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Correlation between body mass index and gut concentrations
of Lactobacillus reuteri, Bifidobacterium animalis,
Methanobrevibacter smithii and Escherichia coli
M Million1,2,7, E Angelakis1,7, M Maraninchi3, M Henry1, R Giorgi4,5, R Valero3,6, B Vialettes6 and D Raoult1,2

BACKGROUND: Genus and species level analysis is the best way to characterize alterations in the human gut microbiota that are
associated with obesity, because the clustering of obese and lean microbiotas increases with the taxonomic depth of the analysis.
Bifidobacterium genus members have been associated with a lean status, whereas different Lactobacillus species are associated
both with a lean and an obese status.
OBJECTIVES AND METHODS: We analyzed the fecal concentrations of Bacteroidetes, Firmicutes, Methanobrevibacter smithii, the
genus Lactobacillus, five other Lactobacillus species previously linked with lean or obese populations, Escherichia coli and
Bifidobacterium animalis in 263 individuals, including 134 obese, 38 overweight, 76 lean and 15 anorexic subjects to test for the
correlation between bacterial concentration and body mass index (BMI). Of these subjects, 137 were used in our previous study.
FINDINGS: Firmicutes were found in 498.5%, Bacteroidetes in 67%, M. smithii in 64%, E. coli in 51%, Lactobacillus species between
17 and 25% and B. animalis in 11% of individuals. The fecal concentration of Lactobacillus reuteri was positively correlated with BMI
(coefficient¼ 0.85; 95% confidence interval (CI) 0.12–0.58; P¼ 0.02) in agreement with what was reported for Lactobacillus sakei. As
reported, B. animalis (coefficient¼ � 0.84; 95% CI � 1.61 to � 0.07; P¼ 0.03) and M. smithii (coefficient¼ � 0.43, 95% CI � 0.90 to
0.05; P¼ 0.08) were negatively associated with the BMI. Unexpectedly, E. coli was found here for the first time to negatively
correlate with the BMI (coefficient¼ � 1.05; 95% CI � 1.60 to � 0.50; Po0.001).
CONCLUSION: Our findings confirm the specificity of the obese microbiota and emphasize the correlation between the
concentration of certain Lactobacillus species and obesity.
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INTRODUCTION
Obesity is defined by a body mass index (BMI)430 kg m� 2 (ref. 1)
and a massive expansion of fat and is associated with a significant
increase in morbidity and mortality.2,3 The frequency of obesity is
rising among children, adolescents and adults and has doubled
since 1980. According to the WHO, 65% of the world’s population
lives in countries where excess weight and obesity kills more
people than underweight conditions, including all high-income
and most middle-income countries (www.who.int).

The digestive microbiota is a complex ecosystem that consists
of viruses, bacteria, archaea, fungi and parasites. Specific
enterotypes have been identified regardless of ethnic or
geographical origins.4 They have been linked to diet,5 and their
antibiotic-mediated modulation can impact the metabolic profile
of the host.6 Because the gut is a ‘hot spot’ for horizontal gene
transfer between an astronomical number of bacteria (4109 g� 1),
archaea and viruses,7 analysis at the gene level was found to be
the best way to characterize gut microbiota alteration and its
correlation with obesity.8 Conversely, we and others have found

that analysis on a taxonomic basis remains fully relevant,
specifically at the species level.9

A decreased Bacteroidetes/Firmicutes ratio was initially shown
to be associated with obesity,10 but the discrimination between
lean and obese gut microbiota is improved when the taxonomic
depth of the analysis is increased.11 For instance, the
Bifidobacterium genus was associated with lean humans in a
meta-analysis, including studies from Finland, Germany, Spain and
China.12 Conversely, we showed that among Lactobacillus
species previously associated with obesity13,14 and diabetes,15

some have also been associated with weight gain9,16 while others
have more of a protective effect.16–18 Other bacterial species, such
as Tropheryma whipplei, have been associated with acquired
obesity.19 Finally, Karlsson et al.20,21linked the Enterobacteriaceae
and specifically Escherichia coli to overweight and obesity.

