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Abstract
Short-chain fatty acids (SCFAs) are key nutrients that play a diverse set of roles in physiological function, including 
regulating metabolic homeostasis. Generated through the fermentation of dietary fibers in the distal colon by 
the gut microbiome, SCFAs and their effects are partially mediated by their cognate receptors, including free fatty 
acid receptor 2 (FFA2). FFA2 is highly expressed in the intestinal epithelial cells, where its putative functions are 
controversial, with numerous in vivo studies relying on global knockout mouse models to characterize intestine-
specific roles of the receptor. Here, we used the Villin-Cre mouse line to generate a novel, intestine-specific knockout 
mouse model for FFA2 (Vil-FFA2) to investigate receptor function within the intestine. Because dietary changes are 
known to affect the composition of the gut microbiome, and can thereby alter SCFA production, we performed 
an obesogenic challenge on male Vil-FFA2 mice and their littermate controls (FFA2-floxed, FFA2fl/fl) to identify 
physiological changes on a high-fat, high-sugar ‘Western diet’ (WD) compared to a low-fat control diet (CD). We found 
that the WD-fed Vil-FFA2 mice were transiently protected from the obesogenic effects of the WD and had lower fat 
mass and improved glucose homeostasis compared to the WD-fed FFA2fl/fl control group during the first half of the 
study. Additionally, major differences in respiratory exchange ratio and energy expenditure were observed in the 
WD-fed Vil-FFA2 mice, and food intake was found to be significantly reduced at multiple points in the study. Taken 
together, this study uncovers a novel role of intestinal FFA2 in mediating the development of obesity.
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New and noteworthy
A novel intestine-specific knockout mouse model for 
FFA2 (Vil-FFA2) was used to investigate the in vivo role 
of this receptor in the intestine. Male Vil-FFA2 mice 
and floxed littermate controls were challenged with 
a high-fat high-sugar Western diet (WD) for 25 weeks 
and comprehensively characterized. We found that 

WD-fed Vil-FFA2 mice were protected from obesity and 
hyperglycemia; however, this effect was lost by the end 
of the study. Furthermore, the WD-fed Vil-FFA2 mice 
consumed significantly less food when compared to the 
WD-fed controls, indicating that phenotypic differences 
are driven by changes in food intake. These data reveal 
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an important role of intestinal FFA2 in contributing to 
the development of diet-induced obesity.

Introduction

Free fatty acid receptor 2 (FFA2) is a G protein-coupled 
receptor belonging to the short-chain fatty acid family 
of receptors. The endogenous ligands for FFA2, short-
chain fatty acids (SCFAs), are a group of key metabolites  
that are crucial to maintaining metabolic homeostasis 
(Le Poul et  al. 2003). The gut microbiome is the major 
generator of SCFAs, which are synthesized primarily 
in the distal colon via bacterial fermentation of dietary 
fibers, where they carry out an expansive repertoire 
of functional roles including the regulation of glucose, 
lipid, and energy metabolism, and have localized 
effects on intestinal function within the gastrointestinal 
tract (Macfarlane & Macfarlane 2012, Tan et  al. 2014). 
Additionally, SCFAs act as major mediators of crosstalk 
between the gut microbiome and human host, as 
fluctuating levels are influenced by changes in gut 
microbial composition and largely impacted by dietary 
components (Ríos-Covián et al. 2016). One way that SCFAs 
are able to carry out their physiological effects is through 
binding to their cognate receptors, including FFA2.

FFA2 is broadly expressed in many metabolically active 
tissues, including the intestine, endocrine pancreas, 
adipose tissue and immune cells, where it collectively 
mediates the diverse set of functions facilitated  
by SCFAs (Priyadarshini et  al. 2018). In both mice and 
humans, FFA2 has the highest binding affinity for acetate, 
followed by propionate and butyrate, and has been 
reported to signal via multiple Gα pathways, including 
the excitatory Gαq/11 pathway and the inhibitory Gαi/o 
pathway (Engelstoft et  al. 2013, McNelis et  al. 2015). 
Within bone marrow-derived immune cells, the receptor 
has been found in regulatory T cells, macrophages, and 
monocytes (Cox et  al. 2009). In these cell types, FFA2 
plays an important role in mediating the immunogenic  
effects of SCFAs and has been implicated in a variety 
of processes, including inflammation and responses to 
infection and disease (Maslowski et al. 2009, Masui et al. 
2013, Kamp et al. 2016). FFA2 has also been characterized 
within the pancreatic β-cell, where it promotes the 
secretion of insulin as well as regulates β-cell mass 
to contribute to whole-body glucose homeostasis 
(Fuller  et  al. 2015, Priyadarshini et  al. 2015, Villa  et  al. 
2016). Within the adipose tissue, FFA2 has been  
reported to inhibit insulin-mediated fat accumulation 
while enhancing energy expenditure and systemic 
insulin sensitivity through unclear mechanisms (Kimura 
et al. 2013).

FFA2 is highly expressed within the intestinal 
epithelium, which is immediately adjacent to where 
SCFAs are produced (Dass et al. 2007). Previous studies 
have reported the expression of FFA2 specifically within 
enteroendocrine cells (EECs) and intestinal epithelial 

cells (IECs) (Karaki et  al. 2006, Andersen et  al. 2018). 
Within EECs, FFA2 has been suggested to mediate the 
release of multiple postprandial peptide hormones, 
including GLP-1 and peptide tyrosine tyrosine (PYY), 
which together modulate glucose metabolism,  
intestinal transit, and satiety (Psichas et al. 2005, Karaki 
et al. 2008, Tolhurst et al. 2012). There is a large body of 
conflicting data regarding the ability of FFA2 to mediate 
the release of enteroendocrine hormones; therefore,  
these roles are still considered controversial. 
Furthermore, FFA2 may influence the secretion of 
other gut peptide hormones, and several studies have 
suggested a role in the secretion of the hormones 
5-hydroxytryptamine (5-HT) and gastric inhibitor 
polypeptide (GIP) (Iwasaki et al. 2015, Akiba et al. 2017).

FFA2 expression within IECs has been reported to play 
a role in mediating intestinal inflammation through 
multiple processes including gut barrier maintenance, 
recruitment of immune cells, and production  
of cytokines (Kim  et  al. 2013, Nowarski et  al. 2015, 
Greenwood-Van et al. 2017). While the role of FFA2 within 
immune cells has been relatively well characterized, 
the contributions of FFA2 within intestinal cells to 
immunogenic processes are still unknown. Experimental 
limitations, including the use of global knockout mouse 
models to characterize tissue-specific effects, have 
contributed to a growing body of conflicting data, and 
tissue-specific models will be crucial in delineating the 
precise roles of FFA2 within the intestine.

Previously, we generated and characterized an intestine-
specific knockout mouse model for free fatty acid 
receptor 3 (FFA3), which belongs to the same family of 
receptors as FFA2 (Lednovich et al. 2022). Using the same 
strategy, we have produced a novel, intestine-specific 
knockout mouse model for FFA2, Villin-Cre-FFA2 (Vil-
FFA2). Because dietary changes are known to affect 
the composition of the gut microbiome, and thereby 
SCFA levels, and because FFA2 has been implicated 
in conditions of metabolic stress, we performed an 
obesogenic challenge on male Vil-FFA2 mice and FFA2-
floxed littermate controls (FFA2fl/fl). Mice were either 
placed on a high-fat, high-sugar Western diet (WD) 
or a low-fat control diet (CD) and a comprehensive 
assessment of physiological and metabolic function was 
performed to probe for alterations in the absence of the 
receptor. Our strategy uncovered novel insights into the 
contribution of intestinal FFA2 to the genesis of obesity 
through altered food intake, further underscoring its 
importance in mediating metabolic homeostasis.

Materials and methods

Animals
Animal studies were conducted with the approval of the 
University of Illinois at Chicago (UIC) Institutional Animal 
Care and Use Committee (IACUC) and in accordance with 
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the recommendations of the Guide for the Care and 
Use of Laboratory Animals of the National Institutes of 
Health. Ffar2 floxed mice (ffar2fl/fl) were generated at 
the Transgenic and Targeted Mutagenesis Laboratory 
(Northwestern University, Chicago, IL), and Villin-cre 
mice were obtained from Jackson Laboratory (JAX stock 
#004586). Mice were group-housed at the Biological 
Resources Facility at UIC under standard temperature 
and humidity conditions with a 12-h light–12-h darkness 
cycle. Mice had access to standard rodent chow diet 
(Teklad LM-485, Envigo, Indianapolis, IN, USA) ad libitum. 
For the obesogenic challenge experiment, mice received 
either a low-fiber control diet (CD) (Custom Product 
#D19010907, Research Diets, Inc., New Brunswick, NJ, 
USA) or a low-fiber Western diet (WD) (Custom Product 
#D19010908, Research Diets) beginning at 10 weeks of 
age. Both diets were customized as previously described 
(Lednovich et al. 2022). Male mice were utilized in these 
studies and controlled by the inclusion of male FFA2-
floxed littermates.

Generation of villin-Cre-FFA2 mice
Ffar2fl/fl mice were generated using the Targeted Knockout 
First, Reporter-tagged Insertion with Conditional 
Potential strategy by the International Knockout Mouse 
Consortium. The critical portion of exon 3 in Ffar2 was 
flanked by loxP sites, with upstream elements including 
FRT – LacZ – loxP – neo – FRT, to generate the targeted 
allele of Ffar2. The linearized vector was transfected into 
C57BL/6N embryonic stem cells. Clones with homologous 
recombination at the target locus were identified and 
used to generate chimeric mice. Chimeras were crossed 
with FLP recombinase mice to convert the mutated 
allele to conditional allele. Ffar2fl/wt were then selected 
and backcrossed to C57BL/6N mice to generate Ffar2fl/fl 
mice. Finally, ffar2fl/fl mice were crossed with a well-
characterized, intestine-specific Cre recombinase driver 
Vil1-Cre to generate the tissue-specific knockout strain, 
Villin-Cre-Ffar2 (El Marjou  et  al. 2004). All breeding in 
these studies was carried out in the Biological Resource 
Laboratory at the University of Illinois at Chicago.

Metabolic assessment
For the chow diet studies, measurements including body 
weight, blood glucose levels and plasma insulin levels 
were recorded weekly under both ad libitum and fasting 
conditions from mice beginning at 6 weeks of age and 
continuing until 20 weeks of age. Fasting measurements 
were taken after a 16-h, overnight fast. Glucose tolerance 
tests were performed between 21 and 23 weeks of age. 
Mice were humanely euthanized at 25 weeks of age.

Blood glucose measurements
Blood glucose levels were measured via tail vein bleed 
using a OneTouch UltraMini glucometer (LifeScan, 
Malvern, PA, USA).

Plasma insulin measurements
Whole blood was collected in heparinized capillary 
tubes, centrifuged at 600 g for 15 min at 4°C and used for 
measurement of insulin by mouse anti-insulin enzyme-
linked immunosorbent assay (ALPCO, Salem, NH, USA).

Fecal collection and 16S sequencing
Bacterial genomic DNA was extracted from ~100 mg 
of mouse feces using the Qiagen DNA Stool Mini Kit 
from fecal samples that were collected at the end of 
protocol period and stored at -80 °C until use. The gut 
microbiota composition was analyzed using the Illumina 
MiSeq platform (Illumina, San Diego, CA, USA) and 
16S rRNA approach along with bioinformatics tools 
previously established in our lab (Nagpal  et  al. 2019, 
2020a,b). The 16S rDNA V4 hypervariable region was 
amplified using universal primer pairs 515 F (barcoded)  
and 806 R (Caporaso et  al. 2012). The unique barcoded 
amplicons were purified using AMPure magnetic 
purification beads (Agencourt, Beckman Coulter, 
CA, USA) and further quantified using the dsDNA HS 
assay kit (Life Technologies in a Qubit-3 fluorimeter 
(Invitrogen) and normalized to prepare the amplicon 
library (Caporaso et al. 2012). The library consisting of 
each amplicon in equal concentration (8 pM) was used 
for sequencing on an Illumina MiSeq sequencer using  
MiSeq reagent kit v3. The sequenced bacterial sequences 
were demultiplexed, quality filtered, clustered, and 
analyzed by using quantitative insights into microbial 
ecology 2 (QIIME2) and R-based analytical tools 
(Nagpal et al. 2019, 2020a).

