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Abstract
Background: Excessive fat accumulation of pigs is undesirable, as it severely affects economic returns in
the modern pig industry. Studies in humans and mice have examined the role of the gut microbiome in
host energy metabolism. Commercial Duroc pigs are often fed formula diets with high energy and protein
contents. Whether and how the gut microbiome under this type of diet regulates swine fat accumulation
is largely unknown.

Results: In the present study, we systematically investigated the correlation of gut microbiome with pig
lean meat percentage (LMP) in 698 commercial Duroc pigs and found that P. copri was signi�cantly
associated with pig fat accumulation. Fat pigs had signi�cantly higher abundance of P. copri in the gut.
High abundance of P. copri was correlated with increased concentrations of serum metabolites related to
chronic in�ammation, e.g., lipopolysaccharides, branched chain amino acids, aromatic amino acids, and
the metabolites of arachidonic acid. Host intestinal barrier permeability and chronic in�ammation
response were increased. A gavage experiment using germ-free mice con�rmed that the P. copri isolated
from experimental pigs was a causal species increasing host fat accumulation and altering serum
metabolites. Colon, adipose tissue, and muscle transcriptomes in gavage mice indicated that P. copri
colonization activated host chronic in�ammatory responses through the TLR4 and mTOR signaling
pathways and signi�cantly upregulated the expression of the genes related to lipogenesis and fat
accumulation, but attenuated the genes associated with lipolysis, lipid transport, and muscle growth.

Conclusions: Taken together, the results identi�ed and con�rmed that P. copri in the gut microbial
communities of pigs fed by commercial formula diets results in signi�cantly increased host fat
deposition. We propose a possible mechanism of P. copri affecting fat accumulation. The results provide
fundamental knowledge for reducing pig fat accumulation through regulating the gut microbial
composition.

Background
Fatness traits such as backfat thickness and lean meat percentage (LMP) are economically important
traits that affect the e�ciency and return of the modern pig production. Many factors in�uence host fat
accumulation or obesity, including lifestyle, diet, and genetics. An increasing number of studies using
metagenomic sequencing analysis, colonization experiments of germ-free mice, or cohousing of mice
harboring different gut microbiota have demonstrated that the gut microbiota is an important factor
contributing to host obesity [1–5].The gut microbiome of obese individuals often has a lower ratio of
Bacteroidetes to Firmicutes and an increased capacity to harvest energy from the diet [5, 6]. The domestic
pig is an ideal animal model for studying the causal role of gut microbiota in host obesity and fat
accumulation because pigs are prone to deposit excess fat, and the diets of pigs are easily controlled.
Furthermore, pigs show a high similarity of gastrointestinal structure with humans [7].
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Despite a decade of research establishing a strong association between the gut microbiota and obesity,
con�icting �ndings provided by several studies have challenged this view [8, 9]. There are few bacterial
strains that have been isolated and con�rmed as having causal roles in obesity [10–12]. Moreover, the
underlying mechanism has not yet been clearly established [13], although several studies have indicated
that obesity is associated with a low-grade systemic and chronic in�ammatory condition [14, 15]. In the
modern pig industry, to obtain rapid body weight gain, commercial formula diets with high concentrations
of proteins and energy have often been provided to production pig herds. Whether and how the gut
microbiome regulates swine fat accumulation (e.g., LMP) is also largely unknown.

In the current study, we investigated the relationship of gut microbial species with fat accumulation of
pigs by performing an association study in 698 commercial Duroc pigs fed commercial diets (corn-
soybean formula feeds containing 2,960–3,023 kcal/kg of digestible energy and 15–17% of protein). We
identi�ed P. copri as a main bacterial species increasing host fat accumulation (decreasing LMP) in pigs.
High abundance of gut P. copri increased serum levels of lipopolysaccharide (LPS), branch chain amino
acids (BCAAs), aromatic amino acids (AAAs), and the metabolites of arachidonic acid metabolism,
thereby increasing host intestinal barrier permeability and causing a chronic in�ammation response
through the TLR4 and mTOR signaling pathways. The expression levels of genes related to lipid
metabolism, transport, and localization in adipose and muscle tissues were signi�cantly altered. To
further con�rm the causality of P. copri in host fat accumulation and investigate the diet effect on the
colonization of P. copri isolated in this study, a gavage experiment using P. copri was carried out in germ-
free mice (Additional �le 1: Fig. S1).

Materials And Methods
Experimental animals and sampling

Two experimental pig cohorts were used in this study. The discovery cohort comprised 550 Duroc pigs
from Shahu (280 pigs) and Jiangying (270 pigs) farms in southern China. Another 148 Duroc pigs from
the Jiangying farm were used as the validation cohort. All experimental pigs were raised under similar
feeding and management conditions. The commercial formula feeds provided to experimental pigs of
each farm contained 60% corn, 15% soybeans, 10% wheat bran, and 8% rice polishing. The main nutrient
components of the diets are listed in Additional �le 2:Table S8. Diet and water were offered ad libitum.
Backfat thickness and transection area of the longissimus dorsi muscle were measured in the middle of
the last 3rd and 4th ribs using a B-model ultrasound instrument (Pie-Medical, Netherlands) when the body
weight of experimental pigs achieved 120 ± 10 kg, around the age of 160 ± 10 days. The GPS software
was used to adjust the backfat thickness and transection area of the longissimus dorsi. Lean meat
percentage (LMP) was calculated by the model: adjusted PPL = [80.95-(16.44*adj.bf)+(4.693*adj.
LMA)]*0.54[56], where PPL represents lean meat percentage, and adj.bf and adj.LMA represent adjusted
backfat thickness and transection area of longissimus dorsi, respectively. The fecal samples were
collected from all experimental pigs at the age of 160 days, conserved in sterilized tubes, and
immediately immersed in liquid nitrogen for transportation and then stored at −80°C until use. In the
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validation cohort, we chose 16 fecal samples with extreme phenotype values for metagenomic
sequencing, including eight samples with high LMP values (57.83 ± 0.54, mean ±SD) and eight samples
with low LMP values (54.57 ± 0.59). To investigate the abundance of P. copri isolated in this study in the
gut of pigs fed diets with different �ber contents, metagenomic sequencing data of six fecal samples
from natural free-living wild boars (high-�ber diets, adults, exact age unknown), 13 fecal samples from
semi-grazing Tibetan pigs at the age of 210 days (supplemented with potato and highland barley, high-
�ber diets), and feces samples from (Landrace x Yorkshire) x Duroc pigs at the age of 126–140 days
from pigs that were raised in Denmark (industrial pig growing setting) [34] were also used in this study.
All experimental pigs were healthy and had not received any antibiotics, probiotics, or prebiotics within at
least two months before sample collection.

DNA extraction and 16S rRNA gene sequencing

Fecal microbial DNA was extracted using the QIAamp DNA Stool Mini Kit (QIAGEN, Germany) following
the manufacturer's guidelines. DNA concentration was measured with a Nanodrop-1000 (Thermo
Scienti�c, USA), and the quality was assessed by agarose gel electrophoresis. The barcoded fusion
forward primer 515F (5’-GTGCCAGCMGCCGCGGTAA-3’) and the reverse primer 806R (5’-
GGACTACHVGGGTWTCTAAT-3’) were used to amplify the V4 hypervariable region of the 16S rRNA gene
in the discovery cohort. The primers 338F (5’- ACTCCTACGGGAGGCAGCA -3’) and 806R (5’-
GGACTACHVGGGTWTCTAAT -3’) were used to amplify the V3-V4 hypervariable region of the 16S rRNA
gene in the validation cohort. The PCR ampli�cation conditions were as follows: initial 95°C denaturation
step for 10 min, 35 cycles of95°C for 25 s, 55°C for 20 s, and 72°C for 5 min followed by a �nal extension
for 10 min at 72°C. All amplicons were sequenced using the paired-end method on a MiSeq platform
(Illumina, USA) following the standard protocols.

The raw 16S rRNA gene sequencing data were �ltered for the primer sequences, the barcodes, and the
low-quality reads according to Illumina’s quality control procedure. High-quality paired-end clean reads
were assembled using FLASH (v1.2.11)[57]. The USEARCH (v7.0.1090) quality �lter pipeline was used to
�lter the putative chimeras and to choose Operational Taxonomic Units (OTUs) at 97% sequence
identity[58]. Only those OTUs that had relative abundance > 0.05% and were present in more than 1% of
the experimental pigs were included for further analysis. Taxonomies were assigned for the aligned
sequences using Quantitative Insights Into Microbial Ecology (QIIME, v1.80) with a Ribosomal Database
Project (RDP) classi�er [59].

Construction of enterotype-like clustering

Enterotype-like clustering was performed according to the method described previously [60]. In brief,
Jensen-Shannon divergence (JSD) distances were calculated based on the relative abundances of
bacterial taxa at the genus level using the Partitioning Around Medoids (PAM) method. The optimal
number of clusters and the groups’ robustness were evaluated with the Calinski-Harabasz (CH) index and
silhouette value. Sparse Correlations for Compositional data (SparCC) was applied to determine co-
abundance (positive) and co-exclusion (negative) relationships between genera based on their relative
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abundances, and signi�cant correlations between bacterial genera were identi�ed using the partial
correlation and information theory (PCIT) algorithm [61]. The absolute correlations were transformed into
links between two genera in the genus network, and the networks were visualized in Cytoscape (v3.4.0).
The comparison of the LMP values between enterotypes was performed by Wilcoxon rank sum tests in
the R package (v3.5.1).

Association analysis between OTUs and pig LMP

The residuals of phenotypic values of the LMP corrected for the effects of sex and sampling batch (three
and two sampling batches for discovery and validation cohort, respectively) were used for further
association analysis between the LMP values and the relative abundances of OTUs. Because the relative
abundances of OTUs exhibited a non-normal distribution pattern, the association analysis was performed
using a two-part model as reported previously [62]. In brief, the two-part model accounts for both binary
and quantitative characteristics of gut microbial abundance. The binary model (adj_p = β1b + e, adj_p
represents LMP values adjusted for the effects of sex and batch,β1 is the estimated binary effect, b is a
binary feature, and e refers to the residuals) describes a binomial analysis that tests for association of
detecting a microbe with the LMP. The binary feature of a microbe under investigation was coded as 0 for
undetected or 1 for detected in each sample. The quantitative model (adj_p=β2q +e, where β2 is the
estimated quantitative effect, and q is a quantitative feature) evaluates the association between the
abundances of the detected microbes and the LMP values. A meta-analysis was performed to assess the
effects of both binary and quantitative models by using an unweighted Z method (Z =∑k

i=1 zi/ ~N(0,1); zi

= -1(Pi)). The �nal association P value was set as the minimum of P values of binary, quantitative, and
meta-analyses. In total, 1000 permutation tests were performed to correct for false positives, and a false
discovery rate (FDR) < 0.01 was set as the signi�cance threshold.

Co-abundance group (CAG) analysis of OTUs

The OTUs having relative abundance > 0.1% were used to construct CAGs. We �rst calculated the
correlation coe�cients among OTUs using the Sparse Correlations for Compositional data (SparCC)
algorithm in both test and validation cohorts[63]. Then, CAGs were de�ned by a heat plot using the
SparCC correlation coe�cient matrix and Ward’s linkage hierarchical clustering through theMade4 (v3.40)
package [64]. PERMANOVA was performed to assess the accuracy of clustering with 1000 permutations
at P<0.01[65]. The network plot highlighting the SparCC correlations among CAGs was constructed in
Cytoscape (v3.6.0)[66]. We numerically calculated the topological features and metrics of networks,
including average number of neighbors, average eccentricity, betweenness, closeness, and centralization
degree to determine the hub OTUs of the network. Spearman’s correlation analysis was performed to test
the correlations between CAGs and the LMP values in both test and validation cohorts.

Metagenomic sequencing analysis
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A pair-end (PE) library with insertion size of 350 bp was constructed for each of 16 samples according to
the manufacturer’s instructions (Illumina, USA). Sequencing was performed on a Novaseq 6000 platform
(Illumina, USA). High-quality reads were obtained by �ltering out adaptors, low quality reads, and host
genomic DNA contamination from the raw data.

