2%) after 12 weeks (p < 0.05). Intragastrical administra-
tion of CAP significantly suppressed the HFD-induced 
body mass gain(Fig. 1B, p < 0.05), with WT mice fed 
the HFD+CAP (by 39%) showing a greater effect than 
KO mice fed the same diet (by 21%). Average food in-
take of HFD+CAP-fed mice was lower than HFD-fed 
mice in every week (respectively for WT and KO mice, 
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Fig. 1.  CAP protect against the high-fat diet induced increases in body weight. WTH, WT mice fed with high-fat diet; WTHC, 
WT mice fed with high-fat diet and CAP; KOS, KO mice fed with low fat diet; KOH, KO mice fed with high-fat diet; KOHC, KO 
mice fed with high-fat diet and CAP. (A) Gained body weight within12 weeks; (B) relative body weight gain after 12weeks; (C) 
food intake per mouse at every week. (D)Total food intake per mouse after 12 weeks. Data are shown as the mean ± SD (n = 6). 
a, WTH groupversus WTS group; b, WTHC groupversus WTH group; c, KOH group versus KOS group; d, KOHC groupversus 
KOH group(one-way ANOVA followed by Dunnett’s test, p < 0.05).

Table 1. The primers used for real-time RT-PCR.

Gene Primer Sequence References

POMC sense ATAGATGTGTGGAGCTGGTG (15)

antisense GGCTGTTCATCTCCGTTG

CART sense GCGCTATGTTGCAGATCGAA (15)

antisense TCACACAGCTTCCCGATCCT

AGRP sense CAGACCGAGCAGAAGAAG (15)

antisense GACTCGTGCAGCCTTACA

NPY sense CCGCTCTGCGACACTACAT (16)

antisense TGTCTCAGGGCTGGATCTCT

FFAR2 sense ACAGTGGAGGGGACCAAGAT (11)

antisense GGGGACTCTCTACTCGGTGA

GLP-1 sense CAAACCAAGATCACTGACAAGAAAT (11)

antisense GGGTTACACAATGCTAGAGGGA

PYY sense CTTCACAGACGACAGCGACA (11)

antisense GGGAAATGAACACACACAGCC

PYY-Y2 sense TCCGGGAATACTCCCTGATTG (17)

antisense GCAAAACGTACAGGATGAGCAG

GLP-1R sense AGTAGTGTGCTCCAAGGGCAT (18)

antisense AAGAAAGTGCGTACCCACCG

β-actin sense TTGTAACCAACTGGGACGATATGG (15)

antisense GATCTTGATCTTCATGGTGCTAGG

18s RNA sense AGGATGTGAAGGATGGGAAG (11)

antisense TTCTTCAGCCTCTCCAGGTC

http://dx.doi.org/10.29219/fnr.v64.3525


Citation: Food & Nutrition Research 2020, 64: 3525 - http://dx.doi.org/10.29219/fnr.v64.3525 5
(page number not for citation purpose)

Capsaicin has an anti-obesity effect

Fig. 1C). About 12 weeks after the feeding intervention 
commenced, total food intake was lower in the HFD+-
CAP-fed mice than HFD-fed mice(respectively for WT 
and KO mice, p < 0.05) (Fig. 1D).

CAP improves glycemic control and dyslipidemia 
in HFD-fed mice
The effects of intragastrical administration of CAP on 
biochemical parameters are shown in Table 2. Plasma 
concentrations of glucose, TGs, cholesterol, and insulin 
were higher in the HFD-fed WT and KO mice than in 
the SLD-fed WT and KO mice (p < 0.05) (Table 2). The 
HFD+CAP-fed WT and KO mice had markedly lower 
fasting glucose (by 41and 28%, respectively) and insulin 
(by 27and 15%, respectively) than the control HFD-fed 
mice, restoring the values to those of the SLD group. The 
HFD+CAP-fed WT and KO mice also exhibited signifi-
cantly lower plasma TG, plasma total cholesterol, high 
density lipoprotein cholesterol (HDL-C), and low-density 
lipoprotein cholesterol (LDL-C)than the control HFD-
fed mice (p < 0.05) (Table 2).

A glucose tolerance test was performed during week 11 
of the experiment, and glucose tolerance was quantified 

as the area under the curve (AUC) integrated from 0 to 
120  min. The HFD-fed WT and KO mice exhibited 
slightly impaired glucose tolerance, having higher glucose 
levels at 15–120 min than SLD-fed WT and KO mice (p 
< 0.05, Fig. 2A). Compared to the HFD-fed WT and KO 
mice, HFD+CAP-fed WT and KO mice had a smaller 
(p <  0.05) glucose AUC (by 16 and 13%, respectively; 
Fig.  2B), suggesting better glycemic control than in the 
HFD-fed mice. These findings confirm that intragastrical 
administration of CAP helped prevent obesity in HFD-
fed mice, and the effect of which is lessened without 
TRPV1 channel activation.

CAP induces changes in the composition of the gut microbiota
To assess the impact of intragastrical administration of 
CAP on the gut microbiota community, various V4 re-
gions of the 16S ribosomal RNA genes extracted from the 
fecal samples of SLD, HFD, and HFD+CAP-fed groups 
were sequenced on the Illumina MiSeq platform, and the 
results are presented as OTUs, using a 97% homology cut-
off  value (The sequence data is in Appendix A).

Differences in bacterial community structures are ap-
parent in PCoAs (Fig. 3A). PCoAs revealed a distinct 

Fig. 2. Effects of CAP on glucose tolerance. (A) Glucose tolerance test; (B) AUC of OGTT. Results are represented as mean ± 
SD (n = 6). WTH, WT mice fed with high-fat diet; WTHC, WT mice fed with high-fat diet and CAP; KOS, KO mice fed with 
low fat diet; KOH, KO mice fed with high-fat diet; KOHC, KO mice fed with high-fat diet and CAP. AUC, area under the curve 
(0–120 min). a, WTH group versus WTS group; b, WTHC group versus WTH group; c, KOH group versus KOS group; d, 
KOHC group versus KOH group(one-way ANOVA followed by Dunnett’s test, p < 0.05).

Table 2. Effects of capsaicin on plasma parameters. Data are expressed as mean ± SD (n = 6).