Obesogenic challenge
For the obesogenic challenge studies, mice were fed 
with standard chow diet until 10 weeks of age. Baseline 
measurements were recorded at 8–9 weeks of age, and 
mice were subsequently placed on either CD or WD from 
10 to 35 weeks of age. Mice were humanely euthanized 
at the completion of the study.

Nuclear magnetic resonance spectroscopy
Body composition, including lean tissue, fat tissue, and 
free body fluid, was quantified every 4 weeks following 
dietary intervention. Unanesthetized mice were 
analyzed in a benchtop LF50 body composition analyzer 
(BCA) (Bruker Corporation, Billerica, MA, USA).

Metabolic cages
Following 10 weeks of dietary intervention, mice 
were individually housed in metabolic cages (Mouse 
Promethion Continuous caging system; Sable Systems™, 
Las Vegas, NV, USA). Cages were maintained at a 
temperature of 22°C on a 14-h light–10-h darkness 



cycle and mice were acclimated for 24 h prior to data 
collection. Carbon dioxide (CO2) production and oxygen 
(O2) consumption were measured via continuous air-
flow sampling. Respiratory exchange ratio (RER) and 
energy expenditure were calculated as before. Body 
mass, food intake, and water intake were recorded. For 
the metabolic cage experiment involving the control diet-
fed mice, food and water measurements were manually 
taken at the beginning and the end of the study. Data 
are presented as hourly averages for each metabolic 
parameter, and an ANCOVA analysis was performed 
with the CalR tool (https://calrapp.org) (Mina et al. 2018).

Food intake
The BioDaq food intake monitoring system (Research 
Diets) was used to record food intake from each mouse. 
Mice were individually housed and acclimated to the 
food intake cages for 5 days before recording. During 
the 96-h recording period, mice were given access  
to diet ad libitum. Data were analyzed using the 
corresponding BioDaq DataViewer software.

Glucose tolerance test
Mice were fasted for 16 h overnight before an 
intraperitoneally glucose tolerance test (IP-GTT) with 
2 g/kg dextrose (Hospira, Lake Forest, IL, USA) or oral 
glucose tolerance tests (O-GTT) via oral gavage of  
2 g/kg dextrose. Blood glucose measurements were 
taken via tail bleed using a OneTouch Ultramini 
glucometer (LifeScan, Malvern, PA, USA) at time points 
0, 15, 30, 60, and 120 min, and whole blood was also  
collected in heparinized capillary tubes for insulin 
measurement at time points 0, 15, and 30 min. For 
the chow diet study, mice underwent both O-GTTs 
and IP-GTTs between 21 and 23 weeks of age. For the 
obesogenic challenge study, an O-GTT was performed 
prior to dietary intervention at 9 weeks of age, and then 
again following 14 weeks of dietary intervention.

Insulin tolerance test
Mice were fasted for 6 h from the beginning of the light 
cycle. Insulin tolerance tests (ITT) were performed on 
mice with insulin (Humalog U-100, Eli Lilly, Indianapolis, 
IN, USA) administered intraperitoneally at a dose of 
1.0 U/kg body weight. Blood glucose measurements 
were taken via tail bleed using a OneTouch  
UltraMini glucometer (LifeScan) at time points 0, 15, 30, 
60, 90, and 120 min.

Gastrointestinal transit time and 
fecal measurements
Following 14 weeks on their respective diets, mice were 
transferred to individual cages prior to the experiment 
and were singly housed until the completion of the study. 

A 6% solution of a nonabsorbable dye, carmine red 
(natural red 4; Sigma-Aldrich) in 0.5% methylcellulose, 
was prepared and 0.2 mL was administered to each 
mouse by oral gavage (Welch et al. 2014). The cage floor 
was covered with white paper to facilitate detection of 
the red dye in feces. The time of gavage was set as t0. 
Following gavage, mice were left undisturbed without 
food and water until the first red fecal pellet appeared 
(tend). Gastrointestinal transit time (GI-TT) was calculated 
as tend − t0. During the first 2 h of the study, all fecal 
pellets were collected to calculate the number of pellets 
and fecal pellet weight. Mice that did not produce any 
pellets were excluded from analysis.

Tissue isolation and endpoint measurements
For the chow diet study, all mice were sacrificed at  
25 weeks of age. For the obesogenic challenge study, all 
mice were sacrificed at 35 weeks of age. Tissues were 
removed, weighed if necessary, and then immediately 
snap frozen in liquid nitrogen for RNA isolation.

Whole blood sampling and ELISA assays
Following a 4-h fast, mice were administered an oral 
dextrose bolus and anesthetized via 5% isopropanol 
inhalation several minutes before euthanization. Mice 
were then euthanized by cardiac puncture 15 min after 
administration of oral glucose bolus and whole blood 
was collected and stored in heparinized blood collection 
tubes. A cocktail of protease inhibitors including 
dipeptidyl peptidase-4 inhibitor (Sigma-Aldrich) and 
aprotinin (Phoenix Pharmaceuticals Inc., Burlingame, 
CA, USA) was immediately added, and samples were 
stored on ice for 30 minutes before centrifugation  
(600 g) at 4°C for 15 min. Plasma portions were isolated 
for ELISA assays. Plasma GLP-1 levels and GIP levels 
were quantified by Mouse Total GLP-1 ELISA kit  
(CrystalChem, Elk Grove Village, IL, USA) and 
Mouse Total GIP ELISA kit (Millipore), respectively. 
Lipopolysaccharide (LPS) levels were measured with the 
murine LPS ELISA kit (Cusabio, Wuhan, China).

RNA isolation and qPCR
RNA was extracted from tissues using TRIzol reagent 
(Life Technologies) and chloroform for phase 
separation, followed with RNA purification with 
the RNeasy Mini Kit (Qiagen), and treatment with 
RNase-Free DNase (Qiagen). DNA-free RNA (1 µg) was 
reverse transcribed using iScript Reverse transcription 
(Bio-Rad Laboratories) and gene expression was 
measured by qPCR using SYBR Green SuperMix (Bio-
Rad Laboratories). Final primer concentrations were 
0.250 µM for each reaction, and data were analyzed 
via the CFX Connect Real-Time PCR Detection System 
(Bio-Rad). The expression of individual genes was 
normalized to housekeeping gene β-actin and presented 
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as fold-change using the 2ΔΔCt algorithm. Primer 
sequences are listed in Supplementary Table 1 (see the 
section on supplementary materials given at the end  
of this article).

Histology
Tissues were placed in cassettes and fixed in 10% 
formalin for 48 h following collection. Tissues were 
then washed twice with PBS and transferred to 70% 
ethanol at 4°C for storage before paraffin embedding. 
All tissues were sectioned at 5µM and transferred to 
slides at the Research Histology and Tissue Imaging 
Core of the University of Illinois at Chicago. Tissue 
sections were stained with hematoxylin and eosin 
(H&E) using a commercially available staining kit 
(Vector Laboratories, Burlingame, CA, USA). The slides 
were then mounted with Poly-mount (Polysciences, 
Inc., Warrington, PA) and covered with coverslips. 
Images were acquired with a Leica DMi8 microscope  
(Leica Biosystems).

Histological assessment of 
intestinal inflammation
All slides were blinded, and pathological scores for 
intestinal inflammation were assessed according 
to the following criteria: scores ranging from 0 to 3 
were given for each tissue section, where 0 indicates 
no change and 3 indicates maximal change (Geboes 
et  al. 2000). Parameters scored included architectural 
changes, chronic inflammatory infiltration, presence of 
neutrophils, crypt destruction, erosion and ulceration, 
and edema. Scores for each parameter were totaled to 
calculate an overall score.

Cecal SCFA quantification
Cecal content was isolated from the cecal pouch, 
weighed and snap frozen at −80°C. The samples were 
then suspended in 200 µl of 50% methanol and vortexed 
thoroughly before sonication for 20 min. Subsequently 
the samples were centrifuged at 27.6 g for 10 min and 
30 µL of the supernatant was taken for derivatization. 
For derivatization, 30 µL of each standard solution 
or sample supernatant were mixed with 15 µL of 200 
mM 3-NPH in 50% aqueous methanol and 15 µL of 
120 mM EDC in the same solution. The reaction was 
allowed to proceed for 30 min at 40°C. The reaction 
mix was then diluted with 350 µl of 10% methanol. A 
volume of 30 µL of the diluted reaction solution was  
mixed with 30 µL of premade stable isotope-labeled 
standards for LC/MS analysis using an AB SCIEX 6500 
QTRAP coupled with Agilent 1290 UPLC system (Agilent 
Technologies). The analysis was performed by the Mass 
Spectrometry Core in Research Resources Center of 
University of Illinois at Chicago.

Statistical analysis
Data are presented as mean ± s.e.m. All data were 
compared by either one-way or two-way ANOVA 
multiple comparisons (GraphPad Prism 8) followed 
by a Tukey post hoc test when applicable or Student’s 
t test. Differences in the microbiome’s beta diversity 
were tested by permutational multivariate analysis  
of variance (PERMANOVA), a permutation-based 
multivariate analysis of variance to a matrix of  
pairwise distance to partition the intergroup and 
intragroup distance (Segata et al. 2011).

Results

Loss of intestinal FFA2 does not overtly  
affect metabolic homeostasis in mice fed a 
standard chow diet
To validate the intestine-specific knockout of Ffar2 
in the Vil-FFA2 mice, gene expression levels were 
measured in various tissues in which FFA2 is expressed 
(Supplementary Fig. 1A). We found that Ffar2 mRNA 
expression levels within intestinal tissues were 
significantly reduced (P <0.0001) in the Vil-FFA2 mice 
compared to expression levels in the FFA2fl/fl littermate 
control group, while unchanged in the nonintestinal 
tissues (Supplementary Fig. 1A and B). Notably, some 
minimal expression of Ffar2 was observed within 
the small intestine in the Vil-FFA2 mice, which is 
likely due to immune cells embedded within the  
intestinal mucosa. To probe for changes in metabolic 
homeostasis due to the absence of intestinal FFA2, 
male Vil-FFA2 mice and FFA2fl/fl mice underwent a  
metabolic characterization on standard chow diet from 
week 6 to week 25 of age (Supplementary Fig. 1C). No 
differences in either body weight or ad libitum or fasting 
glucose levels were observed between the two groups 
throughout the study (Supplementary Fig. 1D, E, and 
F). Furthermore, no differences in glucose tolerance 
were observed following either an intraperitoneal 
(Supplementary Fig. 1G) or oral (Supplementary Fig. 1H) 
glucose bolus. Finally, no differences were observed in 
either ad libitum or fasting insulin levels (Supplementary 
Fig. 1I). Collectively, these data indicate that no major 
congenital or time-dependent differences in metabolic 
homeostasis exist within the Vil-FFA2 mice as a result of 
their transgenic composition.