We assembled the high-quality reads into contigs using the SOAPdenovo assembler(v.2.21)[67].The
USEARCH (v.7.0.1090) program was used to exclude the redundant contigs [58]. The contigs more than
300 bp in length were used to predict open reading frames (ORFs) by applying MetaGeneMark (v2.10)
[68]. A non-redundant gene set containing 2,799,188 genes was constructed by excluding the redundant
genes from all predicted ORFs using Cd-hit software (v4.6.1)[69]. A gene abundance pro�le was
generated by mapping the high-quality reads from each sample to the non-redundant gene set using the
screen function in MOCAT (v2.0)[70]. To assess gene richness in the high and low LMP pigs, we
calculated the total gene number in each sample using the pair-oriented counting method [16]. The α-
diversity (Shannon index) was calculated using the gene abundance pro�les using the vegan R package
(v3.5.1). Comparisons of gene counts and the α-diversity between high and low LMP pigs were performed
using the Wilcoxon rank sum test. Taxonomic assignments of the predicted genes were performed using
the BLAST + Lowest Common Ancestor (BLAST + LCA) algorithm based on the sequence similarity to the
reference genomes in the non-redundant (NR) database[71]. Functional annotations were performed by
aligning the putative amino acid sequences that were translated from the predicted genes against CAZy
and KEGG databases using BLASTP[72]. Linear discriminate analysis effect size (LEfSe) was used to
identify the bacterial species and function capacities of gut microbiome having signi�cantly different
abundances between high and low LMP pigs. Correlations between the LMP-associated bacterial species
and the LMP-associated function capacities of gut microbiome were evaluated in the 16 samples with
metagenomic sequencing data using Permutational analysis of variance (PERMANOVA) based on 9,999
permutations using the vegan package in R (v3.5.1)[12]. The signi�cance threshold was set at FDR <
0.05. The correlation coe�cient was calculated as Spearman’s rank correlation. The heatmap was plotted
using the gplots package in R (v3.5.1) [73].

The metagenomic sequencing data of another 20 fecal samples from the discovery cohort were obtained
in our previous study via the same method[17] and were also used in this study. The association of
bacterial species with the LMP in the integrated 36 metagenomic sequencing data was analyzed by a
two-part model as described above. The comparison of the abundance of P. copri among pigs fed diets
with different �ber contents was performed with the metagenomic sequencing data of fecal samples
from six wild boars, 13 Tibetan pigs, 36 Duroc pigs, and 20 DLYs (ERR1135357-ERR1135376) [34] as
described above. Clean reads of each sample were aligned to the reference genomic sequence of P. copri
obtained in this study using BWA MEM (v0.7.17-r1188)[74], and then the number of successfully
assigned reads was computed using FeatureCounts (v2.0.1)[75]. The percentage of the reads mapped to
P. copri reference genome in total clean reads was calculated for each sample and treated as the relative
abundance of P. copri in each sample. The comparison of gut P. copri abundances among wild boars,
Tibetan, and Duroc pigs was performed by a Wilcoxon test and visualized using the ggpubr package in R
(v3.6.2).
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Isolation and culture of the bacterial strainof P. copri from pig fecal samples

The fecal samples from 22 experimental Duroc pigs with both extreme phenotypic values of fat
accumulation (low LMP) and high abundance of P. copri were collected and used for the P. copri isolation
experiment. One-gram fecal samples were suspended in phosphate buffered saline (PBS) buffer and
serially diluted to 10-8. Eighty-microliter diluted samples were plated anaerobically on Bacteroides mineral
salt agar to isolate P. copri [76] . The plates were incubated at 37oC for 2–7 days in an anaerobic
workstation (ELECTROTEK AW500SGUK) �lled with 80% N2–10% CO2–10% H2 gases[77]. A single
colony from plates was selected according to the main characteristics of the strain that we were looking
for based on the previous description [78], i.e., white, circular, convex and gram-negative rods, and puri�ed
by streaking the single bacterial colony on modi�ed PYG agar supplemented with 5% (v/v) sterile
de�brinated sheep blood with a sterile probe [78]. The plates were maintained under the culture
conditions mentioned above for two days. The 16S rRNA gene of the single strain was ampli�ed using
two universal primers 27F (5'-AGAGTTTGATCCTGGCTCAG-3') and 1492R (5'-GGTTACCTTGTTACGACTT-
3') and sequenced by the Sanger method. The 16S rRNA gene sequences were then aligned to the NCBI
nucleotide sequence database to determine P. copri strains. In addition, we blasted the 16S rRNA gene
sequences of the isolated strains with the V3–V4 sequence of the OTU1905 (P. copri) that was most
signi�cantly associated with the LMP in this study. The isolated strain with > 99% sequence identity was
used for gavage in germ-free mice. The P. copri strain isolated above was cultivated in modi�ed PYG
medium for 36 h under anaerobic conditions, harvested in log phase, centrifuged at 1000 rpm for 10 min,
and then washed twice with PBS. The precipitate was re-suspended with 5% sterile non-fat milk prepared
by PBS and stored at −80°C until use.

Whole-genome sequencing of P. copri

The isolated P. copri strain was recovered and grown on PYG liquid medium at 37℃ with 80%-N2-
10%CO2-10%H2 for 72h. Ten milliliters of cultured PYG �uid was centrifuged at 5000 rpm for 10 min. P.
copri cells were washed twice using sterilized PBS solution and collected for DNA extraction. Genomic
DNA of P. copri was extracted using QIAamp DNA Mini Kit according to the manufacturer’s instructions.
The quantity and quality of extracted DNA were evaluated by agarose gel electrophoresis, NanoDrop-
2000 (ThermoFisher, USA) and Qubit (ThermoFisher, USA).

A Nanopore sequencing library was prepared according to Oxford Nanopore’s “1D gDNA selection for long
reads” protocol (Oxford Nanopore Technologies, UK). In brief, 2μg of genomic DNA of P. copri was
sheared using a g-Tube (Covaris, USA) with 150 μl of nuclease-free water at 5000 rpm for 2 min. Long
DNA fragments were enriched using the Blue Pippin selection system (Sage Science, USA). Subsequent
puri�cation of the DNA fragments was performed using AMPure beads. Nanopore 1D adapters were
ligated to the end-repaired and adenylated DNA fragments using NEB Blunt/TA Master Mix (NEB, UK).
The libraries were sequenced on a GridION X5 (Oxford Nanopore Technologies, UK). To improve the
sequence quality, a library for second generation sequencing was prepared according to the standard
protocol and sequenced on an Illumina Hiseq-2500 platform using a paired-end strategy.
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Base calling of Nanopore raw data was performed with cloud-based Metrichor work�ow[79]. Nanopore
reads were processed using Poretools to convert fast5 �les to fasta format[80].High-quality reads were
selected for further genome assembly. Canu (v1.7.11) was used for genome assembly of the Nanopore
sequencing data [81]. Illumina paired-end reads were aligned and used for correcting base errors, �xing
mis-assemblies, and �lling gaps by Pilon (v1.22) [82]. After removing redundant sequences, the
automated assembly of the P. copri genome was performed by Circlator (v1.5.5)[83]. To estimate the
sequence contiguity and coverage, Nanopore reads after quality control were mapped to the assembled
genome using Minimap2 (v2.11-r797) and Samtools (v1.9)[84, 85]. In addition, plasmid sequences were
identi�ed by blasting the genome against the plasmid database[86].

Protein-coding genes of P. copri genome were predicted using Prodigal (v2.6.3)[87]. The predicted protein-
coding genes were further annotated with InterProScan using Blast2GOagainstPfam (release 31.0),
TIGRFAMs (release 15.0) and SMART (v8.0) databases [88, 89]. Functional annotation of protein-coding
genes was also performed by Blast2GO with the KEGG database. To compare the abundances of those
interesting genes identi�ed on the P. copri genome and participating in arachidonic acid metabolism,
BCAA biosynthesis, AAA biosynthesis and metabolism, insulin resistance, and other glycan degradation
between high and low LMP pigs, the sequences from the metagenomic sequencing data were mapped to
the obtained P. copri genome. The relative abundances of these genes were determined and compared
using Wilcoxon tests. FDR < 0.05 was set as the signi�cance threshold.

Construction of phylogenetic tree and analysis polysaccharide utilization loci of P. copri isolates

To construct the phylogenetic tree of P. copri isolates from humans and pigs, we downloaded 111 P. copri
genomes from westernized and non-westernized human gut microbiome [33]. Gff �le of each genome
was generated using prokka (v1.11)[90] and used to produce the alignment of core genes by Roary
(v3.11)[91]. The phylogenetic tree was constructed based on the alignments of core genes using
neighbor-joining approach in Megan 7 and visualized by iTOL[92]. Polysaccharide utilization loci of P.
copri isolates were predicted by using deCAN-PUL (http://bcb.unl.edu/dbCAN_PUL) with identity > 75%
and E-value < 1e-50.

Mouse intervention study

Twenty-one germ-free mice having similar body weight and size (Kunming; 12 males and nine females,
each six weeks of age) used in this study were housed in cages under sterile conditions. Male and female
mice were kept separately. Feed and water were available ad libitum. After two weeks of acclimatization
to the new environment and the standard chow diet, mice were randomly divided into three groups (four
males and three females per group).One group received a chow diet with P. copri administered by gavage.
A high-fat diet group (60% fat, Research Diet, D12492) was administered with P. copri by gavage, and a
chow diet group without gavage was used as a control. For the two colonization groups, mice were given
100 μl of P.copri suspension (1 × 107 CFUs/μl) three times a week for four weeks. To further investigate
the effect of diet on P. copri colonization and host fat accumulation, we used another 18 germ-free mice
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with the similar body weights and sizes (C57BL6; nine males and nine females) to perform gavage
experiments using P. copri. These germ-free mice were managed and administered the bacteria using the
same gavage methods and procedures described above. The 18 mice were randomly divided into three
groups (three females and three males for each group) comprising a standard chow diet group, a high-fat
diet (60% fat, Research Diet, D12492) group, and a high-�ber diet (35% �ber) group. The feeding
experiment lasted four weeks, and mice were administered P. copri by gavage three times per week as
described above.

Fecal samples were collected at the end of the gavage experiment, dipped into liquid nitrogen
immediately, and stored at −80°C until use. All mice in each group had lean mass measured and body fat
percentage calculated by a whole-body composition analyzer (Niumag, China) following the
manufacturer’s instructions. After the body weight measurements, all mice were sacri�ced by cervical
dislocation. Epididymal fat was isolated and weighted for all mice. The epididymal fat percentage (EMP)
was calculated. Tissue samples of colon, epididymal white adipose, and muscle were sampled from each
experimental mouse for further RNA-seq analysis. Venous blood was taken from the inner canthus of
each mouse for serum metabolomic analysis. The concentrations of lipopolysaccharide, intestinal barrier
permeability plasma biomarkers, and pro-in�ammatory cytokines were also determined in serum samples
of phenotyped mice by ELISA using the method described above.

Quantifying the abundances of P. copri in treated mice

Mouse fecal bacterial DNA was extracted using the QIAamp fast DNA stool mini kit (Qiagen, Germany) as
described above. The quantitative PCR was performed using a7500-Fast Real-Time PCR System (ABI,
USA) and SYBR® Premix Ex Taq™ II (TaKaRa, Japan). The two-step Real-Time PCR conditions were
described as follows: an initial denaturation for 10 s at 95°C, 40 cycles of denaturation at 95°C for 5 s,
and annealing at 60°C for 25 s. The RQ value of P. copri was determined by normalization to the16S rRNA
gene using the2-ΔΔCt method [15]. Primer sequences are listed in Additional �le 2: Table S9 [93].