Parameters WTS WTH WTHC KOS KOH KOHC

Glucose (mmol/L) 4.76 ± 0.34 9.39 ± 0.13a 5.51 ± 0.80b 4.66 ± 0.63 8.24 ± 0.21c 5.95 ± 0.28d

Insulin (pmol/L) 14.02 ± 1.06 20.62 ± 1.33a 15.07 ± 1.18b 16.03 ± 0.40 21.98 ± 1.61c 18.80 ± 1.08d

Plasma TG (mmol/L) 0.57 ± 0.07 0.85 ± 0.10a 0.61 ± 0.05b 0.42 ± 0.12 0.86 ± 0.14c 0.64 ± 0.14d

Plasma TC (mmol/L) 2.70 ± 0.20 3.79 ± 0.13a 2.52 ± 0.17b 2.34 ± 0.22 3.41 ± 0.30c 2.69 ± 0.30d

HDL-Cholesterol (mmol/L) 1.11 ± 0.10 1.66 ± 0.23a 0.90 ± 0.13b 0.96 ± 0.10 1.45 ± 0.13c 1.03 ± 0.18d

LDL-Cholesterol (mmol/L) 1.50 ± 0.03 2.06 ± 0.12a 1.54 ± 0.13b 1.27 ± 0.12 1.90 ± 0.06c 1.61 ± 0.04d

WTS, WT mice fed with low-fat diet; WTH, WT mice fed with high-fat diet; WTHC, WT mice fed with high-fat diet and CAP; KOS, KO mice fed with low-
fat diet; KOH, KO mice fed with high-fat diet; KOHC, KO mice fed with high-fat diet and CAP; a, WTH groupversus WTS group; b, WTHC groupversus 
WTH group; c, KOH groupversus KOS group; d, KOHC groupversus KOH group(one-way ANOVA followed by Dunnett’s test, p < 0.05).
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clustering of microbial species among the SLD, HFD, 
and HFD+CAP groups, along the primary ordination 
axis. KO mice fed with SLD, HFD, or HFD+CAP had 
microbial populations similar to WT mice fed with SLD, 
HFD, or HFD+CAP, respectively. The HFD-fed WT and 
KO groups clustered together at one end of the axis, while 
the SLD-fed WT and KO groups clustered at the oppo-
site end, and the HFD+CAPWT and KO groups formed 
a distinct cluster in the middle. Hierarchical clustering 
showed that the microbial communities in the feces of the 
HFD+CAP WT and KO groups were more closely related 
to those of the SLD WT and KO groups than those of the 
HFD groups (Fig. 3B).

The relative abundances of the taxa, which gave a 
p-value of < 0.05 by differential expression analysis 

(nonparametric ANOVA with FDR correction), were 
then expressed as a heat map (Fig. 3C), including hier-
archical clustering (HCN). Hierarchical clustering clearly 
separated the HFD WT and KO groups as a single clus-
ter from the other two groups, which formed two clusters 
within a clade.

To assess intestinal microbial community structure, 
richness and evenness were calculated (Fig. 4). At the 
OTU level, the intestines of  HFD-fed WT and KO 
mice were populated with fewer species than those of 
SLD-fed WT and KO mice. The intestines of  HFD+-
CAP-fed WT and KO mice contained a larger number 
of  species than those of  HFD-fed WT and KO mice, 
but a smaller number than those of  the SLD WT and 
KO mice. Diversity, assessed using Shannon’s richness 

A B

C

Fig. 3. CAP modulated the structure of the gut microbiota. (A) Principal coordinate analysis (PCoA) and (B) sample clustering 
results of the weighted UniFrac distances of microbial 16S rRNA sequences from the V4 region in fecal samples, (C) heat map 
representation of hierarchical cluster. WTH, WT mice fed with high-fat diet; WTHC, WT mice fed with high-fat diet and CAP; 
KOS, KO mice fed with low fat diet; KOH, KO mice fed with high-fat diet; KOHC, KO mice fed with high-fat diet and CAP.

http://dx.doi.org/10.29219/fnr.v64.3525


Citation: Food & Nutrition Research 2020, 64: 3525 - http://dx.doi.org/10.29219/fnr.v64.3525 7
(page number not for citation purpose)

Capsaicin has an anti-obesity effect

index, was significantly lower in the HFDWT group 
than in the SLDWT group. The HFD+CAPWT group 
had a higher value for Shannon’s index than the HFD 
WT group, but this did not reach the level of  the SLD 
WT group. When assessed using Simpson’s evenness 
index, diversity was also greater in the HFD WT group 
than the SLD WT group. Simpson’s index for the HF-
D+CAP WT group was lower than for the HFD WT 
group, but not to the same extent as for the SLD WT 
group. The KO mice demonstrated trends similar to the 
WT mice in their diversity, assessed using both Shan-
non’s richness and Simpson’s evenness indices, but the 
differences between diet groups were less than those for 
the WT mice.

To assess specific changes in the gut microbiota, we 
compared the relative abundances of the predominant 
taxa identified from sequencing of the fecal microbial 
populations of mice in each of the three diet groups 
(Fig. 5). Significant differences in the composition of the 
gut microbiota were found at all taxonomic levels. We 
only focused on the same trends for the KO mice and the 
WT mice, as shown below.

At the phylum level, the microbiota from the HFD-fed 
mice contained relatively few Bacteroidetes, Tenericutes, 
and Verrucomicrobia compared with that from the SLD-
fed mice (Fig. 5A). However, the relative abundance of 
Proteobacteria was markedly higher in the HFD-fed mice 

and there was a trend towards a larger population of Fir-
micutes, Actinobacteria, and Cyanobacteria. In marked 
contrast to the HFD group, the HFD+CAP diet-associ-
ated microbial community contained a significantly larger 
relative abundance of Bacteroidetes, Tenericutes and 
Verrucomicrobia, and a much lower relative abundance 
of Proteobacteria, Actinobacteria, Cyanobacteria, and 
Firmicutes.

At the family level, compared with the SLD, the fecal 
microbiota of the HFD-fed mice contained fewer Verru-
comicrobiaceae, Odoribacteraceae, Paraprevotellaceae, 
Rikenellaceae, Prevotellaceae, Bacteroidaceae, S24-7, and 
Erysipelotrichaceae, and more Alcaligenaceae, Coriobac-
teriaceae, Desulfovibrionaceae, Helicobacteraceae, Rumi-
nococcaceae, and Lachnospiraceae (Fig. 5B). Mice fed the 
HFD+CAP differed greatly from the HFD-fed mice with 
respect to the significantly higher relative abundances of 
Bacteroidaceae, Erysipelotrichaceae, Odoribacteraceae, 
Prevotellaceae, Rikenellaceae, Verrucomicrobiaceae, S24-7, 
and much lower relative abundance of Alcaligenaceae, 
Coriobacteriaceae, Helicobacteraceae, Lachnospiraceae, 
Ruminococcaceae.

At the genus level, HFD-feeding was associated with 
a larger relative abundance of Helicobacter, Desulfovib-
rio, Escherichia, and Sutterella, but smaller populations 
of Akkermansia, Prevotella, Bacteroides, Odoribacter, 
 Allobaculum, and Coprococcus (Fig. 5C). Feeding the 

Fig. 4. CAP modulated the diversity of the gut microbiota. WTH, WT mice fed with high-fat diet; WTHC, WT mice fed with 
high-fat diet and CAP; KOS, KO mice fed with low fat diet; KOH, KO mice fed with high-fat diet; KOHC, KO mice fed with 
high-fat diet and CAP (alpha diversity analysis at the OUT level calculated on denoised sequences of mouse fecal microbiota.)
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HFD+CAP was associated with the presence of 51% 
fewer Helicobacter in WT mice and 50% fewer in KO 
mice,45 and 44% fewer Sutterella, 48 and 47% fewer 
 Desulfovibrio, and 61 and 60% (but no significant dif-
ference)fewer  Escherichia, respectively. It was also as-
sociated with threefold populations of Akkermansia in 
both WT and KO mice , 2.1-and 2.2-fold populations of 
Prevotella, 1.6- and 1.6-fold populations of Bacteroides, 
2.6- and 2.7-fold populations of Allobaculum, and3- and 
3.1-fold populations of Coprococcus, and 1.9- and 2-fold 
(but no significant difference) populations of Odoribacter, 
respectively.