Vil-FFA2 mice are transiently protected from 
obesity in response to chronic 
WD consumption
Long-term changes in dietary consumption are known 
to affect the composition of the gut microbiome, altering 
SCFA levels as one downstream consequence (Ríos-
Covián et al. 2016). A high-fat, high-sugar ‘Westernized’ 
style diet has been shown to both reduce levels of SCFAs 
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Figure 1

Diet-induced adiposity is significantly reduced in Vil-FFA2 mice. Macronutrient compositions of Western diet (WD) and control diet (CD) (A). Experimental 
timeline and dietary conditions (B). Body weight measurements during and at the conclusion of the study (C), with week corresponding to the time 
following dietary intervention. Fat mass represented as a percentage of total body weight (D). Raw weight and images of inguinal subcutaneous (SAT) 
fat pad (E) and epididymal visceral (VAT) fat pad (F) measured at the conclusion of the study. H&E stain of adipocytes from SAT and VAT (scale bar = 100 
µm) (G). For C–G, n = 7–9 per group. Values represent mean ± s.e.m., *P < 0.05, **P < 0.01, ***P < 0.001, ****P < 0.0001 vs respective genotypes on CD, 
and # indicates a significant difference between Western diet groups at #P < 0.05, ##P < 0.01.
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while accelerating the development of obesity and 
metabolic stress (Jakobsdottir et al. 2013). To determine 
if the loss of intestinal FFA2 contributes to this process, 
we performed an obesogenic challenge on male Vil-FFA2 
mice and FFA2fl/fl littermate controls. Mice were either 
placed on a high-fat, high-sugar Western Diet (WD) or 
a low-fat control diet (CD) (Fig. 1A). All mice were fed 
a standard chow until 10 weeks of age and were then 
placed on either WD or CD and metabolically profiled 
until 35 weeks of age (Fig. 1B).

Body weights in the WD-fed mice were significantly 
increased (P < 0.01) compared to the CD-fed groups, 
and this effect was modestly reduced in the WD-fed Vil-
FFA2 group, which were on average 3–5 g lighter than 
the WD-fed FFA2fl/fl mice (Fig. 1C). Body weights between 
the WD-fed groups at the end of the study, however, 
were similar, and both groups developed significant 
weight gain compared to their CD-fed counterparts 
(P < 0.0001). Measurements of body composition were 
taken throughout the study using NMR and revealed 
that the WD-fed Vil-FFA2 group developed significantly 
less fat mass compared to the WD-fed FFA2fl/fl control 
group (P < 0.05) (Fig. 1D); however, by 18 weeks into the 
study, significance was lost. Weights of subcutaneous 
(SAT) and visceral adipose depots (VAT) at sacrifice after 
25 weeks of dietary intervention trended to be lower in 
the WD-fed Vil-FFA2 group as compared to the WD-fed 
FFA2fl/fl control group (Fig. 1E and F). Additionally, 
both WD-fed groups had visually large fat depositions 
compared to the CD-fed groups.

Adipocyte hypertrophy is a hallmark of diet-induced 
obesity and occurs due to the chronic intake of high 
levels of dietary fat and sugar, which leads to an energy 
surplus (Longo et  al. 2019). To assess for hypertrophy 
within adipose tissues, fixed and embedded sections 
were stained for morphology using hematoxylin and 
eosin. In both subcutaneous and visceral adipocytes, 
extensive hypertrophy was observed in the WD-fed 
FFA2fl/fl group compared the CD-fed groups (Fig. 1G), 
visualized by visibly larger droplet size (Murano  et  al. 
2008). Adipocyte hypertrophy was present in the WD-fed 
Vil-FFA2 group, but to a lesser extent, and droplet size 
was markedly reduced in the subcutaneous adipocytes, 
while only mildly reduced in the visceral adipocytes, 
as compared to WD-fed FFA2fl/fl group. While the gain 
of adiposity was roughly equal at the end of the study, 
when tissue sections were collected, clear differences 
in the underlying structure of the adipose tissues were 
maintained. In addition to the reduction in obesogenic 
diet-induced hypertrophy of both SAT and VAT when 
FFA2 is absent in the intestine, WD-fed Vil-FFA2 were 
significantly protected from obesity during the first 
half of the study, and this effect diminished after 14–16 
weeks of dietary intervention. This may indicate a 
compensatory effect that develops in the absence of 
intestinal FFA2, allowing the body to accrue fat mass 
in response to an obesogenic diet. These results suggest 
that intestinal FFA2 may mediate the genesis of obesity 

and adipogenicity that occurs as a consequence of long-
term consumption of a Western diet.

WD-fed Vil-FFA2 mice have improved 
respiratory exchange ratio and lower 
energy expenditure
Alterations of core metabolic processes including 
food intake, energy expenditure, and fuel utilization 
preference can influence body composition and adiposity 
in a state of energy surplus (Ono-Moore et al. 2020). To 
determine if the protection from obesity observed in  
the WD-fed Vil-FFA2 mice is influenced by changes  
in these processes, indirect calorimetry was assessed in 
mice using metabolic chambers. Mice underwent testing 
following 10 weeks of dietary intervention, and Western 
diet groups and control diet groups were measured 
separately. While oxygen (O2) consumption and carbon 
dioxide (CO2) production were unaffected by loss of 
intestinal FFA2 in the CD-fed groups (Supplementary Fig. 
2A and B), the WD-fed Vil-FFA2 mice had significantly 
lower (P < 0.05) respiratory exchange ratio (Fig. 2A and 
B). To account for differences in body weight that may 
be contributing to these processes, ANCOVA analysis 
was performed using total body mass as the covariant 
(Table 1). Significant differences in lower respiratory 
exchange ratio processes were preserved after ANCOVA 
analysis (P < 0.05). Consistent with this, respiratory  
exchange ratio (RER) was also reduced in the WD-fed Vil-
FFA2 mice (Fig. 2C), with the most significant reduction 
occurring during the nocturnal period (P < 0.001). Both 
WD-fed mouse groups had lower RER values throughout 
the recording period than the CD-fed groups, which 
would indicate an increase preference for fat oxidation, 
whereas higher RER values of the CD-fed groups are 
indicative of a preference to oxidize carbohydrates 
as source of energy (Supplementary Fig. 2C). Energy 
expenditure was also found to be reduced in the WD-fed 
Vil-FFA2 groups compared to the WD-fed FFA2fl/fl group 
(P < 0.05) (Fig. 2D and Table 1), while unchanged in the 
CD-fed groups (Supplementary Fig. 2D). Finally, food 
intake was found to be significantly reduced (P < 0.0001) 
in the WD-fed Vil-FFA2 group compared to the WD-fed 
FFA2fl/fl group (Fig. 2E and G), and this effect was not 
observed in the CD-fed groups (Supplementary Fig. 
2E). Water intake was also reduced in the WD-fed Vil-
FFA2 group, but not the CD-fed Vil-FFA2 group (Fig. 2F 
and Supplementary Fig. 2F). In the WD-Vil-FFA2 group, 
food intake was found to be most significantly reduced 
(P < 0.01) during the night, when mice typically consume 
the majority of their caloric intake (Fig. 2H) (Ellacott 
et al. 2010). While clear differences in food intake were 
observed in the WD-fed Vil-FFA2 mice, these changes 
failed to reach significance in the ANCOVA analysis  
(Table 1), which identified significant (P < 0.05) 
contributions of body weight to the difference in food 
intake observed in this dataset. Nonetheless, these data 
indicate that the absence of intestinal FFA2 results 
in changes to major metabolic processes in response 
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to chronic consumption of an obesogenic diet. These 
changes are subsequently reflected in the lower body 
weight and reduced adiposity observed in the WD-fed 
Vil-FFA2 mice.

Food intake is significantly reduced in the 
WD-fed Vil-FFA2 mice
To further investigate the reduction in food intake in 
the WD-fed Vil-FFA2 mice, we performed an identical 
obesogenic challenge on an additional cohort of mice, 
consisting of WD-fed groups only. After 20 weeks of 
dietary intervention, mice were acclimated in singly 
housed cages designed to sensitively measure food 
intake. Following a 5-day acclimation period, mice were 
placed in food-monitoring cages for 96 h and were 
provided with access to food and water ad libitum. We 
found that cumulative food intake was significantly 

lower (P < 0.05) in the WD-fed Vil-FFA2 group in terms 
of both grams of food consumed (Fig. 3A) and kcal 
consumed (Fig. 3B). Consistent with previous data, 
food intake was also found to be significantly reduced 
(P < 0.05) during the nocturnal hours (Fig. 3D). We 
also found that despite acclimation to the food intake 
cages, both groups of mice consumed less food in 
general, and the amount of food consumed gradually 
increased as mice adjusted to the cages. Meal size 
was not different between the two groups (Fig. 3E). 
Meal duration time also did not differ (Fig. 3F). Body 
weights were similar between the Vil-FFA2 group and 
FFA2fl/fl (Fig. 3G), which was expected given that the 
experiment took place near the end of the obesogenic 
challenge. This dataset confirms that the reduction in 
food intake observed in the WD-fed Vil-FFA2 mice is 
not due to the reduction in body weight, which was an 
additional variable to be considered in the metabolic  
cage dataset.
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Figure 2

Respiratory gas exchange, energy expenditure, and food intake are altered in the WD-fed Vil-FFA2 mice. Oxygen consumption (A), carbon dioxide 
production (B), respiratory exchange ratio (RER) (C), energy expenditure (D), cumulative food intake (E), and cumulative water intake (F) measured over a 
48-h period in singly housed metabolic cages following 10 weeks of dietary intervention. Cumulative levels of food intake (G) and food intake totals 
during each day and night of the study (H). Measurements are from WD-fed groups only. n = 3–6 per group. Values represent mean ± s.e.m., *P < 0.05, 
**P < 0.01, ***P < 0.001, ****P < 0.0001 indicates a significant difference between Western diet groups.
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In the absence of intestinal FFA2, glucose 
homeostasis is improved during an 
obesogenic challenge
FFA2 is a known contributor to the maintenance of 
glucose homeostasis and has been shown to enhance 
glucose-stimulated insulin secretion within the 
pancreatic beta cell (Priyadarshini et al. 2015, Villa et al. 
2016). To determine if the loss of intestinal FFA2 affects 
glucose metabolism, we probed for glucometabolic 
differences in the Vil-FFA2 mice.

There were no differences in ad libitum glucose levels 
between the Vil-FFA2 and FFA2fl/fl mice fed either WD 
or CD measured throughout the study (Fig. 4A). After 10 
weeks on their respective diets, fasting glucose levels in 
the WD-fed Vil-FFA2 group began trending lower than 
the WD-fed FFA2fl/fl group, but only reached significance 
(P < 0.05) during weeks 12–14 of the study (Fig. 4B). 
Results from an oral glucose tolerance test (O-GTT) 
performed at week 14 of the study demonstrated that 
both WD-fed groups developed glucose intolerance 
when compared to the CD-fed groups, but there was 

Table 1 Metabolic parameters analyzed via ANCOVA.