Here, we looked at the inter-relationships among E. coli,
one of the main representatives of the Enterobacteriaceae,
Methanobrevibacter smithii, a leading representative of the gut
archaea,22 Bifidobacterium animalis and 5 Lactobacillus species
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(Lactobacillus reuteri, Lactobacillus plantarum, Lactobacillus
rhamnosus, Lactobacillus fermentum, Lactobacillus acidophilus). All
of the above species have been associated with weight in
previous studies.9,16 Based on our previous case-control study,9

we have more than doubled the sample size, having included
both anorexic and overweight patients in this study, and finally
we have analyzed the correlations between the BMI and the
considered taxa.

METHODS
Patients
This study was approved by the local ethics committee (accession number
10-002, 2010). Fecal samples were obtained from hospitalized patients and
outpatients at the Nutrition Unit (Hopital La Timone, Marseille, France) who
were overweight, obese or anorexic. The controls were healthy individuals
recruited based on a snowball approach and included subjects of our
previous study and outpatients who were not treated with antibiotics at
the infectious disease unit (Hopital La Timone, Marseille, France). Anorexic
subjects met the DSM-IV criteria (Diagnostic and Statistical Manual of
Mental Disorders, Fourth Edition) for anorexia nervosa. The inclusion
criteria were adults for whom the BMI value and a fecal sample were
readily available. The exclusion criteria were patients o18 years of age, a
history of colon cancer, the presence of an inflammatory bowel disease, an
acute or a chronic diarrhea in the previous 4 weeks and an antibiotic
administration o6 months before the fecal sampling. Clinical data (gender,
date of birth, clinical history, weight, height and antibiotic use) were
recorded using a standardized questionnaire. Other factors, such as yogurt
(pro- and prebiotics) intake, vegetarian habits, ethnicity or familial obesity,
were not taken into consideration in the analysis of the data. Four groups
were identified as follows: group I: obese subjects (BMI430 kg m� 2),
group II: overweight subjects (BMI425 and o30 kg m� 2), group III: lean
subjects (BMI419 and o25 kg m� 2) and group IV: anorexic subjects
(BMIo19 kg m� 2). A total of 137 patients from our previous study9 and
126 new subjects were included, of whom 15 were anorexic, 30 were lean
controls, 21 were overweight and 60 were obese. Data from our
previous study were also included, and most samples from that study
were analyzed further for the presence of E. coli. All new samples were
also analyzed for the presence of Bacteroidetes, Firmicutes, genus
Lactobacillus, E. coli, M. smithii, L. reuteri, L. plantarum, L. rhamnosus,
L. fermentum and L. acidophilus.

PCR
PCR analysis was performed as previously described9 except for E. coli,
for which the protocol was the same, but the primers and probes were
the following: Forward, 50-GCTGCGCGTGCAAATGCG-30 ; Reverse, 50-CATGGT
CATCGCTTCGGTCT-30 ; and probe, 50-CATCAGAAACTGAACACCAC-30 . The
primers for L. reuteri were evaluated in our previous study9 and have a
very high specificity at the species level with a low cross-reactivity
(cycle threshold 435 for DNA extracted from pure culture) with
Lactobacillus oris and Lactobacillus pontis. However, it cannot be
excluded that the detection of L. oris, exceptionally present in the
human gut,23 could have yielded false-positive results. Conversely, L. pontis
has never been reported in the human gut. The results in this study are
depicted as log10 DNA copies ml� 1.

Statistical analysis
As an exploratory step, a principal component analysis was performed,
including BMI and the concentrations of all taxa present at the phylum and
species levels.

Initially, we tested whether the bacterial prevalence was different
between each BMI group using the bilateral Pearson Chi-square test. A
bilateral Barnard exact test24 was used when the Pearson Chi-square test
was not applicable. Because it is unknown whether overweight individuals
should be considered as individuals with a disease or controls, all the
groups were compared either with group I (obese subjects who were
considered as cases) or with group III (lean subjects who were used as
controls). A logistic regression using the ascendant maximum likelihood
model was used to identify bacteria whose presence was associated with
the BMI groups in a multivariate analysis. Three models were used as
follows: considering age, sex, Bacteroidetes, Firmicutes and M. smithii
(phylum level); considering age, sex and Lactobacillus (genus level); or
considering age, sex, M. smithii, E. coli, B. animalis, L. reuteri, L. plantarum,
L. fermentum and L. rhamnosus (species level).