CAP affects fecal SCFA excretion
The effects of intragastric administration of CAP on fecal 
SCFA excretion are shown in Table 3. Fecal acetate and 
propionate concentrations were lower in the HFD-fed WT 
and KO mice (p < 0.05), than in the SLD-fed WT and KO 
mice. Intragastrical administration of CAP attenuated 
these differences (p < 0.05). There were no significant differ-
ences in the concentrations of butyrate among the groups.

mRNA expression of FFAR2, gut hormone peptides, gut 
hormone peptides receptor, and neuropeptides
The mRNA expression of FFAR2, PYY, and GLP-1 in 
the colon was significantly lower in the HFD-fed WT and 

Fig.5. CAP modulated the composition of the gut microbiota. (A) Phylum-level, (B)family-level, and (C) genus-level taxonomic 
distributions of the microbial communities in fecal. Data are expressed as mean ± SD (n = 6). WTH, WT mice fed with high-fat 
diet; WTHC, WT mice fed with high-fat diet and CAP; KOS, KO mice fed with low fat diet; KOH, KO mice fed with high-fat diet; 
KOHC, KO mice fed with high-fat diet and CAP. a, WTH groupversus WTS group; b, WTHC groupversus WTH group; c, KOH 
group versus KOS group; d, KOHC groupversus KOH group(one-way ANOVA followed by Dunnett’s test, p < 0.05).
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KO mice than in the SLD fed WT and KO mice (p < 0.05). 
Intragastrical administration of CAP supplementation 
(WT and KO) significantly increased the mRNA ex-
pression of FFAR2, PYY, and GLP-1 (p < 0.05) (Figs. 
6A–6C) compared to the HFD-fed WT and KO mice. In 
the HFD+CAP fed WT and KO mice, the expression of 
PYY-Y2, GLP-1R, POMC, and CART (Figs. 6D–6G) 
was significantly higher (p < 0.05), whereas the expression 
of NPY and AgRP (Figs. 6H–6I) in the hypothalamus 
was lower than that of  the HFD-fedWT and KO mice 
(p < 0.05).

Discussion
CAP has been shown to protect against body mass gain 
in rodents and other species (5, 6). Likewise, in our study, 
we observed significantly lower gains in body mass, TGs, 
cholesterol, and insulin, and a smaller glucose AUC in 
HFD+CAP-fed WT and KO mice compared with HFD-
fed WT and KO mice. Zhang et al. showed that CAP did 
not prevent obesity in HFD-fed male TRPV1 KO mice, 
but CAP-induced calcium influx through activation of 
TRPV1 channels prevents adipogenesis and obesity in 
male WT mice (5). In our study, we observed that CAP 

Fig. 6. CAP regulated mRNA expressions of FFAR2, gut hormone peptides, gut hormone peptides receptor, and neuropeptides. 
(A) FFAR2 gene expressions,(B) PYY gene expressions, (C) GLP-1 gene expressions in the colon; (D) PYY-Y2 gene expressions, 
(E) GLP-1R gene expressions, (F) POMC gene expressions,(G) CART gene expressions, (H) NPY gene expressions, and 
(I) AgRP gene expressions in the hypothalamus. Results are represented as mean ± SD (n = 6). WTH, WT mice fed with high-fat 
diet; WTHC, WT mice fed with high-fat diet and CAP; KOS, KO mice fed with low-fat diet; KOH, KO mice fed with high-fat 
diet; KOHC, KO mice fed with high-fat diet and CAP. a, WTH groupversus WTS group; b, WTHC groupversus WTH group; 
c, KOH group versus KOS group; d, KOHC groupversus KOH group( one-way ANOVA followed by Dunnett’s test, p < 0.05).

Table 3. Effects of CAP on fecal SCFA excretion. Data are expressed as mean ± SD (n = 6).

SCFA (mg/g) WTS WTH WTHC KOS KOH KOHC

Acetate 15.86 ± 1.95 10.71 ± 1.24a 13.82 ± 1.72b 15.95 ± 2.03 11.27 ± 2.65c 14.23 ± 1.96d

Propionate 1.90 ± 0.14 1.58 ± 0.19a 1.79 ± 0.13b 1.91 ± 0.24 1.55 ± 0.16c 1.75 ± 0.06d

Butyrate 1.08 ± 0.21 1.02 ± 0.18 1.01 ± 0.19 1.21 ± 0.14 1.10 ± 0.14 1.07 ± 0.15

WTS, WT mice fed with low-fat diet; WTH, WT mice fed with high-fat diet; WTHC, WT mice fed with high-fat diet and CAP; KOS, KO mice fed with low-
fat diet; KOH, KO mice fed with high-fat diet; KOHC, KO mice fed with high-fat diet and CAP; a, WTH groupversus WTS group; b, WTHC groupversus 
WTH group; c, KOH groupversus KOS group; d, KOHC groupversus KOH group(one-way ANOVA followed by Dunnett’s test, p < 0.05).

http://dx.doi.org/10.29219/fnr.v64.3525


Citation: Food & Nutrition Research 2020, 64: 3525 - http://dx.doi.org/10.29219/fnr.v64.352510
(page number not for citation purpose)

Yuanwei Wang et al.

suppressed body mass gain in TRPV1 female KO mice, 
though this effect was greater in female WT mice, which 
is not consistent with the findings of Zhang et al. The 
first reason for this could be that male C57/BL6 mice are 
more vulnerable to HFD-induced obesity and metabolic 
syndrome compared with female C57/BL6 mice fed HFD 
(19, 20). So, obesity induced by HFD in male C57/BL6 
mice is not easily prevented by CAP. Moreover, limiting 
weight gain can be achieved not only by reducing adipo-
genesis, but also by reducing intestinal lipid absorption 
and/or lowering food intake. Rohm et al. showed that 
CAP reduced energy intake, had a hypolipidemic effect, 
and decreased free fatty acid uptake without TRPV1 
activation in Caco-2 cells (21). Here, we show that in-
tragastrical administration of CAP significantly inhibits 
HFD-induced body mass gain, but this effect is smaller 
when TRPV1 channels are not activated. Therefore, the 
anti-obesity effect of CAP may involve an alternative 
mechanism needing further studies, such as the effect of 
altered gut microbiota.