Effect
Full Day Light Dark

Mass Group Interaction Mass Group Interaction Mass Group Interaction

Food consumed 
(kcal/period)

0.0491a 0.7299 0.1679 0.3761 0.1275 0.299

Water consumed 
(mL/period)

0.1034 0.3522 0.4096 0.8760 0.0669 0.2404

Energy Expenditure 
(kcal/period)

0.0087b 0.0160a <0.001c 0.033A 0.0251a 0.1569 0.0181a

Oxygen 
consumption (mL/h)

0.0072a 0.0161a <0.001c 0.0302A 0.0224a 0.1608 0.0222a

Carbon dioxide 
production (mL/h)

0.0072a 0.0164a <0.001c 0.0231A 0.0198a 0.0794 0.0053b

ANCOVA analysis performed using total body mass as the covariate. n = 3–6 per group. * indicates a significant difference between Western diet groups 
at *P < 0.05, **P <0.01, ***P <0.001.
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Figure 3

Food intake is significantly reduced in the WD-fed FFA2-Vil mice. Cumulative food intake measured in grams consumed (A) and kcal consumed (B). Food 
intake divided into day and night segments (C) and time of day (D). Meal size (E) and meal duration (F). Body weights of mice taken at the start of the 
recording period. Measurements are from WD-fed groups only. n = 4–7 per group. Values represent mean ± s.e.m., *P < 0.05 indicates a significant 
difference between Western diet groups.
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no difference between the Vil-FFA2 and FFA2fl/fl groups 
(Fig. 4C). Insulin levels measured at 15 min and 30 min 
post-glucose bolus during the O-GTT revealed that the 
WD-fed Vil-FFA2 mice had significantly (P < 0.05) lower 
insulin levels compared to the WD-fed FFA2fl/fl group, 
indicating an improvement in glucose-stimulated 
insulin secretion (GSIS) (Fig. 4D). A modest, but not 
statistically significant trend of lower insulin levels in 
the WD-fed Vil-FFA2 group was also observed in fasting 
insulin levels measured at week 18 of the study (Fig. 
4E), and in insulin levels measured 15 minutes into an 
O-GTT at the end of the study (Fig. 4F), indicating the loss 
of the previously observed lower GSIS in the WD-fed 
Vil-FFA2 group. Results from an insulin tolerance test 
(ITT) on the mice on week 12 of the study revealed 
no changes in insulin tolerance in any of the groups 

(Fig. 4G). These data indicate a mild improvement in 
glucose homeostasis in the WD-fed Vil-FFA2 mice, as 
indicated by lower fasting glucose levels and lower 
glucose-stimulated insulin levels; however, there was 
no difference in glucose tolerance or insulin sensitivity. 
These data suggest that the absence of intestinal FFA2 
has downstream effects on glucose homeostasis in 
response to an obesogenic challenge and raise the 
possibility of an intestine-specific contribution of FFA2 
to whole-body glucose metabolism. Furthermore, the 
early emergence and subsequent disappearance of 
metabolic differences in the WD-fed groups at the end 
of the study supports the hypothesis that compensatory 
changes may have developed in response to the ablation 
of intestinal FFA2 in order to metabolically adapt to an 
obesogenic challenge.
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Figure 4

Fasting glucose and glucose-stimulated insulin levels are lower in Vil-FFA2 mice, with no change in glucose sensitivity or insulin tolerance. Ad libitum (A) 
and fasting (B) glucose levels measured throughout the study. O-GTT measured after 14 weeks on respective diet and corresponding AUC (C). 
Glucose-stimulated insulin levels sampled at 0 min, 15 min, and 30 min during O-GTT and corresponding AUC (D). levels. Fasting plasma insulin levels 
obtained after 18 weeks on diet (E) and from plasma collected 15 min into an O-GTT at study endpoint (F). ITT measured after 12 weeks on diet (G). For 
A–G, n = 7–10 per group. For H, n = 4–8 per group. Values represent mean ± s.e.m., *P < 0.05, **P < 0.01, ****P < 0.0001 vs respective genotypes on CD, 
and # indicates a significant difference between Western diet groups at #P < 0.05, ##P < 0.01
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Intestinal inflammation and function are 
unaltered in WD-fed Vil-FFA2 mice
To determine if the loss of intestinal FFA2 influences 
intestinal inflammation during obesity, we examined the 
morphology of H&E-stained sections of both the ileum 
and distal colon and scored all sections for intestinal 
inflammation using blinded histopathological scoring. 
Both WD-fed groups exhibited severe signs of intestinal 
inflammation, including the infiltration of immune cells, 
architectural changes, and edema of the underlying 
lamina propria (Fig. 5A) compared to the CD-fed groups. 
Interestingly, markers of intestinal inflammation, 
reflected in histopathological scoring, were not affected 
by loss of intestinal FFA2 (Fig. 5B) in either the ileum 
or the distal colon. Overall levels of inflammation were 
much higher in the distal colons of both WD-fed groups, 
with no significant difference between the genotypes.

Inflammation is a key component of diet-induced 
obesity, driving major changes in metabolic pathways 
throughout the body (Lee  et  al. 2013, Ellulu et  al. 
2017). Severe inflammation can substantially impair 
the functionality of the intestine, affecting processes 
including transit time, permeability, and nutrient 
absorption, which may in turn contribute to alterations 
in body weight (Peuhkuri  et  al. 2010). To assess the 
functionality of the intestine during the loss of intestinal 
FFA2, we first performed a GI-TT on all mouse groups 
following 14 weeks of dietary intervention. While GI-TT 
trended modestly lower in both WD-fed groups (Fig. 5C), 
there were no differences between the Vil-FFA2 group 
and FFA2fl/fl group on either diet. Fecal measurements 
indicative of severe diarrhea, including fecal pellet 
production (Fig. 5E) and pellet weight (Fig. 5D) were 
unaffected by either diet or genotype. Intestinal 
permeability, measured by the leaking of endotoxin LPS 
into the systemic plasma, was found to be significantly 
higher (P < 0.05) in the WD-fed Vil-FFA2 group compared 
to the CD-fed Vil-FFA2 group (Fig. 5H), and plasma LPS 
levels were elevated in both WD-fed groups. However, 
no major differences between the WD-fed groups were 
observed, indicating that elevated plasma levels are likely 
due to the change in diet. Other features of intestinal 
inflammation, such as shortening of the colon (Fig. 5F) 
and decreased weight of cecal content (Fig. 5G), were 
unaffected by the loss of intestinal FFA2; however, both 
WD groups had significantly lighter cecal contents. These 
data indicate that while WD-feeding produced a mildly 
dysfunctional intestine, alterations in gut function due to 
the loss of intestinal FFA2 are not driving the phenotypic 
differences observed in the Vil-FFA2 mouse group.

FFA2 is thought to mediate the secretion of several 
postprandial gut peptide hormones, though data are 
largely reliant on the use of global KO models of the 
receptor and is often conflicting (Psichas et  al. 2005, 
Akiba et al. 2017). To determine if in vivo incretin secretion 
is altered in response to an oral glucose challenge, we 
measured incretin levels in the plasma from mice taken 

15 min into an O-GTT at the end of the study. GLP-1 levels 
were significantly elevated (P < 0.05) when compared to 
the CD-fed group, and GIP levels also trended higher in 
the WD-fed groups, indicating an altered incretin profile 
in response to an obesogenic challenge (Supplementary 
Fig. 3). However, we observed no change in GLP-1 levels 
(Supplementary Fig. 3A) nor GIP levels (Supplementary 
Fig. 3B) between the WD-fed groups. These data indicate 
that there is no difference in glucose-stimulated GLP-1 
or GIP release in the WD-fed Vil-FFA2 group that may 
be contributing to phenotypic changes. However, these 
measurements were taken at the end of the study and 
therefore are not sufficient to conclude that there are no 
alterations in incretin secretion at prior time points.

Intestine-specific deletion of FFA2 alters the 
gut microbiome, cecal SCFA levels, and 
expression of their cognate receptors
Diet-induced variation in the composition of the 
gut microbiome is suggested to play a key role in 
the pathogenesis of obesity, with numerous studies 
identifying distinct differences in bacterial phyla as well as 
differences in diversity and richness in obese individuals 
when compared to lean individuals (Cotillard et al. 2013). 
Consumption of a ‘Western’ style diet, rich in processed 
fats and sugars while low in fibers, has been shown 
to alter the abundances of bacteria in the Firmicutes, 
Bacteroidetes, and Proteobacteria phyla, shifting the 
microbial community toward metabolizers of simple 
sugars while decreasing bacterial species associated  
with the production of SCFA and other metabolites 
(Bolte  et  al. 2021). To understand how changes in the 
gut microbiota influence phenotypic differences in 
the absence of intestinal FFA2, 16S sequencing was 
performed on fecal samples from all experimental 
mouse groups. Beta diversity, which is the measurement 
of similarity between microbial communities, revealed 
unique clustering among the WD-fed groups compared 
to the CD-fed groups (Fig. 6A). The effect of diet on the 
diversity of the gut microbiome produced a much  
greater effect than genotype. While consumption of 
WD modestly increased the Shannon species index in 
both WD-fed groups, a difference in microbial diversity 
between the Vil-FFA2 and FFA2fl/fl mice was only observed 
in the CD-fed groups (P < 0.01) (Fig. 6B). The total number 
of bacterial species identified was similar irrespective 
of either diet or genotype (Fig. 6C). Interestingly, the 
Firmicutes–Bacteroidetes ratio significantly increased 
(P < 0.0001) in the CD-fed Vil-FFA2 group compared to 
the CD-fed FFA2fl/fl controls, but only modestly in the 
WD-fed Vil-FFA2 group compared to the WD-fed FFA2fl/fl 
group (Fig. 6D). A higher Firmicutes–Bacteroidetes ratio 
typically signifies a less healthy gut; however, high 
levels of Actinobacteria (Fig. 6E) in the CD-fed groups in  
addition to high abundance of Proteobacteria likely 
skewed these results in the WD group.
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Figure 5

Markers of intestinal inflammation do not differ in WD-fed Vil-FFA2 mice. Representative micrographs of H&E-stained ileum and distal colonic tissues 
(scale bar = 100 μm) (A). Graphical representation of the average histopathological score for inflammation (B). GI-transit time as measured via carmine 
red dye assay after 15 weeks on respective diets (C) and fecal pellet weight (D) and number of fecal pellets produced during the first 120 min of the 
assay (E). Colon length (F), cecum weight (G) and plasma LPS levels (H) measured at the conclusion of the study. For B, n = 3–6 per group. For C–G, 
n = 7–15 per group. For H, n = 4–8 per group. Values represent mean ± s.e.m., *P < 0.05, ****P < 0.0001 vs respective genotypes on CD.
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Alterations in bacterial genera were also observed in the 
WD-fed groups compared to the CD-fed groups, and WD 
consumption was found to decrease Bifidobacterium, 
Acetobacteroides, Turicibacter, and Lactobacillus while 
increasing Clostridium cluster XVIa, Lactococcus, 
Barnesiella, and Alistipes (Fig. 6F). At the species level, 
all groups except the WD-fed FFA2fl/fl group had a 
high abundance of Faecalibaculum rodentium (Fig. 
6G). While unique signatures of each mouse group 
were observed, LefSe analysis could not be performed 
because these changes did not meet the significance 
threshold. These changes indicate that consumption 
of WD alters the gut microbial composition relative to 
consumption of CD. Furthermore, deletion of intestinal 
FFA2 resulted in significant changes within the CD-fed 
groups. Interestingly, while differences between the 
WD-fed FFA2fl/fl group and WD-fed Vil-FFA2 group were 

observed, these changes appeared more pronounced 
between the CD-fed groups.

SCFAs are the endogenous ligands for FFA2 and are 
predominantly generated in the distal colon before 
absorption by the intestinal epithelium (Priyadarshini 
et  al. 2021). Therefore, we assessed how diet, in 
addition to the absence of FFA2, would affect cecal SCFA 
levels. Consistent with literature reporting reduced  
SCFA levels in a state of gut dysbiosis (Wang et al. 2014, 
Agus et al. 2016), we observed reduced levels of acetate, 
propionate (P < 0.05) and butyrate (P < 0.01) in both 
WD-fed mouse groups, with no differences between the 
Vil-FFA2 and FFA2fl/fl groups (Fig. 7A, B, and C). These 
data also suggest that differences in SCFA production 
are not driving the phenotypic changes observed in the 
WD-fed Vil-FFA2 mice.

Figure 6

Intestine-specific deletion of FFA2 alters the fecal gut microbiome. Beta diversity as indicated by principal component analysis (PCA) (A) and alpha 
diversity as indicated by Shannon index (B). Total number of unique species identified (C) and ratio of Firmicutes to Bacteroidetes (D). Relative 
abundance of major phyla (E), relative abundance of major genera (F) and species (G). Values represent mean ± s.e.m., n = 5 per group, ***P < 0.01, ****P 
< 0.0001 vs respective genotypes on CD and # indicates a significant difference between genotypes in the same diet group at ##P < .01, ####P < 0.0001.
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Finally, we examined changes in the intestinal gene 
expression levels of SCFA receptors in response to diet 
as well as ablation of intestinal FFA2. Of importance, 
FFA2, along with its highly similar sister receptor, 
FFA3, comparatively possesses the highest affinity for 
SCFAs (Schmidt et al. 2011). Within both the duodenum 
and ileum of the intestine, FFA2 was, as expected, 
significantly (P < 0.05) ablated in both Vil-FFA2 groups 
irrespective of diet (Fig. 7D) and expression was 
similar between the CD and WD-fed FFA2fl/fl groups. 
FFA3 trended higher in the CD-fed Vil-FFA2 group 
compared to the CD-fed FFA2fl/fl control group, and both 
WD-fed groups contained equally elevated expression  
levels that were modestly higher (Fig. 7E, F, and G). This 
indicates that the absence of intestinal FFA2 does not 
significantly influence expression of FFA3, suggesting 
that FFA3 is not driving the compensatory effect  
observed in the WD-fed Vil-FFA2 group during second 
half of the obesogenic challenge.