Determination of metabolome pro�ling of serum samples

Metabolome pro�les of serum samples were determined for 38 pigs randomly selected from the
validation cohort, and for seven mice from each of control, P. copri gavage, and P. copri gavage + HFD
feeding groups (a total of 21 samples). Blood samples were collected from the anterior vein. After being
placed into serum separator tubes, all samples were centrifuged at 2500 × g for 15 min at room
temperature to isolate the serum. Serum samples were immediately stored at −80°C until use. A 100-μL
aliquot of serum sample was used for the extraction of metabolites using 3 ml of pre-cooled methanol
(chromatographically pure) (Merck Corp., Germany). After vortexing for 1 min and incubation at −20°C in
a refrigerator for 3 h, the mixture was centrifuged at 15,000 rpm for 15 min at 4°C to precipitate the
protein. Then, 200 μl of the supernatant was processed in a Speedvac overnight. The concentrated
product was resuspended by the addition of 150 μl of water/methanol (85:15, v/v) and then placed into a
sampling vial pending ultraperformance liquid chromatography-quadrupole time-of-�ight mass
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spectrometry (UPLC-QTOFMS) (Waters Corp., USA). The quality control was performed via a pooled QC
sample by mixing equal volumes (15 μl) of each serum sample.

Chromatographic separations were performed on a UHPLC BEH C18 column (2.1 mm × 100 mm, 1.7 μm)
(Waters Corp., USA) maintained at 40°C. The injection volume was 0.4 μl for each sample, and the
samples for blank-QC-tests were run alternately. The column was eluted with a linear gradient of 1–20% B
at 0–3 min, 20–50% B at 3–5 min, 50–70% B at 5–10 min, 70–85% B at 10–15 min, and 85–100% B at
15–17 min followed by a re-equilibration step of 5 min. For electrospray positive ion mode (ES+) analysis,
the mobile phase was water with 0.1% formic acid (A) and acetonitrile with 0.1% formic acid (B). For
Negative ion mode (ES−) analysis, eluents A with water and B with acetonitrile were used. The �ow rate
was set at 0.3 mL/min. All the samples were kept at 8°C during the analysis.

The mass spectrometric data in both positive and negative modes were collected using an electrospray
ionization source. The source parameters were set as follows: capillary voltage: 3 kV; drying gas �ow: 11 
L/min, and gas temperature: 350°C. Centroid data were collected from 50 to 1200 m/z with a scan time
of 0.3 s and interscan delay of 0.02 s over a 20-min analysis time. MassLynx software (Waters, USA) was
used for system controlling and data acquisition. Data normalization was performed by QC samples
using MetNormalizer in R (v 3.5.1) that generated a data matrix containing retention time, m/z value, and
normalized abundance [94]. To obtain metabolite names and the molecular formulas, we aligned the
molecular mass data (m/z) of ions to the metabolites in the HMDB database (http://www.hmdb.ca) with
a mass error of 10 ppm or less [95].

Associations between serum metabolites and porcine LMP phenotypic values were tested by Spearman
rank correlation in the 38 experimental pigs. The analysis was performed using both 16S rRNA gene
sequencing and metabolome analyses at FDR < 0.05. The correlations between the LMP-associated
serum metabolites and the LMP-associated OTUs were assessed by Spearman correlation coe�cients
(FDR < 0.05). To further evaluate the correlation between the LMP-associated bacterial species and the
LMP-associated serum metabolites in the 16 tested samples from the metagenomic sequencing, the
metabolites differing in normalized abundance between high (n = 8) and low LMP pigs (n = 8) were
identi�ed by LEfSe. The online MetaboAnalyst program (http://www.metaboanalyst.ca) was used to
assign the differential metabolites to KEGG pathways [96]. PERMANOVA and Spearman’s correlation
analysis were performed to assess the correlations between the LMP-associated bacterial species and
the LMP-associated serum metabolites as described above. The serum metabolites with different
abundances between controls and gavage-treated mice were identi�ed by LEfSe.

Quantifying serum concentrations of lipopolysaccharide, intestinal barrier permeability biomarkers, and
pro-in�ammatory cytokines

We quanti�ed the concentrations of serum lipopolysaccharide (LPS), lipopolysaccharide binding protein
(LBP), fatty acid-binding protein 2 (FABP2), zonulin, diamine oxidase (DAO), IL-1β, IL-6, IFN-γ, and TNF-α
using the enzyme linked immunosorbent assay (ELISA) method with commercial ELISA kits (CUSABIO,
China) following the manufacturer’s instructions. Brie�y, except for the blank control wells, 50 μl of
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standard samples or appropriately diluted serum samples were added into the 96-well microtiter plates
coated with the primary antibodies, and then 100 μl of HRP-conjugated secondary antibodies was added
to the microtiter plates and incubated for 60 min at 37°C. Microtiter plates were washed four times with
washing buffer, and 50 μl of substrates A and B were added to each well of microtiter plates, mixed
gently, and incubated for 15min at 37°C under light shading conditions. Finally, 50 μl of enzymatic
reaction termination solution was added to each well to stop the reaction. The O.D. value for each sample
at 450 nm was measured and recorded using a microtiter plate reader (Tecan In�nite 200 pro,
Switzerland). A standard curve was plotted according to the O.D. values and the concentrations of
standard samples. The serum concentrations of LPS, LBP, intestinal barrier permeability plasma
biomarkers, and pro-in�ammatory cytokines in each test sample were determined using the standard
curve. Each standard and tested serum sample was measured in triplicate. The Wilcoxon rank sum test
was used to compare the serum concentrations of LPS, LBP, FABP2, zonulin, DAO, and pro-in�ammatory
cytokines between high and low LMP pigs at an FDR < 0.05.The multiple group comparisons of these
data among experimental mice were performed by the Kruskal-Wallis test34. All these analyses were
carried out using the R software (v3.5.1).

RNA extraction, sequencing, and data analysis

The mice used for con�rming the causality of P. copri were further used for RNA sequencing analysis. Six
mice from the group administrated with P. copri and fed standard chow diet, and the other six mice from
the control group were randomly chosen. Total RNA was extracted from colon, epididymal white adipose,
and muscle tissues using Trizol (ThermoFisher, USA) according to the manufacturer’s manuals. The RNA
concentration and integrity were assessed using a Nanodrop-1000 spectrophotometer (ThermoFisher,
USA) and a bioanalyzer-2100 (Agilent, USA). The cDNA libraries were prepared using the Illumina Truseq
Stranded mRNA preparation kit (Illumina, USA) according to the manufacturer’s guidelines. The libraries
were sequenced on an Illumina HiSeq 2500 platform (Illumina, USA). Raw data were trimmed for adapter
sequences, and low-quality reads were �ltered out to generate clean data. After that, the HISAT, StringTie
and Ballgown pipelines were used to explore differentially expressed genes (DEGs) between controls and
colonized mice as described previously [97]. Brie�y, Hisat2 (v2.1.0) was employed to build a reference
genome index, and then high-quality read sequences were aligned to the mouse reference genome
assembly (GRCm38) to generate SAM �les. Samtools (v1.8.0) was used for SAM �le transformation and
read sorting to generate sorted bam �les[84]. Transcript assembly and quanti�cation were performed
using StringTie (v1.3.4). The outputs of StringTie, including gene annotation and gene abundance �les,
were processed by Ballgown (v3.5) to identify DEGs based on FPKM values with FDR < 0.05.

Statistical analysis

Shapiro-Wilk and Levene’s tests were performed to evaluate the distribution and equality of variances of
the LMP values in the tested pig populations. The signi�cance levels of differential LMP values between
two groups of pigs selected for metagenomic sequencing (8 vs. 8), and between two groups of pigs used
for determining serum metabolome pro�les (17vs.21) were determined by t-tests. All analyses were
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performed using R (v3.5.1). The bacterial species, function capacities of gut microbiome, and serum
metabolite features showing differential abundance between high and low LMP pigs were identi�ed
using LEfse using the online version of Galaxy at a signi�cance threshold criteria of LDA score > 2.5 and
alpha value < 0.01[98]. The associations between the relative abundances of bacterial species and serum
metabolite features were analyzed with the PERMANOVA method. The correlations between the LMP-
associated bacterial species and the LMP-associated functional capacities of gut microbiome, and
between the LMP-associated bacterial species and the LMP-associated serum metabolites, were
evaluated using Spearman’s correlation at FDR < 0.05.

For the colonization experiments using mice, we �rst tested the distributions of the phenotypic data in
each group by the Shapiro-Wilk and Levene’s tests. The multiple group comparisons of the phenotypic
values of body fat percentage and epididymal fat percentage among controls, P. copri gavage mice, and
HFD + P. copri gavage mice or among P. copri gavage, P. copri gavage + HFD and P. copri gavage + high
�ber diet groups were performed by TukeyHSD tests at FDR < 0.05. Differential serum metabolites
between groups were identi�ed by LEfSe at LDA score >3.5 and alpha value < 0.01.

Results
Identifying a signi�cant association of P. copri with fat accumulation of pigs

Excessive fat accumulation signi�cantly decreases pig lean meat percentage (LMP). Therefore, in this
study, we used the LMP as an index to assess the role of the gut microbiome in porcine fatness. We
recorded the LMP of 698 commercial Duroc pigs raised in two farms, with the samples comprising 550
pigs (309 males and 241 females) from two farms (280 from Shahu and 270 from Jiangying) as the
discovery cohort and 148 pigs (100 males and 48 females) from the Jiangying farm as the validated
cohort (Methods). The phenotypic values generally �tted the normal distribution (Additional �le 1: Fig.
S2). All 698 pigs had fecal samples collected at the age of 160 days, and we performed hypervariable
region sequencing of the 16S rRNA gene (V4 region for the discovery cohort and V3–V4 regions for the
validation cohort). The descriptions of the sequencing procedures are summarized in Additional �le 2:
Table S1. We �rst analyzed the association of enterotypes and co-abundance groups (CAGs) of OTUs
with the LMP in the discovery cohort. All samples were clustered into two enterotype-like groups that were
dominated by either Prevotella or Treponema, and the pigs with the Prevotella enterotype had
signi�cantly lower LMP (Additional �le 1: Fig. S3). At the CAG level, all 1,159 OTUs that passed quality
control were used to construct a co-abundance network. These OTUs were clustered into 12 co-
abundance groups (CAGs) based on SparCC correlation coe�cients (Fig. 1a and Additional �le 1: Fig.
S4). The CAG3 containing the OTUs mostly annotated to Prevotella, especially P. copri, were negatively
correlated with the LMP, while the CAG8 that contained the OTUs annotated to F. prausnitzii and R.
�avefaciens showed strongly positive correlations with the LMP, suggesting the central roles of these
CAGs in the functional guilds of gut microbiota related to the LMP (Fig. 1a).
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We then performed a bacteria-wide association study with a two-part model to identify the bacterial taxa
signi�cantly associated with the LMP in the discovery cohort. A total of 166 LMP-associated OTUs were
identi�ed at FDR < 0.01, including 82 OTUs positively associated with the LMP and 84 OTUs showing
negative associations with the LMP. Those positively associated OTUs mostly belonged to the order
Clostridiales, for example F. prausnitzii, Lachnospiraceae, and Ruminococcaceae, while the negatively
associated OTUs were mainly aligned to Prevotella (40/84). In particular, 18 P. copri OTUs showed the
strongest negative associations with the LMP (Fig. 1b and Additional �le 2: Table S2).

The results of the enterotype analysis were well repeated in the validation cohort. The OTUs belonging to
Prevotella (e.g., P. copri) were clustered into the CAG8 that was negatively associated with the LMP, and
the OTU17 annotated to P. copri was the hub node in the co-abundance network (Additional �le 1: Fig.
S5). A total of 11 LMP-associated OTUs were identi�ed in the validation cohort. Most of the bacterial taxa
annotated to these LMP-associated OTUs were the same as those in the discovery cohort (8/11). Two out
of the �ve OTUs positively associated with the LMP belonged to Christensenellaceae, while the OTUs
showing the most signi�cant negative association with the LMP were annotated to Prevotella and P. copri
(Additional �le 2: Table S3). These results further suggest the signi�cant association of P. copri with fat
accumulation of pigs.