The interaction between dietary components and in-
testinal microorganisms shapes the composition of  the 
gut microbiota, and has a significant impact on host me-
tabolism. Many studies have shown that aberrant gut mi-
crobiota composition is associated with the development 
of  obesity the metabolic syndrome in humans (8). Shen 
et al. showed that the proportions of  Bacteroides, Copro-
coccus, Prevotella, and Akkermansia were significantly 
higher in HFD-fed mice after feeding of  CAP (13). In 
agreement with these findings, we observed that the rela-
tive abundances of  Bacteroides, Coprococcus, Prevotella, 
and Akkermansia in HFD+CAP-fed WT mice were 1.6-, 
3-, 2.1-, and 3-fold changed, respectively, compared to 
those of  HFD-fed WT mice. The relative abundances 
of  these genera in HFD+CAP-fed KO mice were also 
higher: by 1.6-, 3.1-, 2.2-, and 3-fold, respectively. Many 
studies have also shown higher ratios of  Firmicutes to 
Bacteroidetes in the gut of  obese humans and animals 
(22), whereas a higher relative abundance of  Bacteroi-
detes may be beneficial for weight loss in obese humans 
(8). Baboota et al. found that the relative abundance of 
Akkermansia was higher in HFD+CAP-fed mice, using 
qPCR to detect differences in the abundance of  seven 
gut microbes (12). Many other microbiome studies, such 
as those evaluating the effects of  black tea, polyphe-
nols, bamboo shoot fiber, or cranberry, have also shown 
that a larger population of  Akkermansia might mediate 
some of  the anti-obesity effects (7, 23–25). Greater levels 
of  fiber consumption lead to improvements in glucose 
profiles, in association with an increase in Prevotella 
abundance. Kovatcheva-Datchary et al. found that an 
increase in the population of  P. copri alone, without a 
change in diet, could improve glucose tolerance in mice 
and humans (26).

Unique to our study was the finding that the markedly 
lower relative abundances of Odoribacter, Allobaculum, 
and S24-7 induced by HFD-feeding, were suppressed by 
CAP. Odoribacter, a genus of mucin-degrading bacterial, 
has been found to be associated with a healthy lipid me-
tabolism (27). Etxeberria et al. found that the anti-obesity 
effects of Pterostilbene induced in Zucker rats could be 
associated with an enrichment of Akkermansia and Odor-
ibacter (28). A large population of Allobaculum spp. and 
their relatives, which consume simple sugars rapidly, leads 
to rapid energy harvesting and favors adiposity (29). Van 
Hul et al. observed a smaller population of Desulfovibrio 
and Lactococcus, and larger populations of Allobaculum 
and Roseburia, when they assessed the metabolic effects 
of polyphenol-containing extracts from grape pomace in 
C57BL/6J mice fed an HFD for 8 weeks (30). The rela-
tive abundances of both S24-7 and Allobaculum were re-
duced by the introduction of obesogenic diets, but were 
increased if  a greater proportion of fermentable fiber was 
added to the diet, which can lead to improvements in glu-
cose tolerance (31, 32). Thus, changes in the abundance of 
Odoribacter, Allobaculum and S24-7 may be involved in 
the effects of treatments for glucose intolerance and obe-
sity. A study by Shen et al. demonstrated the proportions 
of Bacteroides, Coprococcus, Prevotella, and Akkerman-
sia to be significantly higher in HFD-fed mice after CAP 
feeding. The similar results obtained in the present study 
further confirmed this finding. However, we found that 
CAP feeding also affected other bacterial populations, 
such as Odoribacter, Allobaculum, and S24-7. Kang et al. 
showed that S24-7 is the key bacterial family that largely 
contributes to the HFD group for inducing chronic low-
grade inflammation (14). However, many other studies 
have shown that chronic low-grade inflammation is mainly 
induced by Proteobacteria, rather than S24-7, in the intes-
tinal tract (33–39), whereas S24-7 has been reported to 
be effective in the treatments of glucose intolerance and 
obesity (31, 32). Shen et al. believed the anti-obesity ef-
fect of CAP to be associated with an increase in the abun-
dance of the gut bacterium Akkermansia muciniphila (13). 
Although Akkermansia has been widely reported to have 
anti-obesity effects (7, 12, 23–25), our study does not sup-
port this finding of Shen et al. (13). Our data suggested 
that CAP affects the abundance of many different bac-
teria, which all affect whole body metabolism. Therefore, 
we believe that CAP affects the abundance of a variety 
of bacterial populations to induce its anti-obesity effects.

Unique to our study, the greater relative abundances 
of Sutterella, Desulfovibrio, Escherichia, and Helico-
bacter induced by HFD-feeding, were suppressed by 
CAP. An increase in the abundance of Proteobacteria in 
the intestinal microbiota can activate immune signaling 
pathways, leading to a chronic, low-grade inflammatory 
response (36). The relative abundance of Proteobacteria 

http://dx.doi.org/10.29219/fnr.v64.3525


Citation: Food & Nutrition Research 2020, 64: 3525 - http://dx.doi.org/10.29219/fnr.v64.3525 11
(page number not for citation purpose)

Capsaicin has an anti-obesity effect

in a healthy gastrointestinal tract varies from 2 to 5%, 
but can be up to 15% in the presence of metabolic disor-
ders or intestinal inflammation (38). Chronic, low-grade 
inflammatory responses are associated with higher risks 
of obesity and obesity-related diseases (34), meaning that 
the abundance of Proteobacteria in the intestinal tract 
may have a significant impact on host metabolism. Desul-
fovibrio is a sulfate-reducing bacteria that stimulates gut 
immune responses and contributes to inflammation (35). 
Some data suggest that development of colitis involves an 
increase in Desulfovibrio prevalence, likely in association 
with the generation of hydrogen sulfide (37). Increased 
populations of gut Escherichia may also contribute to 
intestinal inflammation as a result of generation of lipo-
polysaccharides (33). Sutterella, a genus of Proteobacte-
ria, has been suggested to play a part in the pathogenesis 
of inflammatory bowel disease, which is associated with 
a greater risk of obesity. Many studies have shown that 
Helicobacter infection is significantly and positively asso-
ciated with the risk of being overweight and obesity (39), 
and the mechanism involved may be the same as that for 
Sutterella. Thus, CAP may exert its anti-obesity effect by 
reducing the relative abundances of Proteobacteria spp., 
such as Desulfovibrio, Escherichia, Sutterella, and Helico-
bacter, which can lead to a chronic, low-grade inflamma-
tory response.

We believe that the alterations in gut microbiota caused 
by CAP are important for its anti-obesity effect. How-
ever, the change led by the alterations in gut microbiota 
is more important, such as change in the concentration 
of SCFAs in the intestines. SCFAs are end-products of 
the microbial fermentation of dietary fibers and resistant 
starch, and may play a role in the prevention and treat-
ment of obesity (9–11, 40, 41). It has been demonstrated 
that fecal concentrations of acetate in diet-induced obese 
mice fed a HFD containing 45% calories from fat were 
lower than those in control mice fed a diet containing 
10% calories from fat (42), which is consistent with the 
findings of the present study. In our study, fecal acetate 
and propionate concentrations in HFD+CAP-fed WT 
and KO mice were lower than in SLD-fed WT and KO 
mice (p < 0.05), but higher than in HFD-fed WT and KO 
mice (p < 0.05). Lu et al. showed that acetate, propionate, 
and butyrate all suppress HFD-induced weight gain, with 
acetate having the greatest effect (11). Lin et al. found that 
supplementation with butyrate and propionate protected 
against diet-induced obesity by lowering food intake and 
increasing gut hormone secretion (43). Thus, CAP may 
prevent obesity by regulating the concentration of SCFAs 
in the intestines.