Discussion

FFA2 is an important mediator of the metabolic  
effects of SCFAs, both within the digestive system and 
throughout the body, acting through a summation of its 
many tissue-specific effects. FFA2 is highly expressed in 
the intestinal epithelium, where it has been reported 

to contribute to metabolic homeostasis primarily by 
influencing the secretion of gut peptide hormones 
(Psichas et al. 2005, Karaki et al. 2006, Dass et al. 2007, 
Tolhurst  et  al. 2012, Kimura et  al. 2013). Previously, 
our group characterized a novel, intestine-specific  
knockout mouse model for FFA3 in response to an 
obesogenic challenge, revealing novel insights into 
receptor function (Lednovich et al. 2022). In this study, 
we utilize a similar strategy to explore the intestine-
specific roles of FFA2 by generating the Vil-FFA2  
strain of mice. Here, we report the first in vivo 
characterization of intestinal FFA2 in response to two 
distinct diets—standard chow, and a high-fat, high-
sugar Western diet. We found that WD-fed Vil-FFA2 
mice were largely protected from the development 
of obesity and hyperglycemia during the initial 
stage of dietary intervention, but this protection was  
lost by the end of the study. WD-fed Vil-FFA2 mice 
had visibly less hypertrophy of adipocytes in both 
subcutaneous and visceral adipose tissues, despite 
both groups having the same body weight and 
similar fat mass at the end of the study. Analysis of 
indirect calorimetry revealed that the decrease in  
adiposity in the WD-fed Vil-FFA2 mice is influenced 
by changes in core metabolic processes, including 
respiratory exchange ratio and energy expenditure, 
and these changes likely occur as a result of an 
underlying decrease in food intake. Collectively, these 
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Cecal SCFA levels and expression of intestinal SCFA receptors are influenced by dietary changes in Vil-FFA2 and FFA2fl/fl mice. Levels of SCFAs (A) acetate, 
(B) propionate, and (C) butyrate as measured by GC-MS. (B). Expression of Ffar2 (D) and Ffar3 (E) in the ileum. (F, G) Expression of Ffar2 (F) and Ffar3 (G) 
in the distal colon. Values represent mean ± s.e.m. For A-C, n = 4–5. per group. For D–G, n = 4–7 per group, *P < 0.05, **P < 0.01 vs the CD-fed FFA2fl/fl 

control group and # indicates a significant difference between genotypes in the same diet group at #P < 0.05, ##P < 0.01, ###P < 0.001.
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data indicate that intestinal FFA2 contributes to the 
genesis of obesity during acute consumption of an  
obesogenic diet.

While no overt changes in whole-body physiology or 
metabolic parameters were detected in mice fed a 
standard chow diet, we observed significant alterations 
that occurred in mice lacking intestinal FFA2 when 
fed WD. During the first 15 weeks of the obesogenic 
challenge, WD-fed Vil-FFA2 mice had significantly lower 
body weight and fat mass compared to the WD-fed 
FFA2fl/fl control mice. Interestingly, this trend appeared 
to be transient, and was the most apparent early in 
the study before gradually disappearing by the study’s 
endpoint. While the WD-fed mouse groups had similarly 
sized adipose depositions at the conclusion of the study, 
markers of hypertrophy – a hallmark of obesity – were 
reduced in the WD-fed Vil-FFA2 mice. These observations 
indicate that the loss of intestinal FFA2 results in the 
transient protection of the obesogenic consequences 
of WD consumption, but physiological compensatory 
mechanisms may emerge to correct these differences, 
allowing the body to accumulate fat mass in the absence 
of the receptor. However, the persistence of reduced 
adipose hypertrophy in the Vil-FFA2 mice suggests that 
these compensatory effects are insufficient to fully 
ameliorate the metabolic changes driven by the loss of 
the receptor in the intestine.

Changes in body weight have been previously reported 
in studies utilizing global knockout models for FFA2, 
although conflicting results have been reported. Several 
studies utilizing global knockout mouse models for FFA2 
under obesogenic conditions report a higher proportion 
of fat mass and increased body weights while other 
groups report the opposite effect (Bjursell  et  al. 2011, 
Kimura et  al. 2013, Forbes  et  al. 2015, Brooks et  al. 
2017). Building off of the previous observation that 
global ablation of FFA2 results in alterations in body 
weight during an obesogenic challenge, we identify 
that these changes occur predominantly by differences 
in fat mass and that intestinal FFA2 contributes to this 
process. Furthermore, our data reveal that adipocyte 
hypertrophy in both subcutaneous and visceral adipose 
tissues is reduced in the absence of intestinal FFA2 even 
when there are no significant differences in overall 
body weight. Collectively, these data suggest a role for 
intestinal FFA2 in mediating the obesogenic effects of 
consumption of a Western diet.

The loss of intestinal FFA2 results in significant changes 
to core metabolic processes when body weight was 
considered as an independent variable. Collectively, 
our data indicate that the WD-fed Vil-FFA2 mice are 
metabolizing more fat and have reduced food intake, 
which subsequently could impact energy expenditure. 
While there are no reports on the effect of FFA2 on RER 
or energy expenditure in other literature, these findings 
are in agreement with a reduced adiposity during the 
obesogenic challenge in this study.

Food intake has a major impact on downstream 
metabolism, including energy homeostasis, driving 
whole-body changes in adiposity and glycemic control 
(Westerterp 2016). We observed that the WD-fed Vil-FFA2 
mice had reduced nocturnal food intake during multiple 
time points in the study, and this effect persisted despite 
the transient nature of the reduction in body weight and 
improved glycemic control. FFA2 has been previously 
implicated in the regulation of feeding behaviors. One 
study observed that global FFA2 KO mice fed with a 
high-fat diet (HFD) developed increased food intake but 
lower overall body weight (Bjursell et al. 2011). A similar 
study performed with the addition of fiber observed a 
similar effect on satiety (Brooks et al. 2017). These effects 
were attributed, in part, due to changes in PYY secretion, 
which has a known effect on postprandial satiety. While 
we report the opposite effect – that loss of intestinal 
FFA2 results in a decrease in satiety – this discrepancy 
may be the result of using an intestine-specific KO model 
rather than a whole-body KO model. Furthermore, 
multiple experimental differences, including different 
diets, background strains of mice, and microbiome 
compositions are known variables in studies involving 
metabolism. Because our study did not ascertain a 
causative role of food intake on the other metabolic 
differences observed in the WD-fed Vil-FFA2 mice, 
nor determine the underlying mechanisms involving 
the receptor in the intestine, further studies involving 
feeding behavior will be crucial to fully interpret the 
metabolic phenotype observed here.

In addition to a decrease in body weight, we observed a 
modest improvement in glycemic control in the WD-fed 
Vil-FFA2 group but no changes in glucose tolerance or 
insulin action. Fasting glucose levels in the WD-fed Vil-
FFA2 group trended lower than the WD-fed FFA2fl/fl 
mice beginning at 8 weeks the study, and significantly  
diverged during weeks 12–14 following dietary 
intervention. Similar to the trend observed in fat mass, 
statistically significance disappeared by the end of the 
study despite modestly lower levels of fasting glucose 
in the WD-fed Vil-FFA2 group. From these results, it is 
unclear whether the loss of intestinal FFA2 directly 
contributes to changes in glucose metabolism – which 
may occur through alterations in the secretion of incretin 
hormones – or whether these changes are secondary 
effects caused by differences in fat mass (Peiris et  al. 
1988). The significant reduction in GSIS observed in 
the WD-fed Vil-FFA2 mice compared to the WD-fed 
floxed group raises the possibility of changes occurring 
within the entero-insular axis. While other groups have 
observed the potential for FFA2 to mediate incretin 
hormones (Psichas et al. 2005, Tolhurst et al. 2012), we 
did not observe any changes in plasma GLP-1 or GIP 
during a separate GSIS. However, these measurements 
were collected at the conclusion of the study, when 
several of the phenotypic differences in the WD-fed Vil-
FFA2 mice, including reduced body weight and adiposity, 
were not present.

Journal of Endocrinology (2024) 260 e230184
https://doi.org/10.1530/JOE-23-0184

K R Lednovich et al.



FFA2 has been suggested to regulate immunogenic 
effects through its role in immune cells and also in 
IECs (Kim et al. 2013, Masui et al. 2013, Nowarski et al. 
2015, Kamp et al. 2016). While we observed an increase 
in inflammatory markers in both WD-fed groups, no 
significant differences were observed between the 
WD-fed Vil-FFA2 compared to the WD-fed FFA2fl/fl mice. 
No major changes in intestinal inflammation were 
observed through histological analysis of the both the 
upper and lower intestine, nor were functional changes 
in gut permeability or transit time observed in the 
WD-fed Vil-FFA2 mice. While these results suggest that 
loss of intestinal FFA2 does not affect the body’s ability 
to mount an inflammatory response during chronic 
consumption of an obesogenic diet, it is crucial to note 
that intestinal inflammation was assessed at the end 
of the study, time at which several major phenotypic 
differences in the Vil-FFA2 group had disappeared. This 
underscores the need for additional studies utilizing an 
acute obesogenic challenge to fully assess phenotypic 
differences prior to the influence of any potential 
compensatory mechanism.

There is ample evidence that FFA2 influences the release 
of postprandial gut peptide hormones within intestinal 
EECs. While there are some conflicting data regarding 
which specific hormones are affected, multiple studies 
have reported that FFA2 is able to promote the release 
of hormones GLP-1 and PYY in response to SCFA 
stimulation in vitro and ex vivo, with GIP and 5-HT also 
being implicated (Psichas et al. 2005, Tolhurst et al. 2012, 
Iwasaki et al. 2015, Akiba et al. 2017). In this study, we 
did not find any evidence of altered GLP-1 or GIP levels 
when measured 15 min into an oral glucose tolerance 
test, which is when incretin levels typically peak after 
stimulation with glucose. However, changes in incretin 
production are notoriously difficult to measure in vivo, 
including complex release patterns that produce a state 
of flux and rapid degradation of hormones following 
their production (Baggio & Drucker 2007, Mentlein et al. 
2009). Due to these challenges, we performed a number 
of experiments to measure indirect effects of incretin 
hormones, specifically GLP-1 and PYY. Alterations in 
GLP-1, an insulinotropic peptide hormone, may be 
reflected by changes in glucose levels, insulin levels, 
glucose tolerance, or food intake (Holst 2007). Alterations 
in PYY may be reflected by changes in gut motility, 
energy expenditure, and food intake (Karra  et  al. 
2009). We observed a reduction in food intake in the 
WD-fed Vil-FFA2 mice, which may be driven by changes 
in incretin production, but more direct evidence is 
needed to ascertain the involvement of GLP-1 and 
PYY. Furthermore, food intake is influenced by many 
other hormones, including cholecystokinin, leptin, 
somatostatin, and ghrelin (Hajishafiee et al. 2019, Kumar 
& Singh 2020).