We further performed shotgun metagenomic sequencing of 16 fecal samples that were contained in the
validation cohort, including eight samples with the highest LMP values and another eight samples with
the lowest LMP (Additional �le 1: Fig. S6a). The metagenomic sequencing data are summarized in
Additional �le 2: Table S4. Consistent with the previous �ndings in humans [12, 16], the fat pigs had a
signi�cantly lower number of genes and α-diversity (Shannon index) in the gut microbiome than their lean
counterparts (Additional �le 1: Fig. S6b, c). We identi�ed 40 species responsible for the LMP by a linear
discriminant analysis of effect size (LEfSe). The members from Prevotella predominated the bacterial
species enriched in fat pigs (13/20). In particular, P. copri showed the strongest negative association with
the LMP and was the hub species among the bacterial species decreasing the LMP (Additional �le 1: Fig.
S6d). A total of 20 species were enriched in lean pigs, most of which were SCFAs-producing bacteria from
Treponema and Clostridiales, e.g. L. reuteri and B. longum (Fig. 1c). To extend the metagenomic
sequencing data, we integrated the metagenomic sequencing data of 20 fecal samples from the
discovery cohort that were chosen based on the phenotypic values of feed e�ciency in our previous
study[17]. Similar to the �rst batch 16 samples’ results, the integrated 36 samples’ result showed that four
species of Prevotella including P. copri were signi�cantly associated with the decreased LMP, while the
species from Treponema and Clostridiales had higher abundance in lean pigs (Additional �le 1: Fig. S7a).

Functional capacity of the gut microbiome related to pig fat accumulation

We next investigated the function capacities of the gut microbiome related to the LMP by mapping the
microbial gene catalog onto the Carbohydrate-Active enZYmes database (CAZy), and Kyoto Encyclopedia
of Genes and Genomes (KEGG) modules using metagenomic sequencing data. We identi�ed a total of 50
CAZymes having signi�cantly different abundances between fat and lean pigs, with 27 CAZymes
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involved in the metabolism of galactose, xylan, and mannose that were enriched in lean pigs. The 23
CAZymes having signi�cantly higher abundance in the gut microbiome of obese individuals are mainly
involved in the metabolism of rhamnose and glucan, and the biosynthesis of lipopolysaccharide (e.g.,
GH28, PL11, GH22, PL10 and GT4) (Fig. 2a). Correlation analysis between the LMP-associated OTUs and
CAZymes indicated the contribution of the LMP-associated bacteria to the changes in CAZymes (Fig. 2b).

The LMP-associated KEGG pathways are shown in Fig. 2c and Additional �le 1: Fig. S7b. We identi�ed 17
KEGG pathways having signi�cantly higher abundance in the gut microbiomes of fat pigs, including
lipopolysaccharide biosynthesis and arachidonic acid metabolism involved in mediating in�ammatory
reactions[11, 18]; FoxO signaling pathway, insulin resistance, BCAA (valine, leucine, and isoleucine)
biosynthesis, and metabolism of aromatic amino acids (tyrosine and phenylalanine, AAA) related to
obesity and insulin resistance[12, 15],[19, 20] along with two-component system, bacterial chemotaxis,
�agellar assembly, and carbohydrate digestion and absorption associated with increased capacity for
energy harvest from bacteria[6, 21]. The pathway bacterial invasion of epithelial cells that should impair
gut barrier integrity was also highly enriched in fat pigs compared with lean pigs (Fig. 2c). All these
pathways were positively correlated with the fatness-associated bacterial species, especially with P. copri
(Fig. 2d), suggesting that the bacterial species from fat pigs may produce more factors related to
in�ammatory reactions, obesity and insulin resistance, impair host gut barrier integrity, and increase the
capacity for energy harvesting.

We further isolated and cultured P. copri in vitro from the fecal samples of the experimental pigs with low
LMP values. Whole-genome sequencing was performed using a Nanopore platform (Methods). The full-
length of P. copri genome comprised 3.44 Mb containing 3,039 coding genes (CDS) (Additional �le 1: Fig.
S8). We �rst constructed a phylogenetic tree based on the genome sequences of P. copri isolates,
including 60 isolates from westernized human populations, 51 isolates from non-westernized human
populations, and one pig isolate from this study. The P. copri isolated from pigs in this study was clearly
located in the clade from the westernized Chinese population (Fig. 3a). A total of 24 polysaccharide
utilization loci (PULs) were then identi�ed in this P. copri isolate. More than 10 PULs had higher
prevalence in westernized populations (Additional �le 1: Fig. S9). The genes involving in arachidonic acid
metabolism, BCAA biosynthesis, AAA biosynthesis and metabolism, the TCA cycle, and protein export
were found in the genome of this P. copri isolate, and the abundances of these genes in the tested
samples were determined by combining the metagenomic sequencing data. Consistent with the LMP-
associated functional capacities identi�ed only by the metagenomic sequencing data, the gut
microbiome of fat pigs had signi�cantly higher abundances of the P. copri genes involved in arachidonic
acid metabolism, BCAA biosynthesis, AAA biosynthesis and metabolism, and insulin resistance, but had
lower abundances of the genes participating in the TCA cycle and protein export compared with lean pigs
(Fig. 3b). Considering the high abundance of gut P. copri in fat pigs, P. copri was a main contributor to the
shifts in metagenomic functional capacity related to the LMP.

Conversely, 15 KEGG pathways had signi�cantly higher abundance in lean pigs (Fig. 2c), including
butanoate metabolism, citrate cycle (the TCA cycle), metabolism of cofactors and vitamins, lysine
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degradation, cysteine and methionine metabolism, and arginine and proline metabolism. All these
pathways were positively associated with multiple high LMP-associated bacterial species (Fig. 2d).

The changes of serum metabolome in fat pigs and the correlation with shifts in gut microbiome

We �rst measured and compared the concentrations of serum LPS and lipopolysaccharide binding
protein (LBP) using an enzyme-linked immunosorbent assay (ELISA) between lean pigs (n = 8) and fat
individuals (n = 8). Consistent with the higher abundance of the functional capacity of LPS biosynthesis
in the gut microbiome, fat pigs had signi�cantly higher serum LPS concentrations compared to their lean
counterparts (P < 0.005). The same tendency was also observed for LBP (P < 0.05; Fig. 4a). We then
determined non-targeted metabolome pro�les of 38 serum samples randomly collected from the
validated cohort. We identi�ed 80 metabolite features showing signi�cant association with the LMP by
Spearman rank correlation analysis (FDR < 0.05) (Additional �le 2: Table S5). These LMP-associated
metabolites were clustered into 23 KEGG pathways covering most of the LMP-associated functional
pathways of the gut microbiome (Additional �le 1: Fig. S10). We next focused on some interesting LMP-
associated metabolites based on the LMP-associated functional capacities of the gut microbiome.
Serum concentrations of BCAA, AAA and their related metabolites were considerably higher in fat pigs
than in lean individuals (Fig. 4b and Additional �le 1: Table S5). Furthermore, compared to their lean
counterparts, fat pigs had signi�cantly higher serum concentrations of the metabolites related to
in�ammatory reaction and metabolic syndrome such as 3-methyl-2-oxovaleric acid, an intermediate of
BCAA metabolism that can induce the accumulation of BCAAs[22], L-rhamnose (an important component
of lipopolysaccharides), and the metabolites of arachidonic acid metabolism (5-HETE, 9-HETE,
leukotrienes, and prostaglandins) (Fig. 4b and Additional �le 2: Table S5). These were notably consistent
with the proposed function capacity of the gut microbiome for BCAA biosynthesis and the metabolism of
AAAs and arachidonic acid in fat pigs (Fig. 2b).

Compared to fat pigs, lean pigs had higher concentrations of the metabolites previously reported to
reduce pig fat accumulation and increase lean muscle mass in serum, e.g., creatine [23] and the
metabolites of betaine[24] (L-histidine trimethyl betaine and proline betaine) and anti-in�ammatory
factors (Lipoxin A4)[25] (Fig. 4b and Additional �le 2: Table S5). Catecholamines, including dopamine, N-
acetyl dopamine, and L-dopa, which can reduce lipid accumulation in adipose tissue by increasing
lipolysis, thereby decreasing lipogenesis and promoting free fatty acid (FFA) transportation[26], also
exhibited higher abundances in the serum of lean pigs (Additional �le 2: Table S5 and Fig. 4b). Serum
concentrations of vitamins (vitamin K1, K2, D3, biotin and pantothenic acid) were also signi�cantly higher
in lean pigs than in fat individuals (Additional �le 2: Table S5).

We further evaluated the contribution of the LMP-associated bacteria to the shifts in serum metabolites
at the OTU level in 38 samples with metabolome pro�les (Additional �le 1: Fig. S11) and at the species
level in 16 samples having both metagenomic sequencing and metabolome data (Fig. 4c). P. copri was
positively correlated with nearly all fatness-associated metabolites mentioned above, but negatively
associated with the lean-associated metabolites (Fig. 4d). The other LMP-associated bacteria also
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contributed to the LMP-associated metabolites to different extents. For example, both P. copri and two
Bacteroides spp. were signi�cantly associated with serum BCAA concentration, but serum BCAA was
largely driven by P. copri (Additional �le 1: Fig. S12). These results indicated a signi�cant contribution of
the LMP-associated bacteria to the shifts in host serum metabolites related to fat accumulation.

Taken together, chronic in�ammation-associated metabolites, e.g., BCAA, AAA, and metabolites of
arachidonic acid, had higher abundances in fat pigs, while the metabolites associated with anti-
in�ammation, lipid metabolism, and energy expenditure were enriched in the serum of lean pigs. The P.
copri and other LMP-associated bacteria responded to the shifts in serum metabolites in fat pigs.

Increased host intestinal barrier permeability and chronic in�ammatory reaction in fat pigs

Given the increased concentrations of serum LPS and the metabolites related to in�ammatory reactions
in fat pigs, in order to examine the host intestinal barrier permeability and chronic in�ammation response,
we determined the serum levels of biomarkers zonulin, diamine oxidase (DAO) and FABP2[27] and the
pro-in�ammatory cytokines tumor necrosis factor α (TNF-α), interleukin-1β (IL-1β), interleukin-6 (IL-6), and
interferon-γ (IFN-γ). As expected, compared to high lean meat pigs (n = 8), fat pigs (n = 8) had higher
serum concentrations of zonulin (P < 0.005) and FABP2 (P = 0.083) although no signi�cant difference
was found in DAO (Fig. 5a), suggesting an increased intestinal barrier permeability in fat pigs. Moreover,
fat pigs also had higher serum concentrations of TNF-α, IL-1β, IL-6 and IFN-γ (Fig. 5b), indicating host
chronic in�ammation response. Taken together, the results of metabolome analysis suggest that a high
abundance of gut P. copri may induce host intestinal barrier permeability and promote chronic
in�ammatory response through the metabolites of LPS, BCAA, AAA, and arachidonic acid, and thereby
increase fat accumulation in pigs.

Gavage in germ-free mice con�rmed the causal role of P. copri

We next evaluated the possible causal relationship between P. copri isolated from experimental pigs and
host fat accumulation via a gavage experiment using live P. copri in germ-free mice. A qPCR analysis of
fecal DNA at the end of a one-month gavage experiment con�rmed the successful colonization of P. copri
in the guts of each treated mouse (Fig. 6a). Phenotype measurements found signi�cantly increased body
fat percentage (P < 0.01) and epididymis fat percentage (P < 0.05) in mice raised on a normal chow diet
and mice treated by gavage with P. copri (Fig. 6b). P. copri gavage-induced fat accumulation became
more severe in mice fed a high-fat diet (HFD) (P < 0.005) (Fig. 6b).