After considering the differences in the gut microbiota 
alongside those in SCFA concentrations, we noticed that 
the bacterial species that were more abundant in the gut 
of CAP-treated mice, such as Akkermansia, Prevotella, 

Allobaculum, S24-7, Bacteroides, and Coprococcus, can all 
perform fermentation reactions that produce acetate or 
propionate, which likely explains the differences in SCFA 
content between groups. Murugesan et al. hypothesized 
that the gut microbiota plays an important role in weight 
regulation, mediated by the effects of SCFAs on energy 
balance (40). Therefore, regulation of the gut microbiota 
and thus the concentration of intestinal SCFAs may be 
involved in the anti-obesity effect of CAP.

The G-protein-coupled receptors GPR43 and GPR41 
have been identified as SCFA receptors, and have since 
been renamed FFAR2 and FFAR3, respectively (44, 45). 
FFAR2 is activated preferentially by acetate and propi-
onate, while FFAR3 is activated preferentially by pro-
pionate and butyrate. FFAR2 and FFAR3 co-localize 
with colonic L-cells and stimulate the release of peptide 
tyrosine (PYY), and glucagon-like peptide 1(GLP-1) (46, 
47). However, Tolhurst et al. and Psichas et al. report that 
FFAR2, but not FFAR3, plays a primary role in stimulat-
ing gut hormone release in vivo (47, 48).

Colonic administration of propionate stimulates the se-
cretion of both GLP-1 and PYY in rodents, but this effect 
was significantly attenuated in FFAR2 KO animals. In the 
present study, fecal acetate and propionate concentrations 
were different between groups, which would be expected 
to have effects predominantly via FFAR2, which may 
explain why we only detected the expression of FFAR2. 
We found that dietary CAP supplementation in HFD-
fed WT and KO mice resulted in increased expression 
of FFAR2 in the colon, which was positively associated 
with the expression of both PYY and GLP-1. GLP-1 has 
been found to cross the blood–brain barrier and specifi-
cally act on the hypothalamus to induce weight loss and 
reduce food intake (49, 50). PYY induces satiety and re-
duces food intake (51), and our data show that PYY-Y2 
and GLP-1R expressions were also significantly higherin 
the hypothalamus of CAP-supplemented HFD-fed mice 
(both WT and KO), differences that also showed associ-
ations with the expression of PYY and GLP-1. van Ave-
saat et al. reported that intraduodenal infusion of CAP 
significantly increases satiety but does not affect plasma 
concentrations of GLP-1 or PYY (52), which is contra-
dictory to our results of expression of PYY and GLP-1. 
The reason for this may be that the experiment of van 
Avesaat et al. was not conducted for long enough to affect 
the composition of the gut microbiota that regulates the 
concentration of SCFAs, which stimulates the secretion 
of both GLP-1 and PYY (52).

The arcuate nucleus (ARC) of the hypothalamus is 
thought to be pivotal in appetite regulation. Within the 
ARC, one group of neurons expresses proopiomelano-
cortin (POMC) and amphetamine-regulated transcript 
(CART), whose activation reduces appetite (53), and an-
other group of neurons expresses neuropeptide Y (NPY) 
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and agouti-related peptide (AgRP), whose activation in-
creases appetite (54). PYY and GLP1 affect appetite and 
satiety by suppressing NPY and AgRP expression and ac-
tivating POMC and CART expression in the ARC. In the 
present study, compared with HFD-fed WT and KO mice, 
the HFD+CAP-fed WT and KO mice showed significantly 
higher POMC and CART expression and significantly 
lower NPY and AgRP expression in the hypothalamus 
(p < 0.05). Thus, the addition of dietary CAP may in-
crease satiety and reduce appetite by enhancing PYY and 
GLP-1 expression, resulting in an inhibition of neurons 
expressing NPY and AgRP, and an activation of neurons 
expressing POMC and CART in the ARC. We found this 
possible mechanism of CAP’s anti-obesity effect by mea-
suring the expression of FFAR2, PYY, GLP1, PYY-Y2, 
GLP-1R, POMC, CART, NPY, and AgRP. However, this 
possible mechanism still needs to be verified by further 
research, such as quantifying the plasma PPY-1, GLP-1 
levels, and the western blot result of POMC, CART, NPY, 
and AgRP protein, which is also the weaknesses of the 
study.

Conclusions
Intragastrical administration of  CAP is effective in 
suppressing the excessive body weight gain induced by 
HFD-feeding in female mice and reducing food intake 
regardless of  TRPV1 channel activation. The effect of 
CAP on weight gain and food intake may be mediated 
by an increase in the relative abundances of  Bacteroi-
des, Coprococcus, Prevotella, Akkermansia, Odorib-
acter, Allobaculum, and S24-7, which are beneficial for 
weight loss in obese mice. This change in the relative 
abundances of  those SCFA-producing bacterial species 
results in enhanced acetate and propionate production 
in the gut, which also are beneficial for energy balance 

in obese mice. The effect of  CAP may be mediated by 
reducing the relative abundances of  Proteobacteria 
spp., such as Desulfovibrio, Escherichia, Sutterella, and 
Helicobacter, which can generate a chronic, low-grade 
inflammatory response associated with higher risks of 
obesity. We also found a possible mechanism of  CAP’s 
anti-obesity effect by enhancing PYY and GLP-1excre-
tion in intestinal epithelial cells, which suppress NPY- 
and AgRP-expressing neurons and activate POMC- and 
CART-expressing neurons in the ARC of  the hypo-
thalamus, resulting in lower food intake. However, this 
possible mechanism still needs to be verified by further 
research (Fig. 7).

Acknowledgments

This study was financially supported by the National Nat-
ural Science Foundation of China NO.31471581.

Conflict of interest and funding
The authors have not received any funding or benefits 
from industry or elsewhere to conduct this study.

Appendix A. Supplementary data
The sequence data supporting the results of this article 
are available in the NCBI Sequence Read Archive under 
SRA accession number SRR6384129-SRR6384164.

References

 1.  NCD-RisC. Trends in adult body-mass index in 200 countries 
from 1975 to 2014: a pooled analysis of 1698 population-based 
measurement studies with 19.2 million participants. Lancet 2016; 
387(10026): 1377–96. doi: 10.1016/S0140-6736(16)30054-X

 2.  Benaiges D, Pedro-Botet J, Flores-Le Roux JA, Climent E, 
Goday A. Past, present and future of pharmacotherapy for 
obesity. Clin Invest Arteriosclerosis 2017; 29(6): 256–64. doi: 
10.1016/j.arteri.2017.06.002

Fig. 7.  Anti-obesity effect mechanism of CAP in this study.

http://dx.doi.org/10.29219/fnr.v64.3525
https://dx.doi.org/10.1016/S0140-6736(16)30054-X
https://dx.doi.org/10.1016/j.arteri.2017.06.002


Citation: Food & Nutrition Research 2020, 64: 3525 - http://dx.doi.org/10.29219/fnr.v64.3525 13
(page number not for citation purpose)