While we did observe a modest improvement in glucose 
homeostasis in the WD-fed Vil-FFA2 mice, it is unclear 

if this effect is due to changes in GLP-1 or GIP secretion. 
Because FFA2 is thought to stimulate the release GLP-1 
from EECs, the absence of the receptor might lead to 
the opposite observation: an impaired GLP-1 response 
leading to hyperglycemia and diminished insulin 
release. Similarly, FFA2 is also thought to stimulate 
the release of PYY, so the absence of the receptor in 
the intestine might lead to decreased gut motility and 
reduced satiety, ultimately resulting in an increase in 
obesity. Furthermore, GLP-1 and PYY are anorectic 
hormones, and their loss leads to increased food intake 
and subsequent weight gain (De Silva  et  al. 2011). The 
findings in our study, including the reduction of food 
intake, decreased fat mass and improved glucose 
metabolism, are incongruent with the phenotype that 
is expected to be observed with impaired GLP-1 and 
PYY production. There are several potential reasons 
for this. Importantly, gut peptide hormones are known 
to substantially compensate for each other, which 
has been shown to occur in knockout mouse models 
for incretin receptors GLP1R and Y2R (Boland et  al. 
2019a,b). Furthermore, the secretion patterns of gut 
peptide hormones become altered during the course 
of chronic Western diet feeding, and likely fluctuated 
substantially over the course of this study (Wikarek 
et al. 2014). Because of the complexity in measuring the 
effects of these hormones in vivo, future studies utilizing 
a secretomics approach from intestinal tissues derived 
from the Vil-FFA2 may be useful in identifying the full 
spectrum of hormonal changes that occur in response to 
the loss of intestinal FFA2 and will have additional value 
in understanding the mechanisms driving the reduction 
in feeding behavior.

In accordance with other published literature, we 
found that the gut microbiome is significantly altered 
in response to chronic consumption of a Western-style 
diet (Zinöcker & Lindseth 2018). Furthermore, changes 
were influenced by the absence of intestinal FFA2 and 
interestingly, these changes were more pronounced in 
the CD-fed groups than the WD-fed groups in the FFA2 
study. Consumption of WD produced a significantly 
different microbial signature when compared to the 
CD-fed groups. Long-term consumption of WD led to a 
shift in bacteria phyla, with WD-fed groups containing 
a higher abundance of Bacteroidetes and Proteobacteria 
in addition to a decrease in Actinobacteria. While 
Bacteroidetes is generally considered a beneficial type of 
bacteria, the significant increase in Proteobacteria may 
be indicative of a diseased state and is observed in both 
inflammatory bowel disorders and metabolic disorders 
(Rizzatti et  al. 2017). Similarly, Actinobacteria have 
known roles in carbohydrate metabolism, and their 
decreased abundance in the WD-fed groups is expected 
(Binda  et  al. 2018). At the phyla level, the Vil-FFA2  
groups seemed to harbor less beneficial bacteria and 
had more of the detrimental Firmicutes bacteria. While 
changes at the bacterial species level were observed 
in the WD-fed Vil-FFA2 mice compared to the WD-fed 
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FFA2fl/fl controls, these changes were largely insignificant. 
This suggests that differences in the gut microbiome 
itself are likely not driving the metabolically protective  
effects observed in the Vil-FFA2 mice. In accordance 
with these findings, levels of cecal SCFAs were unaltered 
in the WD-fed Vil-FFA2 mice compared to the WD-fed 
FFA2fl/fl control group.

The observation of similar microbial signatures and 
comparable SCFA levels between the two WD-fed groups, 
despite distinct metabolic phenotypes, likely reflects the 
strong shift toward bacteria involved in fat and sugar 
metabolism, which become necessary to support diet-
induced changes. Interestingly, this indicates that the 
differences in body weight, glucose metabolism and 
food intake observed in the WD-fed Vil-FFA2 mice do 
not appear to be directly driven by changes in the gut 
microbiome-SCFA-receptor axis, or by differences in 
the production of the endogenous ligands of FFA2. The 
findings from this study instead supports the hypothesis 
that FFA2 plays an important role in the presence of 
metabolic stress, which occurs during an obesogenic 
state, and has been previously observed in other in 
vivo models involving this receptor (Peuhkuri et  al. 
2010, Kimura et al. 2013, Lee et al. 2013). Future studies 
involving this receptor should aim to uncover the exact 
mechanisms by which diet-induced, metabolic stress 
effects the function of FFA2.

FFA2 is highly expressed in the intestinal epithelium and 
contributes maintenance of metabolic homeostasis by 
mediating the effects of its ligands, microbial-derived 
SCFAs, throughout the body. Here, we report the first 
in vivo characterization of FFA2 within the intestine 
and reveal novel insights into receptor function. We 
found that intestinal FFA2 plays an important role in 
mediating the obesogenic consequences of a WD, and 
that alterations in food intake likely drive to this process. 
Collectively, these data support an intestine-specific 
role of FFA2 in the regulation of food intake, as well as 
the maintenance of metabolic homeostasis and in the 
development of obesity.

Supplementary materials
This is linked to the online version of the paper at https​://do​i.org​/10.1​530/J​
OE-23​-0184​.

Declaration of interest
The authors declare no conflicts of interest, financial or otherwise.

Funding
K.R.L. is supported by the John and Kathy Solaro Graduate Fellowship 
through the Physiology and Biophysics Department at the University of 
Illinois College of Medicine. B. T. Layden is supported by National Institutes 
of Health under Award Number R01DK104927 and P30DK020595; and 
Department of Veterans’ Affairs, Veterans Health Administration, Office 
of Research and Development, VA merit (Grant No. 1I01BX003382). 
H.Y. is supported by funding from NIH – R21AG072379; RF1AG071762; 
R56AG064075, and Department of Defense – W81XWH-18-PRARP-NIRA.

Author contribution statement
K.R.L., M.P., B.W., H.Y., and B.T.L conceived and designed experiments. K.R.L., 
C.N., S.G., M.P., N.P., K.X., J.L.Z, S.M., S.J., and B.W. performed experiments. 
K.R.L analyzed data, interpreted results of experiments, and prepared 
figures. K.R.L drafted the manuscript. K.R.L, C.N., J.C.C, S.G., M.P., B.W., J.L.Z, 
H.Y., and B.T.L edited the manuscript, and B.T.L approved the final version.

Acknowledgements
We are grateful for the expertise and technical assistance from Pradeep K. 
Dudeja, Shubha Priyamvada, and Dulari Jayawardena.

References
Agus A, Denizot J, Thévenot J, Martinez-Medina M, Massier S, Sauvanet P, 
Bernalier-Donadille A, Denis S, Hofman P, Bonnet R, et al. 2016 Western 
diet induces a shift in microbiota composition enhancing susceptibility 
to Adherent-Invasive E. coli infection and intestinal inflammation. 
Scientific Reports 6 19032. (https://doi.org/10.1038/srep19032)

Akiba Y, Maruta K, Narimatsu K, Said H, Kaji I, Kuri A, Iwamoto KI, 
Kuwahara A & Kaunitz JD 2017 FFA2 activation combined with 
ulcerogenic COX inhibition induces duodenal mucosal injury via the 5-HT 
pathway in rats. American Journal of Physiology-Gastrointestinal and Liver 
Physiology 313 G117–G128. (https://doi.org/10.1152/ajpgi.00041.2017)

Andersen A, Lund A, Knop FK & Vilsbøll T 2018 Glucagon-like peptide 1 
in health and disease. Nature Reviews. Endocrinology 14 390–403. (https://
doi.org/10.1038/s41574-018-0016-2)

Baggio LL & Drucker DJ 2007 Biology of incretins: GLP-1 and GIP. 
Gastroenterology 132 2131–2157. (https://doi.org/10.1053/j.
gastro.2007.03.054)

Binda C, Lopetuso LR, Rizzatti G, Gibiino G, Cennamo V & Gasbarrini A 
2018 Actinobacteria: a relevant minority for the maintenance of gut 
homeostasis. Digestive and Liver Disease 50 421–428. (https://doi.
org/10.1016/j.dld.2018.02.012)

Bjursell M, Admyre T, Göransson M, Marley AE, Smith DM, Oscarsson J & 
Bohlooly YM 2011 Improved glucose control and reduced body fat mass 
in free fatty acid receptor 2-deficient mice fed a high-fat diet. American 
Journal of Physiology-Endocrinology and Metabolism 300 E211–E220. 
(https://doi.org/10.1152/ajpendo.00229.2010)

Boland B, Mumphrey BB, Zheng H, Townsend RL, Gill B, Oldham S, 
Will S, Morrison CD, Yu S, Münzberg H, Rhodes CJ, et al. 2019a 
Combined loss of GLP-1R and Y2R does not alter progression of high-fat 
diet-induced obesity or response to RYGB surgery in mice. Molecular 
Metabolism 25 64–72. (https://doi.org/10.1016/j.molmet.2019.05.004)

Boland B, Mumphrey MB, Hao Z, Gill B, Townsend RL, Yu S, Münzberg H, 
Morrison CD, Trevaskis JL & Berthoud HR 2019b The PYY/Y2R-deficient 
mouse responds normally to high-fat diet and gastric bypass surgery. 
Nutrients 11 585. (https://doi.org/10.3390/nu11030585)

Bolte LA, Imhann F, Collij V, Gacesa R, Peters V, Wijmenga C, 
Kurilshikov A, Campmans-Kuijpers MJE, Fu J, Dijkstra G, et al. 2021 Long-
term dietary patterns are associated with pro-inflammatory and anti-
inflammatory features of the gut microbiome. Gut 70. (https://doi.
org/10.1136/gutjnl-2020-322670)

Brooks L, Viardot A, Tsakmaki A, Stolarczyk E, Howard JK, Cani PD, 
Everard A, Sleeth ML, Psichas A, Anastasovskaj J, et al. 2017 Fermentable 
carbohydrate stimulates FFAR2-dependent colonic PYY cell expansion to 
increase satiety. Molecular Metabolism 6 48–60. (https://doi.org/10.1016/j.
molmet.2016.10.011)

Caporaso JG, Lauber CL, Walters WA, Berg-Lyons D, Huntley J, Fierer N, 
Owens SM, Betley J, Fraser L, Bauer M, et al. 2012 Ultra-high-throughput 

Journal of Endocrinology (2024) 260 e230184
https://doi.org/10.1530/JOE-23-0184

K R Lednovich et al.

https://doi.org/10.1530/JOE-23-0184
https://doi.org/10.1530/JOE-23-0184
https://doi.org/10.1038/srep19032
https://doi.org/10.1152/ajpgi.00041.2017
https://doi.org/10.1038/s41574-018-0016-2
https://doi.org/10.1038/s41574-018-0016-2
https://doi.org/10.1053/j.gastro.2007.03.054
https://doi.org/10.1053/j.gastro.2007.03.054
https://doi.org/10.1016/j.dld.2018.02.012
https://doi.org/10.1016/j.dld.2018.02.012
https://doi.org/10.1152/ajpendo.00229.2010
https://doi.org/10.1016/j.molmet.2019.05.004
https://doi.org/10.3390/nu11030585
https://doi.org/10.1136/gutjnl-2020-322670
https://doi.org/10.1136/gutjnl-2020-322670
https://doi.org/10.1016/j.molmet.2016.10.011
https://doi.org/10.1016/j.molmet.2016.10.011


microbial community analysis on the Illumina HiSeq and MiSeq platforms. 
ISME Journal 6 1621–1624. (https://doi.org/10.1038/ismej.2012.8)

Cotillard A, Kennedy SP, Kong LC, Prifti E, Pons N, Le Chatelier E, 
Almeida M, Quinquis B, Levenez F, Galleron N, et al. 2013 Dietary 
intervention impact on gut microbial gene richness. Nature 500  
585–588. (https://doi.org/10.1038/nature12480)

Cox MA, Jackson J, Stanton M, Rojas-Triana A, Bober L, Laverty M, 
Yang X, Zhu F, Liu J, Wang S, Monsma F, et al. 2009 Short-chain fatty 
acids act as antiinflammatory mediators by regulating prostaglandin E2 
and cytokines. World Journal of Gastroenterology 15 5549–5557. (https://
doi.org/10.3748/wjg.15.5549)