Gavage with the bacteria signi�cantly increased serum concentrations of both LPS and LBP (P < 0.005).
Moreover, the serum concentration of LPS was enhanced by the HFD (Fig. 6c). P. copri colonization also
caused increased serum concentrations of the intestinal barrier permeability biomarkers FABP2 (P < 0.01)
and zonulin (P < 0.05). Notably, feeding a high-fat diet to colonized mice reinforced intestinal barrier
permeability. The serum concentration of DAO increased near twofold in mice colonized by P. copri and
fed a high-fat diet (Fig. 6d). Notably, serum concentrations of pro-in�ammatory cytokines (IL-6, IL-1β,
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TNF-α, and IFN-γ) were signi�cantly higher in P. copri colonized mice than in PBS gavage control mice.
This was enhanced by feeding a high-fat diet to P. copri colonized mice (P < 0.01) (Fig. 6e).

We identi�ed a total of 222 serum metabolites showing differential abundances between controls and P.
copri colonized mice and 215 differential metabolite features between controls and P. copri colonized
mice fed with HFD (Additional �le 2: Table S6). The differential metabolites between controls and P. copri
colonized mice were enriched to the pathways highly similar to those identi�ed between lean and fat pigs
(Additional �le 1: Fig. S13). For example, P. copri colonization (in both normal chow and HFD) increased
the richness of the pathways related to BCAA biosynthesis, AAA metabolism, and arachidonic acid
metabolism. The pathways of biotin metabolism, butanoate metabolism, and pantothenate were in low
abundance in P. copri colonized mice (Fig. 6f). Furthermore, as observed in pigs, the metabolites involved
in in�ammatory reactions and metabolic syndrome such as BCAA, AAA, leukotrienes, prostaglandins,
HETE, and L-rhamnose had higher abundances in mice treated by gavage with P. copri, while the
metabolites associated with lean muscle mass, energy expenditure and reduced lipid accumulation (e.g.,
betaine, vitamins, and dopamine) were lower in the serum of colonized mice (Fig. 6g and Additional �le 2:
Table S6).

Transcriptome analysis of colon, adipose, and muscle tissues from gavage mice elucidated the
mechanism of gut microbiome affecting host fat accumulation

To elucidate the molecular mechanism of P. copri in�uencing host body fat percentage, RNA-sequencing
analysis was performed on the tissues of colon, white adipose, and muscle harvested from control and
colonized mice on a normal chow diet. There were 225, 338, and 384 differentially expressed genes
(DEGs) identi�ed between control and P. copri colonized mice in colon, white adipose, and muscle tissues
(FDR < 0.05), respectively (Additional �le 2: Table S7). According to the increased concentrations of serum
LPS, LBP, BCAA, and pro-in�ammatory cytokines, we particularly focused on the expression of the genes
in the TLR4 and mTOR signaling pathways that responded to bacterial LPS and BCAA, respectively [28].
As expected, compared with controls, mice colonized by P. copri had higher expression levels of TLR4,
CD14, Myd88, Mal, Irak1, Irak2 and Irak4 in both colon and epididymal fat tissues (FDR < 0.05), but not in
muscle (Fig. 7a). This suggested the activation of the TLR4 signaling pathway in colon and white
adipose tissues. The mTOR signaling pathway was also activated. Mlst8, a core component of mTOR
Complex 1 (mTORC1) [29], was up-regulated in colon tissues. Rheb, Pdk1, Atg 13, and Atg101 were up-
regulated in all three tissues. However, Tsc2 (a modulator of mTORC1) and Deptor (the inhibitory subunit
of mTORC1)[30] were down-regulated in all three tissues. Previous studies indicated that activation of
mTORC1 resulting in lipid accumulation was tightly coupled to up-regulation of Hif1a [31]. Interestingly,
Hif1a was up-regulated in all three tissues (Fig. 7b).

We also identi�ed some interesting DEGs related to immune and in�ammatory responses, and fat
accumulation and obesity. In colon tissue of P. copri colonized mice, genes involved in immune and
in�ammatory responses (e.g., Ccl2, Ccl24, Ccl3, Ccl4, Ccl7, Il1b, Il6ra, Ilf2, Tlr2, Tlr3, Tlr5, and six genes
from the immunoglobulin superfamily), and genes involved in fat accumulation and obesity (such as
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Fabp2 and Ins2) had higher mRNA levels (Fig. 7c and Additional �le 2: Table S7). This was consistent
with the chronic in�ammatory reaction and the increased intestinal permeability induced by P. copri. In
white adipose tissue, DEGs involved in lipogenesis (Fabp9, Scd1, Scd2, and Scd3) and in�ammatory
response (Il13ra2) showed higher expression levels in P. copri colonized mice than in control mice.
However, several genes related to lipolysis and lipid transport (Abca1, Apoc1, Apoe, Pparg, Cpt2, and
Adrb3) had lower expression levels in P. copri colonized mice (Fig. 7c). In muscle, several genes related to
lipogenesis and lipid deposition (e.g., Adipoq, Adipor2, Apobr, Dgat2, Fabp3, Scd2, Pck1, and Ppargc1a)
and in�ammatory response (Il11ra2, Il6ra, and Ilf2) had higher expression levels in P. copri colonized
mice, whereas Igf2r and Igfbp7 associated with skeletal muscle growth were attenuated in response to P.
copri colonization (Fig. 7c). Taken together, the results indicate that P. copri colonization activated the
TLR4 and mTOR signaling pathways and up-regulated the expression levels of the genes related to
immune and in�ammatory responses and the genes associated with lipogenesis and fat accumulation,
while down-regulating the expression levels of the genes associated with lipolysis, lipid transport, and
muscle growth.

The effect of diet on the colonization of P. copri strains isolated in this study

Previous research has shown that different habitual diets can in�uence the genomic function and strain
representation of intestinal P. copri [32, 33]. We �rst carried out a comparison of the abundance of P. copri
in the guts of pigs raised under different feeding patterns using metagenomic sequencing data from wild
boars (n = 6; free-living, high �ber diets), Tibetan pigs (n = 13; semi-grazing, high �ber diets), Duroc pigs
described above (n = 20 and 16; formula diets with high energy and protein), and Duroc x (Landrace x
Yorkshire) pigs (DLY, n = 20) under industrial pig husbandry settings [34]. Signi�cantly higher abundances
of P. copri were observed in both Duroc populations (2.68% ± 0.49% (SE) and 1.20% ± 0.28%, percentage
of reads mapped to P. copri of total clean reads) and DLY (2.67% ± 0.41%) compared to those in wild
boars (0.15% ± 0.05%) and Tibetan pigs (0.23% ± 0.03%) (Fig. 8a, P < 0.005).

We further investigated the diet effect on P. copri colonization with C57BL6 germ-free mice. Eighteen
germ-free mice were divided into three groups fed standard chow, a high-fat diet, or a high-�ber diet
(Methods) and were given P. copri by gavage. A signi�cantly higher abundance of colonized P. copri was
identi�ed in gavage-treated mice fed the high-fat diet (P < 0.01), but there was no signi�cant difference
between gavage-treated mice fed standard chow and those fed the high-�ber diet (Fig. 8b). Furthermore,
compared to the mice fed standard chow, the mice fed a high-fat diet had signi�cantly higher
percentages of both body fat and epididymis fat (P < 0.005). The mice fed the high �ber diet showed less
fat accumulation than the mice fed standard chow (P < 0.05), but the difference was not large (Fig. 8c,
Additional �le 1: Fig. 14). This should be due to the diet provided to the high �ber diet group, whose diet
contained less carbohydrate and energy compared to the standard chow. As for the effects of diet on
host intestinal barrier permeability and chronic in�ammatory reaction in colonized mice, there were no
signi�cant differences in the concentrations of LPS, LBP, biomarkers zonulin and FABP2, pro-
in�ammatory cytokines (IL-1β and IL-6), or TNF- between gavage mice fed standard chow and those fed
a high-�ber diet (Additional �le 1: Fig. S14). However, the high-fat diet signi�cantly enhanced the P. copri-
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induced host intestinal barrier permeability and chronic in�ammatory reaction (P < 0.05; Additional �le 1:
Fig. S14)

Discussion
Accumulated evidence has indicated that gut microbiota may contribute to host fat accumulation. In this
study, we have identi�ed P. copri from the gut microbiome of pigs fed with formula diets as a hub
bacterial species increasing pig fat accumulation. P. copri is a complex comprising several distinct clades
[33]. It has been both positively and negatively associated with host health depending on habitual diets.
For example, P. copri colonization in mice fed a �ber-rich diet improved glucose homeostasis via
intestinal gluconeogenesis [35], [36]. Prevotella abundance or the Prevotella-to-Bacteroides ratio can
predict body weight and fat loss success in overweight participants consuming a whole-grain or high-
�ber diet [37, 38]. However, a clinical trial report showed that a higher relative abundance of
Prevotellaceae and Veillonellaceae along with increased gut permeability elevated circulating succinate
levels associated with obesity and impaired glucose metabolism [39]. Prevalence of P. copri in the feces
and plasma interleukin-6 levels were increased in Type 2 diabetes patients [40]. P. copri is associated with
human insulin resistance and aggravating glucose intolerance [15]. Different habitual diets lead to
distinct genetic and functional traits of human intestinal P. copri strains [32], and human intestinal P.
copri isolates show distinct polysaccharide utilization pro�les [41]. In the modern pig industry, to exploit
the maximum of pig growth potential, commercial formula diets that are processed and contain high
amounts of digestible energy and protein are provided to pig herds. These diets have selected and
shaped gut P. copri of commercial pigs. Indeed, compared to Duroc pigs and crossbred DLYs under
industrial pig husbandry settings where the animals were fed a formula diet with high content of
digestible energy and protein, wild boars and Tibetan pigs fed high-�ber diets had signi�cantly lower
abundances of P. copri. Furthermore, from the gavage experiment with germ-free mice, we observed
signi�cantly higher abundances of colonized P. copri isolated in mice fed a high-fat diet. The gut
microbiome of Duroc pigs from the discovery cohort had a higher abundance of P. copri than pigs from
the validated cohort. Within a cohort the same formula feed was provided to the pigs, but we observed
signi�cant variation of the gut P. copri abundances in both experimental cohorts. This could have been
caused by maternal effects [42] or/and the diets [43] before performance measurement (from birth to 30
kg of body weight). All experimental pigs in both cohorts were from different farms with different
environments and management patterns before performance measurement. The digestible energy and
crude protein of formula diets for the discovery cohort was higher than those provided to validation Duroc
pigs (3,023 vs. 2,960 kcal/kg, and 17% vs. 15%). Furthermore, these pigs were genetically unrelated (from
different sows). Host genetics may be another reason causing this signi�cant variation of P. copri
abundance in the gut [44].

Serum concentrations of LPS, LBP, BCAA, AAA, and the metabolites related to arachidonic acid
metabolism were signi�cantly higher in fat pigs than in lean pigs. Previous reports in mice have also
indicated the role of gut bacterial LPS in obesity [45, 46]. Several studies in humans indicated that P. copri
largely drives the increase of the microbial potential for BCAA biosynthesis [15], and these studies have
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suggested a causative role for serum level of BCAAs or their breakdown products in type 2 diabetes [47],
obesity [48], and insulin resistance [15]. Arachidonic acid is the substrate for the synthesis of a range of
biologically active compounds, including prostaglandins and leukotrienes [18]. These compounds can act
as mediators and regulators of in�ammatory cytokine production and immune function[18]. As for AAAs,
increased circulating concentration of AAAs has been reported to be associated with obesity and insulin
resistance in humans [47, 49, 50]. The correlation between the LMP-associated bacterial taxa and serum
metabolites in pigs suggested that the gut microbiota, especially P. copri, drives elevated levels of serum
BCAA, AAA, and the metabolites of arachidonic acid, implying that the gut microbiota should induce
chronic in�ammatory response via these metabolites, thereby resulting in host fat accumulation.

In contrast, the bacterial species that have been reported to have anti-in�ammatory effects in humans
were signi�cantly enriched in lean pigs, including F. prausnitzii [51] whose abundance in the gut was
negatively correlated with P. copri in both experimental pig cohorts (Additional �le 1: Fig. S15). The
function term of metabolism of cofactors and vitamins was enriched in the gut microbiome of lean pigs.
Interestingly, the vitamin K, D3, pantothenic acid, and biotin, which have been reported to be associated
with decreased common obesity[52], reduced in�ammation[53], and increased energy expenditure and
adiponectin expression[54], were enriched in the serum of lean pigs.