Capsaicin has an anti-obesity effect

 3.  Barte JC, ter Bogt NC, Bogers RP, Teixeira PJ, Blissmer B,  
Mori TA, et al. Maintenance of weight loss after lifestyle 
 interventions for overweight and obesity, a systematic review. 
Obes Rev 2010; 11(12): 899–906. doi: 10.1111/j.1467-789X. 
2010.00740.x

 4.  Azzini E, Giacometti J, Russo GL. Antiobesity effects of antho-
cyanins in preclinical and clinical studies. Oxid Med Cell Longev 
2017; 2017: 2740364. doi: 10.1155/2017/2740364

 5.  Zhang LL, Yan Liu D, Ma LQ, Luo ZD, Cao TB, Zhong J, et al. 
Activation of transient receptor potential vanilloid type-1 chan-
nel prevents adipogenesis and obesity. Circ Res 2007; 100(7): 
1063–70. doi: 10.1161/01.RES.0000262653.84850.8b

 6.  Chen J, Li L, Li Y, Liang X, Sun Q, Yu H, et al. Activation of 
TRPV1 channel by dietary capsaicin improves visceral fat re-
modeling through connexin 43-mediated Ca2+ influx. Cardio-
vasc Diabetol 2015; 14: 22. doi: 10.1186/s12933-015-0183-6

 7.  Li X, Guo J, Ji K, Zhang P. Bamboo shoot fiber prevents obe-
sity in mice by modulating the gut microbiota. Sci Rep 2016; 6: 
32953. doi: 10.1038/srep32953

 8.  Wang J, Jia H. Metagenome-wide association studies: fine- 
mining the microbiome. Nature Rev Microbiol 2016; 14(8): 
508–22. doi: 10.1038/nrmicro.2016.83

 9.  Chambers ES, Viardot A, Psichas A, Morrison DJ, Murphy 
KG, Zac-Varghese SE, et al. Effects of  targeted delivery of 
propionate to the human colon on appetite regulation, body 
weight maintenance and adiposity in overweight adults. Gut 
2015; 64(11): 1744–54. doi: 10.1136/gutjnl-2014-307913

 10.  Canfora EE, van der Beek CM, Jocken JWE, Goossens GH, 
Holst JJ, Olde Damink SWM, et al. Colonic infusions of short-
chain fatty acid mixtures promote energy metabolism in over-
weight/obese men: a randomized crossover trial. Sci Rep 2017; 
7(1): 2360. doi: 10.1038/s41598-017-02546-x

 11.  Lu Y, Fan C, Li P, Chang X, Qi K. Short chain fatty acids 
prevent high-fat-diet-induced obesity in mice by regulating G 
protein-coupled receptors and gut microbiota. Sci Rep 2016; 6: 
37589. doi: 10.1038/srep37589

 12.  Baboota RK, Murtaza N, Jagtap S, Singh DP, Karmase A, Kaur 
J, et al. Capsaicin-induced transcriptional changes in hypothal-
amus and alterations in gut microbial count in high fat diet 
fed mice. J Nutr Biochem 2014; 25(9): 893–902. doi: 10.1016/j.
jnutbio.2014.04.004

 13.  Shen W, Shen M, Zhao X, Zhu H, Yang Y, Lu S, et al. Anti-obesity 
effect of capsaicin in mice fed with high-fat diet is associated with an 
increase in population of the gut bacterium Akkermansia muciniph-
ila. Front Microbiol 2017; 8: 272. doi: 10.3389/fmicb.2017.00272

 14.  Kang C, Wang B, Kaliannan K, Wang X, Lang H, Hui S, et al. 
Gut microbiota mediates the protective effects of dietary capsa-
icin against chronic low-grade inflammation and associated obe-
sity induced by high-fat diet. mBio 2017; 8(3): pii: e00470-17. 
doi: 10.1128/mBio.00470-17

 15.  Nonogaki K, Kaji T. The acute anorexic effect of liraglutide, a 
GLP-1 receptor agonist, does not require functional leptin re-
ceptor, serotonin, and hypothalamic POMC and CART activi-
ties in mice. Diab Res Clin Pract 2016; 120: 186–9. doi: 10.1016/j.
diabres.2016.08.009

 16.  Loh K, Zhang L, Brandon A, Wang Q, Begg D, Qi Y, et al. 
Insulin controls food intake and energy balance via NPY 
neurons. Molec Metab 2017; 6(6): 574–84. doi: 10.1016/j.
molmet.2017.03.013

 17.  Hassan AM, Jain P, Mayerhofer R, Frohlich EE, Farzi A, Re-
ichmann F, et al. Visceral hyperalgesia caused by peptide YY 
deletion and Y2 receptor antagonism. Sci Rep 2017; 7: 40968. 
doi: 10.1038/srep40968

 18.  Zynat J, Guo Y, Lu Y, Lin D. The improvement of hyperglyce-
mia after RYGB surgery in diabetic rats is related to elevated hy-
pothalamus GLP-1 receptor expression. Int J Endocrinol 2016; 
2016: 5308347. doi: 10.1155/2016/5308347

 19.  Pettersson US, Walden TB, Carlsson PO, Jansson L, Phillipson 
M. Female mice are protected against high-fat diet induced met-
abolic syndrome and increase the regulatory T cell population 
in adipose tissue. PLoS One 2012; 7(9): e46057. doi: 10.1371/
journal.pone.0046057

 20.  Giles DA, Moreno-Fernandez ME, Stankiewicz TE, Graspeu-
ntner S, Cappelletti M, Wu D, et al. Thermoneutral housing 
exacerbates nonalcoholic fatty liver disease in mice and allows 
for sex-independent disease modeling. Nat Med 2017; 23(7): 
829–38. doi: 10.1038/nm.4346

 21.  Rohm B, Riedel A, Ley JP, Widder S, Krammer GE, Somoza V. 
Capsaicin, nonivamide and trans-pellitorine decrease free fatty 
acid uptake without TRPV1 activation and increase acetyl-co-
enzyme a synthetase activity in Caco-2 cells. Food Func 2015; 
6(1): 173–85. doi: 10.1039/c4fo00435c

 22.  Ley RE, Turnbaugh PJ, Klein S, Gordon JI. Microbial ecol-
ogy: human gut microbes associated with obesity. Nature 2006; 
444(7122): 1022–3. doi: 10.1038/4441022a

 23.  Anhe FF, Roy D, Pilon G, Dudonne S, Matamoros S, Varin TV, 
et al. A polyphenol-rich cranberry extract protects from diet-in-
duced obesity, insulin resistance and intestinal inflammation in 
association with increased Akkermansia spp. population in the 
gut microbiota of mice. Gut 2015; 64(6): 872–83. doi: 10.1136/
gutjnl-2014-307142

 24.  Roopchand DE, Carmody RN, Kuhn P, Moskal K, Rojas-Silva 
P, Turnbaugh PJ, et al. Dietary polyphenols promote growth 
of the gut bacterium Akkermansia muciniphila and attenuate 
high-fat diet-induced metabolic syndrome. Diabetes 2015; 64(8): 
2847–58. doi: 10.2337/db14-1916

 25.  van Dorsten FA, Peters S, Gross G, Gomez-Roldan V, Klinken-
berg M, de Vos RC, et al. Gut microbial metabolism of polyphe-
nols from black tea and red wine/grape juice is source-specific 
and colon-region dependent. J Agric Food Chem 2012; 60(45): 
11331–42. doi: 10.1021/jf303165w