Dass NB, John AK, Bassil AK, Crumbley CW, Shehee WR, Maurio FP, 
Moore GBT, Taylor CM & Sanger GJ 2007 The relationship between the 
effects of short-chain fatty acids on intestinal motility in vitro and GPR43 
receptor activation. Neurogastroenterology and Motility 19 66–74. (https://
doi.org/10.1111/j.1365-2982.2006.00853.x)

De Silva A, Salem V, Long CJ, Makwana A, Newbould RD, Rabiner EA, 
Ghatei MA, Bloom SR, Matthews PM, Beaver JD, et al. 2011 The Gut 
Hormones PYY3-36 and GLP-17-36 amide reduce food intake and 
modulate brain activity in Appetite centers in humans. Cell Metabolism 
14 700–706. (https://doi.org/10.1016/j.cmet.2011.09.010)

Ellacott KLJ, Morton GJ, Woods SC, Tso P & Schwartz MW 2010 
Assessment of feeding behavior in laboratory mice. Cell Metabolism 12 
10–17. (https://doi.org/10.1016/j.cmet.2010.06.001)

Ellulu MS, Patimah I, Khaza’ai H, Rahmat A & Abed Y 2017 Obesity and 
inflammation: the linking mechanism and the complications. Archives 
of Medical Science 13 851–863. (https://doi.org/10.5114/
aoms.2016.58928)

El Marjou F, Janssen KP, Chang BH, Li M, Hindie V, Chan L, Louvard D, 
Chambon P, Metzger D & Robine S 2004 Tissue-specific and inducible 
Cre-mediated recombination in the gut epithelium. Genesis 39 186–193. 
(https://doi.org/10.1002/gene.20042)

Engelstoft MS, Park W, Sakata I, Kristensen LV, Husted AS, Osborne-
Lawrence S, Piper PK, Walker AK, Pedersen MH, Nøhr MK, Pan J, et al. 
2013 Seven transmembrane G protein-coupled receptor repertoire of 
gastric ghrelin cells. Molecular Metabolism 2 376–392. (https://doi.
org/10.1016/j.molmet.2013.08.006)

Forbes S, Stafford S, Coope G, Heffron H, Real K, Newman RL, 
Davenport R, Barnes M, Grosse J & Cox H 2015 Selective FFA2 agonism 
appears to act via intestinal PYY to reduce transit and food intake but 
does not improve glucose tolerance in mouse models. Diabetes 64  
3763–3771. (https://doi.org/10.2337/db15-0481)

Fuller M, Priyadarshini M, Gibbons SM, Angueira AR, Brodsky M, 
Hayes MG, Kovatcheva-Datchary P, Bäckhed F, Gilbert JA, Lowe WL, et al. 
2015 The short-chain fatty acid receptor, FFA2, contributes to 
gestational glucose homeostasis. American Journal of Physiology-
Endocrinology and Metabolism 309 E840–E851. (https://doi.org/10.1152/
ajpendo.00171.2015)

Geboes K, Riddell R, Ost A, Jensfelt B, Persson T & Löfberg R 2000 A 
reproducible grading scale for histological assessment of inflammation in 
ulcerative colitis. Gut 47 404–409. (https://doi.org/10.1136/gut.47.3.404)

Greenwood-Van Meerveld B, Johnson AC & Grundy D 2017 
Gastrointestinal physiology and function. Gastrointestinal Pharmacology 
239 1–16. (https://doi.org/10.1007/164_2016_118)

Hajishafiee M, Bitarafan V & Feinle-Bisset C 2019 Gastrointestinal sensing 
of meal-related signals in humans, and dysregulations in eating-related 
disorders. Nutrients 11 1298. (https://doi.org/10.3390/nu11061298)

Holst JJ 2007 The physiology of glucagon-like peptide 1. Physiological 
Reviews 87 1409–1439. (https://doi.org/10.1152/physrev.00034.2006)

Iwasaki K, Harada N, Sasaki K, Yamane S, Iida K, Suzuki K, Hamasaki A, 
Nasteska D, Shibue K, Joo E, et al. 2015 Free fatty acid receptor GPR120 

is highly expressed in enteroendocrine K cells of the upper small 
intestine and has a critical role in GIP secretion after fat ingestion. 
Endocrinology 156 837–846. (https://doi.org/10.1210/en.2014-1653)

Jakobsdottir G, Xu J, Molin G, Ahrné S & Nyman M 2013 High-fat diet 
reduces the formation of butyrate, but increases succinate, 
inflammation, liver fat and cholesterol in rats, while dietary fibre 
counteracts these effects. PLoS One 8 e80476. (https://doi.org/10.1371/
journal.pone.0080476)

Kamp, Shim R, Nicholls AJ, Oliveira AC, Mason LJ, Binge LC, Mackay CR, 
Hoi CR, Wong CH 2016 G Protein-Coupled Receptor 43 Modulates 
Neutrophil Recruitment during Acute Inflammation. PLoS One 11 
e0163750. (https://doi.org/10.1371/journal.pone.0163750)

Karaki S, Mitsui R, Hayashi H, Kato I, Sugiya H, Iwanaga T, Furness JB & 
Kuwahara A 2006 Short-chain fatty acid receptor, GPR43, is expressed by 
enteroendocrine cells and mucosal mast cells in rat intestine. Cell and 
Tissue Research 324 353–360. (https://doi.org/10.1007/s00441-005-0140-x)

Karaki S, Tazoe H, Hayashi H, Kashiwabara H, Tooyama K, Suzuki Y & 
Kuwahara A 2008 Expression of the short-chain fatty acid receptor, 
GPR43, in the human colon. Journal of Molecular Histology 39 135–142. 
(https://doi.org/10.1007/s10735-007-9145-y)

Karra E, Chandarana K & Batterham RL 2009 The role of peptide YY in 
appetite regulation and obesity. Journal of Physiology 587 19–25. (https://
doi.org/10.1113/jphysiol.2008.164269)

Kim MH, Kang SG, Park JH, Yanagisawa M & Kim CH 2013 Short-chain 
fatty acids activate GPR41 and GPR43 on intestinal epithelial cells to 
promote inflammatory responses in mice. Gastroenterology 145 396–406.
e1. (https://doi.org/10.1053/j.gastro.2013.04.056)

Kimura I, Ozawa K, Inoue D, Imamura T, Kimura K, Maeda T, Terasawa K, 
Kashihara D, Hirano K, Tani T, Takahashi T, et al. 2013 The gut microbiota 
suppresses insulin-mediated fat accumulation via the short-chain fatty 
acid receptor GPR43. Nature Communications 4. (https://doi.org/10.1038/
ncomms2852)

Kumar U & Singh S 2020 Role of somatostatin in the regulation of 
central and peripheral factors of satiety and obesity. International Journal 
of Molecular Sciences 21. (https://doi.org/10.3390/ijms21072568)

Lednovich KR, Nnyamah C, Gough S, Priyadarshini M, Xu K, Wicksteed B, 
Mishra S, Jain S, Zapater JL, Yadav H, et al. 2022 Intestinal FFA3 mediates 
obesogenic effects in mice on a Western diet. American Journal of 
Physiology-Endocrinology and Metabolism 323 E290–E306. (https://doi.
org/10.1152/ajpendo.00016.2022)

Lee H, Lee IS & Choue R 2013 Obesity, inflammation and diet. Pediatric 
Gastroenterology, Hepatology and Nutrition 16 143–152. (https://doi.
org/10.5223/pghn.2013.16.3.143)

Le Poul E, Loison C, Struyf S, Springael JY, Lannoy V, Decobecq ME, 
Brezillon S, Dupriez V, Vassart G, Van Damme J, et al. 2003 Functional 
characterization of human receptors for short chain fatty acids and their 
role in polymorphonuclear cell activation. Journal of Biological Chemistry 
278 25481–25489. (https://doi.org/10.1074/jbc.M301403200)

Longo M, Zatterale F, Naderi J, Parrillo L, Formisano P, Raciti GA, 
Beguinot F & Miele C 2019 Adipose tissue dysfunction as determinant of 
obesity-associated metabolic complications. International Journal of 
Molecular Sciences 20 2358. (https://doi.org/10.3390/ijms20092358)

Macfarlane GT & Macfarlane S 2012 Bacteria, colonic fermentation, and 
gastrointestinal health. Journal of AOAC International 95 50–60. (https://
doi.org/10.5740/jaoacint.sge_macfarlane)

Maslowski KM, Vieira AT, Ng A, Kranich J, Sierro F, Yu D, Schilter HC, 
Rolph MS, Mackay F, Artis D, et al. 2009 Regulation of inflammatory 
responses by gut microbiota and chemoattractant receptor GPR43. 
Nature 461 1282–1286. (https://doi.org/10.1038/nature08530)

Journal of Endocrinology (2024) 260 e230184
https://doi.org/10.1530/JOE-23-0184

K R Lednovich et al.

https://doi.org/10.1038/ismej.2012.8
https://doi.org/10.1038/nature12480
https://doi.org/10.3748/wjg.15.5549
https://doi.org/10.3748/wjg.15.5549
https://doi.org/10.1111/j.1365-2982.2006.00853.x
https://doi.org/10.1111/j.1365-2982.2006.00853.x
https://doi.org/10.1016/j.cmet.2011.09.010
https://doi.org/10.1016/j.cmet.2010.06.001
https://doi.org/10.5114/aoms.2016.58928
https://doi.org/10.5114/aoms.2016.58928
https://doi.org/10.1002/gene.20042
https://doi.org/10.1016/j.molmet.2013.08.006
https://doi.org/10.1016/j.molmet.2013.08.006
https://doi.org/10.2337/db15-0481
https://doi.org/10.1152/ajpendo.00171.2015
https://doi.org/10.1152/ajpendo.00171.2015
https://doi.org/10.1136/gut.47.3.404
https://doi.org/10.1007/164_2016_118
https://doi.org/10.3390/nu11061298
https://doi.org/10.1152/physrev.00034.2006
https://doi.org/10.1210/en.2014-1653
https://doi.org/10.1371/journal.pone.0080476
https://doi.org/10.1371/journal.pone.0080476
https://doi.org/10.1371/journal.pone.0163750
https://doi.org/10.1007/s00441-005-0140-x
https://doi.org/10.1007/s10735-007-9145-y
https://doi.org/10.1113/jphysiol.2008.164269
https://doi.org/10.1113/jphysiol.2008.164269
https://doi.org/10.1053/j.gastro.2013.04.056
https://doi.org/10.1038/ncomms2852
https://doi.org/10.1038/ncomms2852
https://doi.org/10.3390/ijms21072568
https://doi.org/10.1152/ajpendo.00016.2022
https://doi.org/10.1152/ajpendo.00016.2022
https://doi.org/10.5223/pghn.2013.16.3.143
https://doi.org/10.5223/pghn.2013.16.3.143
https://doi.org/10.1074/jbc.M301403200
https://doi.org/10.3390/ijms20092358
https://doi.org/10.5740/jaoacint.sge_macfarlane
https://doi.org/10.5740/jaoacint.sge_macfarlane
https://doi.org/10.1038/nature08530


Masui R, Sasaki M, Funaki Y, Ogasawara N, Mizuno M, Iida A, Izawa S, 
Kondo Y, Ito Y, Tamura Y, et al. 2013 G protein-coupled receptor 43 
moderates gut inflammation through cytokine regulation from 
mononuclear cells. Inflammatory Bowel Diseases 19 2848–2856. (https://
doi.org/10.1097/01.MIB.0000435444.14860.ea)

McNelis JC, Lee YS, Mayoral R, van der Kant R, Johnson AMF, Wollam J & 
Olefsky JM 2015 GPR43 potentiates β-cell function in obesity. Diabetes 64 
3203–3217. (https://doi.org/10.2337/db14-1938)

Mentlein R 2009 Mechanisms underlying the rapid degradation and 
elimination of the incretin hormones GLP-1 and GIP. Best Practice and 
Research. Clinical Endocrinology and Metabolism 23 443–452. (https://doi.
org/10.1016/j.beem.2009.03.005)