As a second step, we tested whether the bacterial concentrations were
different according to the BMI groups. Because of a generally non-Gaussian
distribution, comparisons were performed using the Kruskal–Wallis test.

Following that step, we tested for the correlation between each bacterial
concentration and BMI. As most of the bacterial clades were present
in a minority of individuals, a dose-dependent relationship (BMI vs
bacterial load) was explored graphically, and the correlation was tested
using the Spearman method only on patients harboring each of the
clades considered (carriers). Linear regression was used to identify
bacteria whose concentrations were correlated with BMI on the whole
population. Three models were used as follows: considering age, sex,
Bacteroidetes, Firmicutes and M. smithii (phylum level); considering age,
sex and Lactobacillus (genus level); or considering age, sex, M. smithii,
E. coli, B. animalis, L. reuteri, L. plantarum, L. fermentum and L. rhamnosus
(species level).

M. smithii is the major representative of the gut archaeal phylum
Euryarchaeota21 and has been included in the analyses both at the phylum
and at the species level. All the tests were bilateral and considered
significant when Po0.05. The analyses were performed using the SPSS
v20.0 (IBM, Paris, France), R version 2.14.0 (R-foundation, Vienna, Austria)
and XLSTAT v12 (Addinsoft, Paris, France) software.

RESULTS
Of the 263 patients enrolled in this study, there were 134 obese, 38
overweight, 76 lean and 15 anorexic subjects (Table 1). The average
age was 50±s.d. 17 years, and 138 (52.5%) of them were males.
As was expected, anorexic patients were more frequently found to
be younger women. PCR detection and quantification was
performed on 262 individuals to study the levels of Bacteroidetes,
Firmicutes, M. smithii and the Lactobacillus genus; on 219
individuals to study each Lactobacillus species and B. animalis;
and on 165 individuals to investigate the levels of E. coli.

The prevalences of each bacterial clade were heterogeneous.
Firmicutes was found in all the individuals (498.5%), whereas
Bacteroidetes was detected in only 67% (Supplementary Table S1).
At the species level, B. animalis was found to be the rarest species
(11%), whereas M. smithii (64%) was shown to be more prevalent
than E. coli (51%). Lactobacillus genus was found in only one-third
of the subjects (28%), with different species ranging from 17 to
25% in frequency. In agreement with our previous study,8

L. acidophilus was not detected by our system in any sample,
despite the positive amplification of the type strain L. acidophilus
CIP7613 in our in silico study.

When present, the Firmicutes (109 DNA copies ml� 1) was the
most abundant clade before the Bacteroidetes (108). At the

Table 1. Population characteristics

Anorexic subjects (n¼ 15) Lean subjects (n¼ 76) Overweight subjects (n¼ 38) Obese subjects (n¼ 134) P-valuea

Age (mean±s.d.) 27.3±10.8 49.5±18.6b 54.1±17.8 51.8±14.7 o0.0001
Male sex (n (%)) 1 (7%) 40 (57%) 32 (84%) 65 (49%) o0.0001
BMI (median, IQR) 13.5 (11.7–14.6) 22.4 (20.7–23.7) 27.1 (25.9–28.6) 40.0 (36.4–46.8) o0.0001

Abbreviations: BMI, body mass index; IQR, interquartile range. aMann–Whitney U test for age and BMI, Pearson chi-square for sex. bData unavailable for seven
patients.
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species level, when found, E. coli (107) was 10 times more
abundant than M. smithii (106), whereas Lactobacillus species were
present at much lower concentrations (104–105 DNA copies ml� 1;
Po0.0001 when comparing Lactobacillus with E. coli).

Preliminary analysis by principal component analysis and
density plots suggested that some bacterial species or phyla
were differentially distributed according to the BMI (Figure 1 and
Supplementary Figure S1) and this was confirmed by further
analyses (Figures 2 and 3).

Bacterial clades associated with obesity
Genus Lactobacillus. There was a trend towards a higher
prevalence of Lactobacillus in obese compared with lean patients
(32 vs 20%; P¼ 0.06) and a higher frequency of Lactobacillus in
patients with BMIs425 vs BMIso25 kg m� 2 (32 vs 20.8%;
P¼ 0.06, Supplementary Table S1 and Supplementary Figure S2).
In a logistic regression, the presence of Lactobacillus was not
associated with any BMI group (Supplementary Table S2).