 26.  Kovatcheva-Datchary P, Nilsson A, Akrami R, Lee YS, De 
Vadder F, Arora T, et al. Dietary fiber-induced improvement in 
glucose metabolism is associated with increased abundance of 
Prevotella. Cell Metabolism 2015; 22(6): 971–82. doi: 10.1016/j.
cmet.2015.10.001

 27.  Brahe LK, Le Chatelier E, Prifti E, Pons N, Kennedy S, Hansen 
T, et al. Specific gut microbiota features and metabolic mark-
ers in postmenopausal women with obesity. Nutr Diab 2015; 5: 
e159. doi: 10.1038/nutd.2015.9

 28.  Etxeberria U, Hijona E, Aguirre L, Milagro FI, Bujanda L, 
Rimando AM, et al. Pterostilbene-induced changes in gut mi-
crobiota composition in relation to obesity. Molec Nutri Food 
Res 2017; 61(1): 1500906. doi: 10.1002/Mnfr.201500906

 29.  Herrmann E, Young W, Rosendale D, Reichert-Grimm V, Rie-
del CU, Conrad R, et al. RNA-based stable isotope probing sug-
gestsAllobaculum spp. as particularly active glucose assimilators 
in a complex murine microbiota cultured in vitro. BioMed Res 
Int 2017; 2017: 1829685. doi: 10.1155/2017/1829685

 30.  Van Hul M, Geurts L, Plovier H, Druart C, Everard A, Stahl-
man M, et al. Reduced obesity, diabetes and steatosis upon cin-
namon and grape pomace are associated with changes in gut 
microbiota and markers of gut barrier. Am J Physiol Endocrinol 
Metab 2018; 314(4): E334–52. doi: 10.1152/ajpendo.00107.2017

 31.  Everard A, Lazarevic V, Gaia N, Johansson M, Stahlman M, 
Backhed F, et al. Microbiome of prebiotic-treated mice reveals 

http://dx.doi.org/10.29219/fnr.v64.3525
https://dx.doi.org/10.1111/j.1467-789X.2010.00740.x
https://dx.doi.org/10.1111/j.1467-789X.2010.00740.x
https://dx.doi.org/10.1155/2017/2740364
https://dx.doi.org/10.1161/01.RES.0000262653.84850.8b
https://dx.doi.org/10.1186/s12933-015-0183-6
https://dx.doi.org/10.1038/srep32953
https://dx.doi.org/10.1038/nrmicro.2016.83
https://dx.doi.org/10.1136/gutjnl-2014-307913
https://dx.doi.org/10.1038/s41598-017-02546-x
https://dx.doi.org/10.1038/srep37589
https://dx.doi.org/10.1016/j.jnutbio.2014.04.004
https://dx.doi.org/10.1016/j.jnutbio.2014.04.004
https://dx.doi.org/10.3389/fmicb.2017.00272
https://dx.doi.org/10.1128/mBio.00470-17
https://dx.doi.org/10.1016/j.diabres.2016.08.009
https://dx.doi.org/10.1016/j.diabres.2016.08.009
https://dx.doi.org/10.1016/j.molmet.2017.03.013
https://dx.doi.org/10.1016/j.molmet.2017.03.013
https://dx.doi.org/10.1038/srep40968
https://dx.doi.org/10.1155/2016/5308347
https://dx.doi.org/10.1371/journal.pone.0046057
https://dx.doi.org/10.1371/journal.pone.0046057
https://dx.doi.org/10.1038/nm.4346
https://dx.doi.org/10.1039/c4fo00435c
https://dx.doi.org/10.1038/4441022a
https://dx.doi.org/10.1136/gutjnl-2014-307142
https://dx.doi.org/10.1136/gutjnl-2014-307142
https://dx.doi.org/10.2337/db14-1916
https://dx.doi.org/10.1021/jf303165w
https://dx.doi.org/10.1016/j.cmet.2015.10.001
https://dx.doi.org/10.1016/j.cmet.2015.10.001
https://dx.doi.org/10.1038/nutd.2015.9
https://dx.doi.org/10.1002/Mnfr.201500906
https://dx.doi.org/10.1155/2017/1829685
https://dx.doi.org/10.1152/ajpendo.00107.2017


Citation: Food & Nutrition Research 2020, 64: 3525 - http://dx.doi.org/10.29219/fnr.v64.352514
(page number not for citation purpose)

Yuanwei Wang et al.

novel targets involved in host response during obesity. ISME J. 
2014; 8(10): 2116–30. doi: 10.1038/ismej.2014.45

 32.  Ravussin Y, Koren O, Spor A, LeDuc C, Gutman R, Stombaugh 
J, et al. Responses of gut microbiota to diet composition and 
weight loss in lean and obese mice. Obesity (Silver Spring) 2012; 
20(4): 738–47. doi: 10.1038/oby.2011.111

 33.  Cani PD, Amar J, Iglesias MA, Knauf C, Poggi M, Bastelica D, 
et al. Metabolic endotoxemia initiates obesity and insulin resis-
tance. Diabetes 2007; 56(7): 1761–72. doi: 10.2337/db06-1491

 34.  Cox AJ, West NP, Cripps AW. Obesity, inflammation, and the 
gut microbiota. Lancet Diab Endocrinol 2015; 3(3): 207–15. doi: 
10.1016/S2213-8587(14)70134-2

 35.  Figliuolo VR, dos Santos LM, Abalo A, Nanini H, Santos A, 
Brittes NM, et al. Sulfate-reducing bacteria stimulate gut im-
mune responses and contribute to inflammation in experimental 
colitis. Life Sci 2017; 189: 29–38. doi: 10.1016/j.lfs.2017.09.014

 36.  Hiippala K, Kainulainen V, Kalliomaki M, Arkkila P, Satokari 
R. Mucosal Prevalence and interactions with the epithelium in-
dicate commensalism of Sutterella spp. Front Microbiol 2016; 7: 
1706. doi: 10.3389/fmicb.2016.01706

 37.  Rowan F, Docherty NG, Murphy M, Murphy B, Coffey JC, 
O’Connell PR. Desulfovibrio bacterial species are increased in 
ulcerative colitis. Dis Colon Rectum 2010; 53(11): 1530–6. doi: 
10.1007/DCR.0b013e3181f1e620

 38.  Shin NR, Whon TW, Bae JW. Proteobacteria: microbial signa-
ture of dysbiosis in gut microbiota. Trends Biotechnol 2015; 
33(9): 496–503. doi: 10.1016/j.tibtech.2015.06.011

 39.  Xu MY, Liu L, Yuan BS, Yin J, Lu QB. Association of obesity 
with Helicobacter pylori infection: a retrospective study. World 
J Gastroenterol 2017; 23(15): 2750–6. doi: 10.3748/wjg.v23.
i15.2750