Mina AI, LeClair RA, LeClair KB, Cohen DE, Lantier L & Banks AS 2018 
CalR: a web-based analysis tool for indirect calorimetry experiments. 
Cell Metabolism 28 656–666.e1. (https://doi.org/10.1016/j.
cmet.2018.06.019)

Murano I, Barbatelli G, Parisani V, Latini C, Muzzonigro G, Castellucci M 
& Cinti S 2008 Dead adipocytes, detected as crown-like structures, are 
prevalent in visceral fat depots of genetically obese mice. Journal of Lipid 
Research 49 1562–1568. (https://doi.org/10.1194/jlr.M800019-JLR200)

Nagpal R, Neth R, BJ, Wang S, Craft S & Yadav H 2019 Modified 
Mediterranean-ketogenic diet modulates gut microbiome and short-
chain fatty acids in association with Alzheimer’s disease markers in 
subjects with mild cognitive impairment. EBiomedicine 47 529–542. 
(https://doi.org/10.1016/j.ebiom.2019.08.032)

Nagpal R, Neth BJ, Wang S, Mishra SP, Craft S & Yadav H 2020a Gut 
mycobiome and its interaction with diet, gut bacteria and Alzheimer’s 
disease markers in subjects with mild cognitive impairment: a pilot 
study. EBiomedicine 59 102950. (https://doi.org/10.1016/j.
ebiom.2020.102950)

Nagpal R, Mishra SP & Yadav H 2020b Unique gut microbiome 
signatures depict diet-versus genetically induced obesity in mice. 
International Journal of Molecular Sciences 21 3434. (https://doi.
org/10.3390/ijms21103434)

Nowarski R, Jackson R, Gagliani N, de Zoete MR, Palm NW, Bailis W, 
Low JS, Harman CCD, Graham M, Elinav E, et al. 2015 Epithelial IL-18 
equilibrium controls barrier function in colitis. Cell 163 1444–1456. 
(https://doi.org/10.1016/j.cell.2015.10.072)

Ono‐Moore KD, Rutkowsky JM, Pearson NA, Williams DK, Grobe JL, 
Tolentino T, Lloyd KCK & Adams SH 2020 Coupling of energy intake and 
energy expenditure across a temperature spectrum: impact of diet-
induced obesity in mice. American Journal of Physiology-Endocrinology 
and Metabolism 319 E472–E484. (https://doi.org/10.1152/
ajpendo.00041.2020)

Peiris AN, Struve MF, Mueller RA, Lee MB & Kissebah AH 1988 Glucose 
metabolism in obesity: influence of body fat distribution. Journal of 
Clinical Endocrinology and Metabolism 67 760–767. (https://doi.
org/10.1210/jcem-67-4-760)

Peuhkuri K, Vapaatalo H & Korpela R 2010 Even low-grade inflammation 
impacts on small intestinal function. World Journal of Gastroenterology 16 
1057–1062. (https://doi.org/10.3748/wjg.v16.i9.1057)

Priyadarshini M, Villa SR, Fuller M, Wicksteed B, Mackay CR, Alquier T, 
Poitout V, Mancebo H, Mirmira RG, Gilchrist A, et al. 2015 An acetate-
specific GPCR, FFAR2, regulates insulin secretion. Molecular 
Endocrinology 29 1055–1066. (https://doi.org/10.1210/me.2015-1007)

Priyadarshini M, Kotlo KU, Dudeja PK & Layden BT 2018 Role of  
short chain fatty acid receptors in intestinal physiology and 
pathophysiology. Comprehensive Physiology 8 1091–1115. (https://doi.
org/10.1002/cphy.c170050)

Priyadarshini M, Lednovich K, Xu K, Gough S, Wicksteed B & Layden BT 
2021 FFAR from the gut microbiome crowd: SCFA receptors in T1D 
pathology. Metabolites 11 302. (https://doi.org/10.3390/metabo11050302)

Psichas A, Sleeth ML, Murphy KG, Brooks L, Bewick GA, Hanyaloglu AC, 
Ghatei MA, Bloom SR & Frost G 2005 The short chain fatty acid 
propionate stimulates GLP-1 and PYY secretion via free fatty acid 
receptor 2 in rodents. International Journal of Obesity 39 424–429. 
(https://doi.org/10.1038/ijo.2014.153)

Ríos-Covián D, Ruas-Madiedo P, Margolles A, Gueimonde M, de los 
Reyes-Gavilán CG & Salazar N 2016 Intestinal short chain fatty acids and 
their link with diet and human health. Frontiers in Microbiology 7 185. 
(https://doi.org/10.3389/fmicb.2016.00185)

Rizzatti G, Lopetuso LR, Gibiino G, Binda C & Gasbarrini A 2017 
Proteobacteria: a common factor in human diseases. BioMed Research 
International 2017 9351507. (https://doi.org/10.1155/2017/9351507)

Schmidt J, Smith NJ, Christiansen E, Tikhonova IG, Grundmann M, 
Hudson BD, Ward RJ, Drewke C, Milligan G, Kostenis E, et al. 2011 
Selective orthosteric free fatty acid receptor 2 (FFA2) agonists: 
identification of the structural and chemical requirements for selective 
activation of FFA2 versus FFA3. Journal of Biological Chemistry 286  
10628–10640. (https://doi.org/10.1074/jbc.M110.210872)

Segata N, Izard J, Waldron L, Gevers D, Miropolsky L, Garrett WS & 
Huttenhower C 2011 Metagenomic biomarker discovery and explanation. 
Genome Biology 12 R60. (https://doi.org/10.1186/gb-2011-12-6-r60)

Tan J, McKenzie C, Potamitis M, Thorburn AN, Mackay CR & Macia L 
2014 The role of short-chain fatty acids in health and disease. Advances 
in Immunology 121 91–119. (https://doi.org/10.1016/B978-0-12-800100-
4.00003-9)

Tolhurst G, Heffron H, Lam YS, Parker HE, Habib AM, Diakogiannaki E, 
Cameron J, Grosse J, Reimann F & Gribble FM 2012 Short-chain fatty 
acids stimulate glucagon-like Peptide-1 secretion via the G-protein-
coupled receptor FFAR2. Diabetes 61 364–371. (https://doi.org/10.2337/
db11-1019)

Villa SR, Priyadarshini M, Fuller MH, Bhardwaj T, Brodsky MR, 
Angueira AR, Mosser RE, Carboneau BA, Tersey SA, Mancebo H, 
Gilchrist A, et al. 2016 Loss of free fatty acid receptor 2 leads to 
impaired islet mass and beta cell survival. Scientific Reports 6 28159. 
(https://doi.org/10.1038/srep28159)

Wang W, Chen L, Zhou R, Wang X, Song L, Huang S, Wang G & Xia B 
2014 Increased proportions of Bifidobacterium and the lactobacillus 
group and loss of butyrate-producing bacteria in inflammatory bowel 
disease. Journal of Clinical Microbiology 52 398–406. (https://doi.
org/10.1128/JCM.01500-13)

Welch MG, Margolis KG, Li Z, Gershon MD, Gershon MD 2014 Oxytocin 
regulates gastrointestinal motility, inflammation, macromolecular 
permeability, and mucosal maintenance in mice. American Journal of 
Physiology-Gastrointestinal and Liver Physiology 307 G848–G862. (https://
doi.org/10.1152/ajpgi.00176.2014)

Westerterp KR 2016 Control of energy expenditure in humans. European 
Journal of Clinical Nutrition 71 340–344. (https://doi.org/10.1038/
ejcn.2016.237)

Wikarek T, Chudek J, Owczarek A & Olszanecka-Glinianowicz M 2014 
Effect of dietary macronutrients on postprandial incretin hormone 
release and satiety in obese and normal-weight women. British Journal 
of Nutrition 111 236–246. (https://doi.org/10.1017/S0007114513002389)

Zinöcker MK & Lindseth IA 2018 The western diet–microbiome-host 
interaction and its role in metabolic disease. Nutrients 10 365. (https://
doi.org/10.3390/nu10030365)

Journal of Endocrinology (2024) 260 e230184
https://doi.org/10.1530/JOE-23-0184

K R Lednovich et al.

https://doi.org/10.1097/01.MIB.0000435444.14860.ea
https://doi.org/10.1097/01.MIB.0000435444.14860.ea
https://doi.org/10.2337/db14-1938
https://doi.org/10.1016/j.beem.2009.03.005
https://doi.org/10.1016/j.beem.2009.03.005
https://doi.org/10.1016/j.cmet.2018.06.019
https://doi.org/10.1016/j.cmet.2018.06.019
https://doi.org/10.1194/jlr.M800019-JLR200
https://doi.org/10.1016/j.ebiom.2019.08.032
https://doi.org/10.1016/j.ebiom.2020.102950
https://doi.org/10.1016/j.ebiom.2020.102950
https://doi.org/10.3390/ijms21103434
https://doi.org/10.3390/ijms21103434
https://doi.org/10.1016/j.cell.2015.10.072
https://doi.org/10.1152/ajpendo.00041.2020
https://doi.org/10.1152/ajpendo.00041.2020
https://doi.org/10.1210/jcem-67-4-760
https://doi.org/10.1210/jcem-67-4-760
https://doi.org/10.3748/wjg.v16.i9.1057
https://doi.org/10.1210/me.2015-1007
https://doi.org/10.1002/cphy.c170050
https://doi.org/10.1002/cphy.c170050
https://doi.org/10.3390/metabo11050302
https://doi.org/10.1038/ijo.2014.153
https://doi.org/10.3389/fmicb.2016.00185
https://doi.org/10.1155/2017/9351507
https://doi.org/10.1074/jbc.M110.210872
https://doi.org/10.1186/gb-2011-12-6-r60
https://doi.org/10.1016/B978-0-12-800100-4.00003-9
https://doi.org/10.1016/B978-0-12-800100-4.00003-9
https://doi.org/10.2337/db11-1019
https://doi.org/10.2337/db11-1019
https://doi.org/10.1038/srep28159
https://doi.org/10.1128/JCM.01500-13
https://doi.org/10.1128/JCM.01500-13
https://doi.org/10.1152/ajpgi.00176.2014
https://doi.org/10.1152/ajpgi.00176.2014
https://doi.org/10.1038/ejcn.2016.237
https://doi.org/10.1038/ejcn.2016.237
https://doi.org/10.1017/S0007114513002389
https://doi.org/10.3390/nu10030365
https://doi.org/10.3390/nu10030365

	Abstract
	New and noteworthy
	Introduction
	Materials and methods
	Animals
	Generation of villin-Cre-FFA2 mice
	Metabolic assessment
	Blood glucose measurements
	Plasma insulin measurements
	Fecal collection and 16S sequencing
	Obesogenic challenge
	Nuclear magnetic resonance spectroscopy
	Metabolic cages
	Food intake
	Glucose tolerance test
	Insulin tolerance test
	Gastrointestinal transit time and fecal measurements
	Tissue isolation and endpoint measurements
	Whole blood sampling and ELISA assays
	RNA isolation and qPCR
	Histology
	Histological assessment of intestinal inflammation
	Cecal SCFA quantification
	Statistical analysis

	Results
	Loss of intestinal FFA2 does not overtly 
affect metabolic homeostasis in mice fed a standard chow diet
	Vil-FFA2 mice are transiently protected from obesity in response to chronic WD consumption
	WD-fed Vil-FFA2 mice have improved respiratory exchange ratio and lower energy expenditure
	Food intake is significantly reduced in the WD-fed Vil-FFA2 mice
	In the absence of intestinal FFA2, glucose homeostasis is improved during an obesogenic challenge
	Intestinal inflammation and function are unaltered in WD-fed Vil-FFA2 mice
	Intestine-specific deletion of FFA2 alters the gut microbiome, cecal SCFA levels, and expression of their cognate receptors

	Discussion
	Supplementary materials
	Declaration of interest
	Funding
	Author contribution statement
	Acknowledgements
	References