In our previous study, we found that the Prevotella-predominant enterotype had a higher average daily
feed intake than the Treponema enterotype in 280 Duroc pigs that were also included in the discovery
cohort of this study. Prevotella (mainly P. copri) may be the keystone bacteria species associated with
host feed intake [55]. Overall, combining the results in pigs from this study and Yang et al. (2018) [55] and
the results from P. copri colonized mice, we propose a model of gut microbiome in�uence on host fat
deposition: 1) high abundance of Prevotella, especially P. copri in the gut may be associated with
excessive energy uptake; 2) increased concentrations of serum LPS, BCAA, and arachidonic acid
metabolites contributed by P. copri activate the TLR4 and mTOR signaling pathways and result in host
chronic in�ammatory response; and 3) the genes related to lipogenesis and fat accumulation are up-
regulated, while the genes associated with lipolysis, lipid transport, and muscle growth are down-
regulated. This should increase fat accumulation and lower the LMP.

Conclusions
In conclusion, we identi�ed and con�rmed that P. copri from the gut microbiome of pigs fed by
commercial formula diets signi�cantly increased the fat deposition of pigs. We also proposed a possible
mechanism of P. copri affecting fat accumulation. The results provided fundamental knowledges for
reducing pig fat accumulation and increasing the LMP through regulating the gut microbial composition
in the pig industry.

Abbreviations



Page 22/37

AAAs: Aromatic amino acids; BCAAs: Branch chained amino acids; B. longum: Bi�dobacterium longum;
BP: Biological process; CAGs: Co-abundance groups; CAZymes: Carbohydrate-active enzymes; DGEs:
Differentially expressed genes; ELISA: Enzyme-linked-immunosorbent serologic assay; EMP: Epididymis
fat percentage; FABP2: Fatty acid binding protein 2; FDR: False discovery rate; FPKM: Reads per kilobase
of exon model per million mapped reads; IFN-γ: Interferon-γ;IL-1β: Interleukin-1β;IL-6:Interleukin-6; LEfse:
Linear discriminant analysis effect size; LPS: Lipopolysaccharide; LBP: lipopolysaccharide binding
protein; DAO: diamine oxidase; KEGG: Kyoto encyclopedia of genes and genomes; OTU: Operational
taxonomic unit; PULs: Polysaccharide utilization loci; SparCC: Sparse Correlations for Compositional
data; TNF-α: Tumour necrosis factor alpha

Declarations
Ethics approval and consent to participate

All animal procedures were conducted according to the guidelines for the care and use of experimental
animals established by the Ministry of Agriculture of China. The project was approved by Animal Care
and Use Committee (ACUC) in Jiangxi Agricultural University.

Consent for publication

Not applicable.

Availability of data and materials

The 16S rRNA gene sequencing data of the discovery cohort were submitted to the SRA database in NCBI
with the accession number PRJNA356465. The 16S rRNA gene sequencing data of the validation cohort,
metagenomic sequencing data, RNA sequencing data of experimental mice, and the whole-genome
sequence of the P. copri isolate were submitted to China National GeneBank Database (CNGBdb) with
accession code CNP0000828, CNP0000824, CNP0001725 and CNP0001731, respectively. The genome
sequences of 111 P. copri isolates from westernized and non-westernized human populations were
downloaded from http://segatalab.cibio.unitn.it/data/Pcopri_Tett_et_al.html. The codes and software for
multi-omics analysis are described in Additional �le 3: code and software availability.

Competing interests

The authors declare that they have no competing interests.

Funding

This work was supported by the National Natural Science Foundation of China (Nos. 31760654 and
31772579).

Authors' contributions



Page 23/37

L.H. and C.C. conceived and designed the experiments. S.F. performed most of the experiments. H.W.
provided and fed the germ-free mice. M.H. performed the liquid chromatography–mass spectrometry
experiment and its analysis. S.F., H.F., and X.X. phenotyped the colonized and control mice. J.G., H.Y., J.W.,
and Y.Z. collected the samples and performed part of experiments. S.F. and C.C. analyzed the data. C.C.,
L.H., and S.F. wrote the paper.

Acknowledgements

We appreciate all crew members for their assistance during pig experiments at the Shahu and Jiangying
pig farms of Wens Food Group Co., Ltd., Guangdong, China. We sincerely thank all team members from
the State Key Laboratory for Pig Genetic Improvement and Production Technology for their technical
support in the process of experiments and data analysis.

References
1. Backhed F, Ding H, Wang T, Hooper LV, Koh GY, Nagy A, Semenkovich CF, Gordon JI. The gut

microbiota as an environmental factor that regulates fat storage. Proc Natl Acad Sci U S A.
2004;101(44):15718–23.

2. Turnbaugh PJ, Gordon JI. The core gut microbiome, energy balance and obesity. J Physiol.
2009;587(Pt 17):4153–8.

3. Turnbaugh PJ, Hamady M, Yatsunenko T, Cantarel BL, Duncan A, Ley RE, Sogin ML, Jones WJ, Roe
BA, Affourtit JP, et al. A core gut microbiome in obese and lean twins. Nature. 2009;457(7228):480–
4.

4. Ridaura VK, Faith JJ, Rey FE, Cheng J, Duncan AE, Kau AL, Gri�n NW, Lombard V, Henrissat B, Bain
JR, et al. Gut microbiota from twins discordant for obesity modulate metabolism in mice. Science.
2013;341(6150):1241214.

5. Ley RE, Turnbaugh PJ, Klein S, Gordon JI. Microbial ecology: human gut microbes associated with
obesity. Nature. 2006;444(7122):1022–3.

�. Turnbaugh PJ, Ley RE, Mahowald MA, Magrini V, Mardis ER, Gordon JI. An obesity-associated gut
microbiome with increased capacity for energy harvest. Nature. 2006;444(7122):1027–31.

7. Hanhineva K, Barri T, Kolehmainen M, Pekkinen J, Pihlajamaki J, Vesterbacka A, Solano-Aguilar G,
Mykkanen H, Dragsted LO, Urban JF Jr, et al. Comparative nontargeted pro�ling of metabolic
changes in tissues and bio�uids in high-fat diet-fed Ossabaw pig. J Proteome Res.
2013;12(9):3980–92.

�. Sze MA, Schloss PD: Looking for a Signal in the Noise: Revisiting Obesity and the Microbiome. MBio
2016, 7(4).

9. Finucane MM, Sharpton TJ, Laurent TJ, Pollard KS. A taxonomic signature of obesity in the
microbiome? Getting to the guts of the matter. PLoS One. 2014;9(1):e84689.



Page 24/37

10. Zhang C, Yin A, Li H, Wang R, Wu G, Shen J, Zhang M, Wang L, Hou Y, Ouyang H, et al: Dietary
Modulation of Gut Microbiota Contributes to Alleviation of Both Genetic and Simple Obesity in
Children. EBioMedicine 2015, 2(8):968–984.

11. Fei N, Zhao L. An opportunistic pathogen isolated from the gut of an obese human causes obesity in
germfree mice. ISME J. 2013;7(4):880–4.

12. Liu R, Hong J, Xu X, Feng Q, Zhang D, Gu Y, Shi J, Zhao S, Liu W, Wang X, et al. Gut microbiome and
serum metabolome alterations in obesity and after weight-loss intervention. Nat Med.
2017;23(7):859–68.

13. Maruvada P, Leone V, Kaplan LM, Chang EB. The Human Microbiome and Obesity: Moving beyond
Associations. Cell Host Microbe. 2017;22(5):589–99.

14. Sanz Y, Moya-Perez A. Microbiota, in�ammation and obesity. Adv Exp Med Biol. 2014;817:291–317.

15. Pedersen HK, Gudmundsdottir V, Nielsen HB, Hyotylainen T, Nielsen T, Jensen BA, Forslund K,
Hildebrand F, Prifti E, Falony G, et al. Human gut microbes impact host serum metabolome and
insulin sensitivity. Nature. 2016;535(7612):376–81.

1�. Le Chatelier E, Nielsen T, Qin J, Prifti E, Hildebrand F, Falony G, Almeida M, Arumugam M, Batto JM,
Kennedy S, et al. Richness of human gut microbiome correlates with metabolic markers. Nature.
2013;500(7464):541–6.

17. Yang H, Huang X, Fang S, He M, Zhao Y, Wu Z, Yang M, Zhang Z, Chen C, Huang L. Unraveling the
Fecal Microbiota and Metagenomic Functional Capacity Associated with Feed E�ciency in Pigs.
Front Microbiol. 2017;8:1555.

1�. Samuelsson B. Arachidonic acid metabolism: role in in�ammation. Z Rheumatol. 1991;50(Suppl
1):3–6.

19. Barthel A, Schmoll D, Unterman TG. FoxO proteins in insulin action and metabolism. Trends
Endocrinol Metab. 2005;16(4):183–9.

20. Hoyles L, Fernandez-Real JM, Federici M, Serino M, Abbott J, Charpentier J, Heymes C, Luque JL,
Anthony E, Barton RH, et al. Molecular phenomics and metagenomics of hepatic steatosis in non-
diabetic obese women. Nat Med. 2018;24(7):1070–80.

21. Alm E, Huang K, Arkin A. The evolution of two-component systems in bacteria reveals different
strategies for niche adaptation. PLoS Comput Biol. 2006;2(11):e143.

22. Soumeh EA, Hedemann MS, Poulsen HD, Corrent E, van Milgen J, Norgaard JV. Nontargeted LC-MS
Metabolomics Approach for Metabolic Pro�ling of Plasma and Urine from Pigs Fed Branched Chain
Amino Acids for Maximum Growth Performance. J Proteome Res. 2016;15(12):4195–207.

23. Chilibeck PD, Kaviani M, Candow DG, Zello GA. Effect of creatine supplementation during resistance
training on lean tissue mass and muscular strength in older adults: a meta-analysis. Open Access J
Sports Med. 2017;8:213–26.

24. Huang Q, Xu Z, Han X, Li W. Changes in hormones, growth factor and lipid metabolism in �nishing
pigs fed betaine Livestock Science 2006, 105(1–3):78–85.



Page 25/37

25. Liu X, Wang X, Duan X, Poorun D, Xu J, Zhang S, Gan L, He M, Zhu K, Ming Z, et al. Lipoxin A4 and its
analog suppress in�ammation by modulating HMGB1 translocation and expression in psoriasis. Sci
Rep. 2017;7(1):7100.

2�. Qi Z, Ding S. Obesity-associated sympathetic overactivity in children and adolescents: the role of
catecholamine resistance in lipid metabolism. J Pediatr Endocrinol Metab. 2016;29(2):113–25.

27. Stevens BR, Goel R, Seungbum K, Richards EM, Holbert RC, Pepine CJ, Raizada MK. Increased human
intestinal barrier permeability plasma biomarkers zonulin and FABP2 correlated with plasma LPS
and altered gut microbiome in anxiety or depression. Gut. 2018;67(8):1555–7.

2�. McClure R, Massari P. TLR-Dependent Human Mucosal Epithelial Cell Responses to Microbial
Pathogens. Front Immunol. 2014;5:386.

29. Aylett CH, Sauer E, Imseng S, Boehringer D, Hall MN, Ban N, Maier T. Architecture of human mTOR
complex 1. Science. 2016;351(6268):48–52.

30. Peterson TR, Laplante M, Thoreen CC, Sancak Y, Kang SA, Kuehl WM, Gray NS, Sabatini DM. DEPTOR
is an mTOR inhibitor frequently overexpressed in multiple myeloma cells and required for their
survival. Cell. 2009;137(5):873–86.

31. Duvel K, Yecies JL, Menon S, Raman P, Lipovsky AI, Souza AL, Triantafellow E, Ma Q, Gorski R,
Cleaver S, et al. Activation of a metabolic gene regulatory network downstream of mTOR complex 1.
Mol Cell. 2010;39(2):171–83.