 40.  Murugesan S, Nirmalkar K, Hoyo-Vadillo C, Garcia-Espitia 
M, Ramirez-Sanchez D, Garcia-Mena J. Gut microbiome pro-
duction of short-chain fatty acids and obesity in children. Eur 
J Clin Microbiol Infect Dis 2018; 37(4): 621–5. doi: 10.1007/
s10096-017-3143-0

 41.  Weitkunat K, Stuhlmann C, Postel A, Rumberger S, Fankhanel 
M, Woting A, et al. Short-chain fatty acids and inulin, but not 
guar gum, prevent diet-induced obesity and insulin resistance 
through differential mechanisms in mice. Sci Rep 2017; 7(1): 
6109. doi: 10.1038/s41598-017-06447-x

 42.  Murphy EF, Cotter PD, Healy S, Marques TM, O’Sullivan O, 
Fouhy F, et al. Composition and energy harvesting capacity 
of the gut microbiota: relationship to diet, obesity and time 
in mouse models. Gut 2010; 59(12): 1635–42. doi: 10.1136/
gut.2010.215665

 43.  Lin HV, Frassetto A, Kowalik EJ, Jr., Nawrocki AR, Lu MM, 
Kosinski JR, et al. Butyrate and propionate protect against 
diet-induced obesity and regulate gut hormones via free fatty 
acid receptor 3-independent mechanisms. PLoS One 2012; 7(4): 
e35240. doi: 10.1371/journal.pone.0035240

 44.  Brown AJ, Goldsworthy SM, Barnes AA, Eilert MM, Tcheang 
L, Daniels D, et al. The orphan G protein-coupled receptors 
GPR41 and GPR43 are activated by propionate and other short 
chain carboxylic acids. J Biol Chem 2003; 278(13): 11312–19. 
doi: 10.1074/jbc.M211609200

 45.  Nilsson NE, Kotarsky K, Owman C, Olde B. Identification of 
a free fatty acid receptor, FFA2R, expressed on leukocytes and 
activated by short-chain fatty acids. Biochem Biophys Res Com-
mun 2003; 303(4): 1047–52. doi: 10.1016/s0006-291x(03)00488-1

 46.  Samuel BS, Shaito A, Motoike T, Rey FE, Backhed F, Manches-
ter JK, et al. Effects of the gut microbiota on host adiposity are 
modulated by the short-chain fatty-acid binding G protein-cou-
pled receptor, Gpr41. Proc Natl Acad Sci U S A 2008; 105(43): 
16767–72. doi: 10.1073/pnas.0808567105

 47.  Tolhurst G, Heffron H, Lam YS, Parker HE, Habib AM, Diako-
giannaki E, et al. Short-chain fatty acids stimulate glucagon-like 
peptide-1 secretion via the G-protein-coupled receptor FFAR2. 
Diabetes 2012; 61(2): 364–71. doi: 10.2337/db11-1019

 48.  Psichas A, Sleeth ML, Murphy KG, Brooks L, Bewick GA, Ha-
nyaloglu AC, et al. The short chain fatty acid propionate stim-
ulates GLP-1 and PYY secretion via free fatty acid receptor 2 
in rodents. Int J Obes (Lond) 2015; 39(3): 424–9. doi: 10.1038/
ijo.2014.153

 49.  NamKoong C, Kim MS, Jang BT, Lee YH, Cho YM, Choi HJ. 
Central administration of GLP-1 and GIP decreases feeding in 
mice. Biochem Biophys Res Commun 2017; 490(2): 247–52. doi: 
10.1016/j.bbrc.2017.06.031

 50.  Reiner DJ, Mietlicki-Baase EG, McGrath LE, Zimmer DJ, 
Bence KK, Sousa GL, et al. Astrocytes regulate GLP-1 recep-
tor-mediated effects on energy balance. J Neurosc 2016; 36(12): 
3531–40. doi: 10.1523/JNEUROSCI.3579-15.2016

 51.  Zhou J, Martin RJ, Raggio AM, Shen L, McCutcheon K, 
Keenan MJ. The importance of GLP-1 and PYY in resistant 
starch’s effect on body fat in mice. Molec Nutr Food Res 2015; 
59(5): 1000–3. doi: 10.1002/mnfr.201400904

 52.  van Avesaat M, Troost FJ, Westerterp-Plantenga MS, Helyes Z, 
Le Roux CW, Dekker J, et al. Capsaicin-induced satiety is as-
sociated with gastrointestinal distress but not with the release 
of satiety hormones. Am J Clin Nutr 2016; 103(2): 305–13. doi: 
10.3945/ajcn.115.123414

 53.  Hill JW. Gene expression and the control of food intake by 
 hypothalamic POMC/CART neurons. Open Neuroendocrinol J 
2010; 3: 21–7. 

 54.  Krashes MJ, Shah BP, Koda S, Lowell BB. Rapid versus delayed 
stimulation of feeding by the endogenously released AgRP neu-
ron mediators GABA, NPY, and AgRP. Cell Metab 2013; 18(4): 
588–95. doi: 10.1016/j.cmet.2013.09.009

*Xiong Liu
College of Food Science, Southwest University
NO.2, Tiansheng Road, Beibei District
Chongqing 400715, China
Email: liuxiong@swu.edu.cn

*Yong Tang
College of Medicine, Chengdu University
No. 2025, Chengluoda Road, Longquanyi District 
Chengdu 610106, China
Email: tangyong@cdu.edu.cn

http://dx.doi.org/10.29219/fnr.v64.3525
https://dx.doi.org/10.1038/ismej.2014.45
https://dx.doi.org/10.1038/oby.2011.111
https://dx.doi.org/10.2337/db06-1491
https://dx.doi.org/10.1016/S2213-8587(14)70134-2
https://dx.doi.org/10.1016/j.lfs.2017.09.014
https://dx.doi.org/10.3389/fmicb.2016.01706
https://dx.doi.org/10.1007/DCR.0b013e3181f1e620
https://dx.doi.org/10.1016/j.tibtech.2015.06.011
https://dx.doi.org/10.3748/wjg.v23.i15.2750
https://dx.doi.org/10.3748/wjg.v23.i15.2750
https://dx.doi.org/10.1007/s10096-017-3143-0
https://dx.doi.org/10.1007/s10096-017-3143-0
https://dx.doi.org/10.1038/s41598-017-06447-x
https://dx.doi.org/10.1136/gut.2010.215665
https://dx.doi.org/10.1136/gut.2010.215665
https://dx.doi.org/10.1371/journal.pone.0035240
https://dx.doi.org/10.1074/jbc.M211609200
https://dx.doi.org/10.1016/s0006-291x(03)00488-1
https://dx.doi.org/10.1073/pnas.0808567105
https://dx.doi.org/10.2337/db11-1019
https://dx.doi.org/10.1038/ijo.2014.153
https://dx.doi.org/10.1038/ijo.2014.153
https://dx.doi.org/10.1016/j.bbrc.2017.06.031
https://dx.doi.org/10.1523/JNEUROSCI.3579-15.2016
https://dx.doi.org/10.1002/mnfr.201400904
https://dx.doi.org/10.3945/ajcn.115.123414
https://dx.doi.org/10.1016/j.cmet.2013.09.009
mailto:liuxiong@swu.edu.cn
mailto:tangyong@cdu.edu.cn