32. De Filippis F, Pasolli E, Tett A, Tarallo S, Naccarati A, De Angelis M, Neviani E, Cocolin L, Gobbetti M,
Segata N, et al. Distinct Genetic and Functional Traits of Human Intestinal Prevotella copri Strains
Are Associated with Different Habitual Diets. Cell Host Microbe. 2019;25(3):444–53 e443.

33. Tett A, Huang KD, Asnicar F, Fehlner-Peach H, Pasolli E, Karcher N, Armanini F, Manghi P, Bonham K,
Zolfo M, et al. The Prevotella copri Complex Comprises Four Distinct Clades Underrepresented in
Westernized Populations. Cell Host Microbe. 2019;26(5):666–79 e667.

34. Xiao L, Estelle J, Kiilerich P, Ramayo-Caldas Y, Xia Z, Feng Q, Liang S, Pedersen AO, Kjeldsen NJ, Liu
C, et al. A reference gene catalogue of the pig gut microbiome. Nat Microbiol. 2016;1:16161.

35. De Vadder F, Kovatcheva-Datchary P, Zitoun C, Duchampt A, Backhed F, Mithieux G. Microbiota-
Produced Succinate Improves Glucose Homeostasis via Intestinal Gluconeogenesis. Cell Metab.
2016;24(1):151–7.

3�. Kovatcheva-Datchary P, Nilsson A, Akrami R, Lee YS, De Vadder F, Arora T, Hallen A, Martens E, Bjorck
I, Backhed F. Dietary Fiber-Induced Improvement in Glucose Metabolism Is Associated with Increased
Abundance of Prevotella. Cell Metab. 2015;22(6):971–82.

37. Hjorth MF, Blaedel T, Bendtsen LQ, Lorenzen JK, Holm JB, Kiilerich P, Roager HM, Kristiansen K,
Larsen LH, Astrup A. Prevotella-to-Bacteroides ratio predicts body weight and fat loss success on 24-
week diets varying in macronutrient composition and dietary �ber: results from a post-hoc analysis.
Int J Obes (Lond). 2019;43(1):149–57.

3�. Christensen L, Vuholm S, Roager HM, Nielsen DS, Krych L, Kristensen M, Astrup A, Hjorth MF.
Prevotella Abundance Predicts Weight Loss Success in Healthy, Overweight Adults Consuming a



Page 26/37

Whole-Grain Diet Ad Libitum: A Post Hoc Analysis of a 6-Wk Randomized Controlled Trial. J Nutr.
2019;149(12):2174–81.

39. Serena C, Ceperuelo-Mallafre V, Keiran N, Queipo-Ortuno MI, Bernal R, Gomez-Huelgas R, Urpi-Sarda
M, Sabater M, Perez-Brocal V, Andres-Lacueva C, et al. Elevated circulating levels of succinate in
human obesity are linked to speci�c gut microbiota. ISME J. 2018;12(7):1642–57.

40. Leite AZ, Rodrigues NC, Gonzaga MI, Paiolo JCC, de Souza CA, Stefanutto NAV, Omori WP, Pinheiro
DG, Brisotti JL, Matheucci Junior E, et al. Detection of Increased Plasma Interleukin-6 Levels and
Prevalence of Prevotella copri and Bacteroides vulgatus in the Feces of Type 2 Diabetes Patients.
Front Immunol. 2017;8:1107.

41. Fehlner-Peach H, Magnabosco C, Raghavan V, Scher JU, Tett A, Cox LM, Gottsegen C, Watters A,
Wiltshire-Gordon JD, Segata N, et al. Distinct Polysaccharide Utilization Pro�les of Human Intestinal
Prevotella copri Isolates. Cell Host Microbe. 2019;26(5):680–90 e685.

42. Lundgren SN, Madan JC, Emond JA, Morrison HG, Christensen BC, Karagas MR, Hoen AG. Maternal
diet during pregnancy is related with the infant stool microbiome in a delivery mode-dependent
manner. Microbiome. 2018;6(1):109.

43. Christensen L, Roager HM, Astrup A, Hjorth MF. Microbial enterotypes in personalized nutrition and
obesity management. Am J Clin Nutr. 2018;108(4):645–51.

44. Chen C, Huang X, Fang S, Yang H, He M, Zhao Y, Huang L. Contribution of Host Genetics to the
Variation of Microbial Composition of Cecum Lumen and Feces in Pigs. Front Microbiol.
2018;9:2626.

45. Cani PD, Amar J, Iglesias MA, Poggi M, Knauf C, Bastelica D, Neyrinck AM, Fava F, Tuohy KM, Chabo
C, et al. Metabolic endotoxemia initiates obesity and insulin resistance. Diabetes. 2007;56(7):1761–
72.

4�. Cani PD, Bibiloni R, Knauf C, Waget A, Neyrinck AM, Delzenne NM, Burcelin R. Changes in gut
microbiota control metabolic endotoxemia-induced in�ammation in high-fat diet-induced obesity and
diabetes in mice. Diabetes. 2008;57(6):1470–81.

47. Wang TJ, Larson MG, Vasan RS, Cheng S, Rhee EP, McCabe E, Lewis GD, Fox CS, Jacques PF,
Fernandez C, et al. Metabolite pro�les and the risk of developing diabetes. Nat Med. 2011;17(4):448–
53.

4�. Laferrere B, Reilly D, Arias S, Swerdlow N, Gorroochurn P, Bawa B, Bose M, Teixeira J, Stevens RD,
Wenner BR, et al. Differential metabolic impact of gastric bypass surgery versus dietary intervention
in obese diabetic subjects despite identical weight loss. Sci Transl Med. 2011;3(80):80re82.

49. Takashina C, Tsujino I, Watanabe T, Sakaue S, Ikeda D, Yamada A, Sato T, Ohira H, Otsuka Y, Oyama-
Manabe N, et al. Associations among the plasma amino acid pro�le, obesity, and glucose
metabolism in Japanese adults with normal glucose tolerance. Nutr Metab (Lond). 2016;13:5.

50. Adams SH. Emerging perspectives on essential amino acid metabolism in obesity and the insulin-
resistant state. Adv Nutr. 2011;2(6):445–56.



Page 27/37

51. Sokol H, Pigneur B, Watterlot L, Lakhdari O, Bermudez-Humaran LG, Gratadoux JJ, Blugeon S,
Bridonneau C, Furet JP, Corthier G, et al. Faecalibacterium prausnitzii is an anti-in�ammatory
commensal bacterium identi�ed by gut microbiota analysis of Crohn disease patients. Proc Natl
Acad Sci U S A. 2008;105(43):16731–6.

52. Foss YJ. Vitamin D de�ciency is the cause of common obesity. Med Hypotheses. 2009;72(3):314–
21.

53. Jarvinen E, Ismail K, Muniandy M, Bogl LH, Heinonen S, Tummers M, Miettinen S, Kaprio J, Rissanen
A, Ollikainen M, et al. Biotin-dependent functions in adiposity: a study of monozygotic twin pairs. Int
J Obes (Lond). 2016;40(5):788–95.

54. Hussein AG, Mohamed RH, Shalaby SM, Abd El Motteleb DM. Vitamin K2 alleviates type 2 diabetes
in rats by induction of osteocalcin gene expression. Nutrition. 2018;47:33–8.

55. Yang H, Yang M, Fang S, Huang X, He M, Ke S, Gao J, Wu J, Zhou Y, Fu H, et al. Evaluating the
profound effect of gut microbiome on host appetite in pigs. BMC Microbiol. 2018;18(1):215.

5�. Liu Y, Stouffer JR. Pork carcass evaluation with an automated and computerized ultrasonic system.
Journal of animal science. 1995;73(1):29–38.

57. Magoc T, Salzberg SL. FLASH: fast length adjustment of short reads to improve genome assemblies.
Bioinformatics. 2011;27(21):2957–63.

5�. Edgar RC. Search and clustering orders of magnitude faster than BLAST. Bioinformatics.
2010;26(19):2460–1.

59. Caporaso JG, Kuczynski J, Stombaugh J, Bittinger K, Bushman FD, Costello EK, Fierer N, Pena AG,
Goodrich JK, Gordon JI, et al. QIIME allows analysis of high-throughput community sequencing data.
Nature methods. 2010;7(5):335–6.

�0. Arumugam M, Raes J, Pelletier E, Le Paslier D, Yamada T, Mende DR, Fernandes GR, Tap J, Bruls T,
Batto JM, et al. Enterotypes of the human gut microbiome. Nature. 2011;473(7346):174–80.

�1. Ramayo-Caldas Y, Mach N, Lepage P, Levenez F, Denis C, Lemonnier G, Leplat JJ, Billon Y, Berri M,
Dore J, et al. Phylogenetic network analysis applied to pig gut microbiota identi�es an ecosystem
structure linked with growth traits. ISME J. 2016;10(12):2973–7.

�2. Fu J, Bonder MJ, Cenit MC, Tigchelaar EF, Maatman A, Dekens JA, Brandsma E, Marczynska J,
Imhann F, Weersma RK, et al. The Gut Microbiome Contributes to a Substantial Proportion of the
Variation in Blood Lipids. Circulation research. 2015;117(9):817–24.

�3. Friedman J, Alm EJ. Inferring correlation networks from genomic survey data. PLoS Comput Biol.
2012;8(9):e1002687.

�4. Odamaki T, Kato K, Sugahara H, Hashikura N, Takahashi S, Xiao JZ, Abe F, Osawa R. Age-related
changes in gut microbiota composition from newborn to centenarian: a cross-sectional study. BMC
microbiology. 2016;16:90.

�5. Zhang Q, Wu Y, Wang J, Wu G, Long W, Xue Z, Wang L, Zhang X, Pang X, Zhao Y, et al. Accelerated
dysbiosis of gut microbiota during aggravation of DSS-induced colitis by a butyrate-producing
bacterium. Scienti�c reports. 2016;6:27572.



Page 28/37

��. Shannon P, Markiel A, Ozier O, Baliga NS, Wang JT, Ramage D, Amin N, Schwikowski B, Ideker T.
Cytoscape: a software environment for integrated models of biomolecular interaction networks.
Genome research. 2003;13(11):2498–504.

�7. Luo R, Liu B, Xie Y, Li Z, Huang W, Yuan J, He G, Chen Y, Pan Q, Liu Y, et al. SOAPdenovo2: an
empirically improved memory-e�cient short-read de novo assembler. GigaScience. 2012;1(1):18.

��. Zhu W, Lomsadze A, Borodovsky M. Ab initio gene identi�cation in metagenomic sequences. Nucleic
acids research. 2010;38(12):e132.

�9. Fu L, Niu B, Zhu Z, Wu S, Li W. CD-HIT: accelerated for clustering the next-generation sequencing
data. Bioinformatics. 2012;28(23):3150–2.

70. Kultima JR, Sunagawa S, Li J, Chen W, Chen H, Mende DR, Arumugam M, Pan Q, Liu B, Qin J, et al.
MOCAT: a metagenomics assembly and gene prediction toolkit. PloS one. 2012;7(10):e47656.

71. Garcia-Etxebarria K, Garcia-Garcera M, Calafell F. Consistency of metagenomic assignment programs
in simulated and real data. BMC Bioinform. 2014;15:90.

72. De Filippo C, Ramazzotti M, Fontana P, Cavalieri D. Bioinformatic approaches for functional
annotation and pathway inference in metagenomics data. Brief Bioinform. 2012;13(6):696–710.

73. Karlsson FH, Tremaroli V, Nookaew I, Bergstrom G, Behre CJ, Fagerberg B, Nielsen J, Backhed F. Gut
metagenome in European women with normal, impaired and diabetic glucose control. Nature.
2013;498(7452):99–103.

74. Li H, Durbin R. Fast and accurate short read alignment with Burrows-Wheeler transform.
Bioinformatics. 2009;25(14):1754–60.

75. Liao Y, Smyth GK, Shi W. featureCounts: an e�cient general purpose program for assigning
sequence reads to genomic features. Bioinformatics. 2014;30(7):923–30.

7�. Allison C, McFarlan C, MacFarlane GT. Studies on mixed populations of human intestinal bacteria
grown in single-stage and multistage continuous culture systems. Appl Environ Microbiol.
1989;55(3):672–8.

77. Bag S, Ghosh TS, Das B. Draft Genome Sequence of Prevotella copri Isolated from the Gut of a
Healthy Indian Adult. Genome announcements 2017, 5(37).

7�. Hayashi H, Shibata K, Sakamoto M, Tomita S, Benno Y. Prevotella copri sp. nov. and Prevotella
stercorea sp. nov., isolated from human faeces. Int J Syst Evol Microbiol. 2007;57(Pt 5):941–6.

79. Senol Cali D, Kim JS, Ghose S, Alkan C, Mutlu O: Nanopore sequencing technology and tools for
genome assembly: computational analysis of the current state, bottlenecks and future directions.
Brie�ngs in bioinformatics 2018.

�0. Loman NJ, Quinlan AR. Poretools: a toolkit for analyzing nanopore sequence data. Bioinformatics.
2014;30(23):3399–401.

�1. Koren S, Walenz BP, Berlin K, Miller JR, Bergman NH, Phillippy AM. Canu: scalable and accurate long-
read assembly via adaptive k-mer weighting and repeat separation. Genome research.
2017;27(5):722–36.



Page 29/37

�2. Walker BJ, Abeel T, Shea T, Priest M, Abouelliel A, Sakthikumar S, Cuomo CA, Zeng Q, Wortman J,
Young SK, et al. Pilon: an integrated tool for comprehensive microbial variant detection and genome
assembly improvement. PloS one. 2014;9(11):e112963.

�3. Hunt M, Silva ND, Otto TD, Parkhill J, Keane JA, Harris SR. Circlator: automated circularization of
genome assemblies using long sequencing reads. Genome Biol. 2015;16:294.

�4. Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, Marth G, Abecasis G, Durbin R. Genome
Project Data Processing S: The Sequence Alignment/Map format and SAMtools. Bioinformatics.
2009;25(16):2078–9.

�5. Li H. Minimap2: pairwise alignment for nucleotide sequences. Bioinformatics. 2018;34(18):3094–
100.

��. Camacho C, Coulouris G, Avagyan V, Ma N, Papadopoulos J, Bealer K, Madden TL. BLAST+:
architecture and applications. BMC Bioinform. 2009;10:421.

�7. Hyatt D, Chen GL, Locascio PF, Land ML, Larimer FW, Hauser LJ. Prodigal: prokaryotic gene
recognition and translation initiation site identi�cation. BMC Bioinform. 2010;11:119.

��. Jones P, Binns D, Chang HY, Fraser M, Li W, McAnulla C, McWilliam H, Maslen J, Mitchell A, Nuka G, et
al. InterProScan 5: genome-scale protein function classi�cation. Bioinformatics. 2014;30(9):1236–
40.

�9. Conesa A, Gotz S, Garcia-Gomez JM, Terol J, Talon M, Robles M. Blast2GO: a universal tool for
annotation, visualization and analysis in functional genomics research. Bioinformatics.
2005;21(18):3674–6.

90. Seemann T. Prokka: rapid prokaryotic genome annotation. Bioinformatics. 2014;30(14):2068–9.

91. Page AJ, Cummins CA, Hunt M, Wong VK, Reuter S, Holden MT, Fookes M, Falush D, Keane JA,
Parkhill J. Roary: rapid large-scale prokaryote pan genome analysis. Bioinformatics.
2015;31(22):3691–3.

92. Letunic I, Bork P. Interactive Tree Of Life (iTOL) v4: recent updates and new developments. Nucleic
Acids Res. 2019;47(W1):W256–9.

93. Scher JU, Sczesnak A, Longman RS, Segata N, Ubeda C, Bielski C, Rostron T, Cerundolo V, Pamer EG,
Abramson SB, et al. Expansion of intestinal Prevotella copri correlates with enhanced susceptibility
to arthritis. Elife. 2013;2:e01202.

94. Shen XT, Gong XY, Cai YP, Guo Y, Tu J, Li H, Zhang T, Wang JL, Xue FZ, Zhu ZJ. Normalization and
integration of large-scale metabolomics data using support vector regression. Metabolomics 2016,
12(5).

95. Wishart DS, Feunang YD, Marcu A, Guo AC, Liang K, Vazquez-Fresno R, Sajed T, Johnson D, Li C, Karu
N, et al: HMDB 4.0: the human metabolome database for 2018. Nucleic acids research 2018,
46(D1):D608-D617.

9�. Chong J, Soufan O, Li C, Caraus I, Li S, Bourque G, Wishart DS, Xia J. MetaboAnalyst 4.0: towards
more transparent and integrative metabolomics analysis. Nucleic acids research.
2018;46(W1):W486–94.



Page 30/37

97. Pertea M, Kim D, Pertea GM, Leek JT, Salzberg SL. Transcript-level expression analysis of RNA-seq
experiments with HISAT, StringTie and Ballgown. Nature protocols. 2016;11(9):1650–67.

9�. Segata N, Izard J, Waldron L, Gevers D, Miropolsky L, Garrett WS, Huttenhower C. Metagenomic
biomarker discovery and explanation. Genome biology. 2011;12(6):R60.

Figures



Page 31/37

Figure 1

P. copri identi�ed as a hub bacterial species decreasing lean meat percentage (LMP) of pigs. (a) OTU-
level network diagram for identifying co-abundance groups (CAGs) responding to porcine LMP. Node
sizes show the average abundance of each OTU. Red and grey lines between nodes indicate the positive
and negative correlations between the nodes, respectively. Only lines corresponding to the correlations
with a magnitude greater than 0.5 are drawn. The OTUs passing quality control (relative abundance ≥
0.1% and present in at least 1% of pigs in the test cohort) were grouped into 12 CAGs by permutational
multivariate analysis of variance (PERMANOVA) when P< 0.005. The color gradients on the right show
the P values and coe�cients (in the brackets) of the correlations between CAGs and the LMP. (b) Key
OTUs of fecal microbiota associated with pig LMP. The histogram shows the Z scores computed for the
OTUs signi�cantly associated with the LMP using a two-part model. Only those OTUs for which the Z
scores were ranked in the top 20 for positive (red bars) and negative (blue bars) association are shown.
(c) Bacterial species signi�cantly associated with the LMP using metagenomic sequencing data. The
histogram shows the LDA scores computed for bacterial species differentially abundant between the
samples with extremely high (n = 8) and low LMP (n = 8).
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Figure 2

Functional capacities of the gut microbiome associated with pig lean meat percentage (LMP) and its
correlation with the LMP-associated bacteria with available metagenomic data. (a) Function terms of
CAZy associated with the LMP. (b) Correlations of the LMP-associated CAZymes with the LMP-
associated bacterial species. (c) Functional terms of KEGG pathways associated with the LMP. (d)
Correlations of the LMP-associated KEGG pathways with the LMP-associated bacterial species. The
histogram shows the LDA scores computed for function terms differentially abundant between samples
with high (n = 8) and low LMP (n = 8). The correlations between LMP-associated function terms and
bacterial species were set at the threshold |r| > 0.5, FDR < 0.05.

Figure 3

Genomic information of P. copri isolated in this study. (a) Phylogenetic tree of P. copri isolates from
westernized and non-westernized human populations and from this study based on the genome
sequences. Different colors of the outer circle represent the countries that samples were from; different
colors of the inner circle indicate diets. (b) Comparison of abundances of the genes identi�ed in the P.
copri genome and involved in arachidonic acid metabolism, BCAA biosynthesis, AAA biosynthesis and
metabolism, insulin resistance, the citrate cycle, and protein export between lean and fat pigs by
integrating the metagenomic sequencing data; high: fat pigs; low: lean pigs. * FDR < 0.05, **FDR < 0.01,
***FDR < 0.005.
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Figure 4

Lipopolysaccharide (LPS), Lipopolysaccharide binding protein (LBP) and partial serum metabolites that
differed in normalized abundance between fat and lean pigs, and their correlations with the LMP-
associated bacterial species. (a) Comparison of the concentrations of serum LPS endotoxin and LBP
between fat and lean pigs. High means the pigs with high LMP, and low represents the pigs with low LMP
(fat pigs). (b) Metabolites that differed in normalized abundance between pigs with high (n = 8) and low
LMP (n = 8). Red bars represent the normalized abundances of metabolites in lean pigs, blue bars show
the normalized abundances of metabolites in fat pigs. (c) Correlations between the fatness-associated
metabolites and the LMP-associated bacterial species. (d) Correlations between the high LMP-associated
metabolites and the LMP-associated bacterial species. The color gradient represents the values of
correlation coe�cients.
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Figure 5

Comparison of serum concentrations of blood markers of gut permeability pathophysiological epithelium
integrity (fatty acid-binding protein 2 (FABP2), zonulin and diamine oxidase (DAO)), and pro-in�ammatory
cytokines between the pigs with high (n = 8) and low (n = 8) lean meat percentage (LMP). (a-b)
Comparison of serum concentrations of FABP2, zonulin and DAO between lean and fat pigs. (c-f)
Comparison of serum concentrations of pro-in�ammatory cytokines (IL-1β, IL-6, TNF-α, and IFN-γ)
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between lean and fat pigs. *P< 0.05; **P< 0.01, and ***P< 0.005. The results indicated that high
abundance of gut P. copri upregulated gut barrier permeability and host pro-in�ammatory reaction.

Figure 6

Con�rmation of the causal role of P. copri in host fat accumulation. Live P. copri was administrated by
oral gavage to germ-free mice three times per week at a dose of 100-μl bacterial suspension (1 × 107
CFUs/μl). (a) qPCR con�rmed the successful colonization of P. copri in germ-free mice. The Y-axis
indicates the RQ values re�ecting the relative abundance of P. copri in gavage mice. (b) Comparison of
body fat percentage (%) and epididymal fat percentage (%) among P. copri gavage mice (n = 7), P. copri
gavage mice fed a high fat diet (n =7), and control mice (n =7). Compared with control mice, P. copri
colonization signi�cantly increased host fat accumulation in both normal-chow mice and high fat
feeding mice. (c) Comparison of serum concentrations of LPS endotoxin and LBP among experimental
mouse groups. (d) Comparison of serum concentrations of FABP2, zonulin and DAO among experimental
mouse groups. (e) Comparison of serum concentrations of pro-in�ammatory cytokines (IL-1β, IL-6, TNF-α,
and IFN-γ) among experimental mouse groups. (f) Comparison of the KEGG pathways enriched by
differential serum metabolites among experimental mouse groups. The red circles represent experimental
mouse groups, and the sizes of red circles indicate the enrichment by differential metabolites. (g)
Metabolites that differed in normalized abundance among experimental mouse groups. * P< 0.05, **P<
0.01, ***P< 0.005, all P values were adjusted for the multiple tests.



Page 36/37

Figure 7

Changes in gene expression levels of host colon, adipose, and muscle tissues induced by P. copri
administration. (a) The differential expression levels of the genes in TLR4 signaling cascades; (b) the
expression changes of the genes in mTOR pathway. (c) The differential expression levels of those genes
involved in immunity, lipolysis, lipid transport, and muscle growth in colon, white adipose tissue, and
muscle between control and P. copri colonized mice. * Corrected P < 0.05, **< 0.01, and ***< 0.005.

Figure 8
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Diet effect on the abundance of gut P. copri. (a) Comparison of the abundances of P. copri in the guts of
wild boars, Tibetan pigs, Duroc pigs and Duroc x (Landrace x Yorkshire) pigs (DLY, n=20) under industrial
pig growing setting. ** P < 0.01, *** P< 0.005, and **** P< 0.001. (b) Diet effect on fat accumulation in
gavage mice. The C57BL6 germ-free mice colonized by P. copri were randomly divided into three groups
fed with standard chow (CD, n = 6), a high fat diet (HFD, n = 6), and a high �ber diet (Fiber, n = 6).
Signi�cantly higher percentages (%) of body fat and epididymal fat were observed in the HFD group.
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