The Lactobacillus concentration was higher in obese patients
compared with lean patients (Po0.05) and in individuals with
BMIs425 kg m� 2 vs individuals with BMIso25 kg m� 2 (Po0.05,
Figure 2). We also found a positive correlation between the
concentration of Lactobacillus and BMI in the carriers (patients
positive for the genus Lactobacillus, correlation coefficient 0.25;
P¼ 0.03). No significant result was found in a linear regression.

L. reuteri. There was a threefold increase in the L. reuteri
occurrence in obese patients compared with lean subjects
(22 vs 8%; P¼ 0.01), a fourfold increase between overweight
patients and lean subjects (34 vs 8%; P¼ 0.001) and a threefold
increase between individuals with BMIs425 kg m� 2 compared
with individuals with BMIso25 kg m� 2 (20 vs 7%; P¼ 0.001,
Supplementary Figure S2). In a logistic regression, the presence
of L. reuteri was associated with obesity (odds ratio (OR)¼ 5.31;
95% confidence interval (CI) 1.04–27.1; P¼ 0.04), overweight
(OR¼ 2.8� 107; 95% CI 6.9–1014; P¼ 0.03) or BMI425 kg m� 2

(OR¼ 8.07; 95% CI 2.06–31.5; P¼ 0.003).
The L. reuteri concentration was greater in obese vs lean

individuals (Po0.05), in overweight vs lean individuals (Po0.005)
and in individuals with BMIs425 kg m� 2 compared with indivi-
duals with BMIso25 kg m� 2 (Po0.005, Figure 3). Furthermore,
we found a positive correlation between the concentration of
L. reuteri and BMI (patients positive for L. reuteri, coefficient
correlation 0.44; P¼ 0.004, Figure 4). In a linear regression, a
higher concentration of L. reuteri was associated with a higher
BMI (Table 2).

Bacterial clades associated with lean status
Bacteroidetes. The difference in the occurrence of Bacteroidetes
between the obese and the lean groups was not significant (60 vs
70%, respectively; P¼ 0.18); however, we found a decreased
frequency of Bacteroidetes in obese compared with non-obese
individuals (60 vs 74%; P¼ 0.02). Moreover, prevalence was
increased in overweight compared with obese subjects (84 vs
60%; P¼ 0.008, Supplementary Figure S2). In a logistic regression,
the presence of Bacteroidetes was associated with the absence of
obesity (OR¼ 0.51; 95% CI 0.30–0.87; P¼ 0.01) or overweight
individuals when compared with obese population (OR¼ 0.28;
0.11–0.74; P¼ 0.01, Supplementary Table S2).

Finally, we found a trend towards decreased concentrations of
Bacteroidetes in obese patients compared with lean controls
(P¼ 0.054), and this decrease in Bacteroidetes concentration was
significant when comparing obese with non-obese (P¼ 0.01) or
with overweight individuals (P¼ 0.017, Figure 2). No correlation
was found between the Bacteroidetes concentration and BMI in
the carrier subgroup. In a linear regression, Bacteroidetes
concentration was not correlated with BMI.

M. smithii. There was a trend towards an increased prevalence of
M. smithii in lean compared with obese individuals (72 vs 60%;
P¼ 0.07), and this frequency difference was significant when
individuals with BMIso25 kg m� 2 were compared with indivi-
duals with BMIs425 kg m� 2 (72 vs 60%; P¼ 0.04, Supplementary
Figure S2). In a logistic regression, the presence of M. smithii was
not associated with the absence of obesity but was associated
with lean compared with overweight individuals (OR¼ 0.001; 95%
CI 0–0.98; P¼ 0.049, Supplementary Table S2).

The M. smithii concentration was lower in obese compared
with either lean (P¼ 0.008) or non-obese individuals (P¼ 0.01).
Moreover, the M. smithii concentration was higher in patients
having BMIso25 kg m� 2 compared with patients having
BMIs425 kg m� 2 (P¼ 0.005, Figure 2). We also found a negative
correlation between the BMI values and M. smithii concentration in
patients harboring M. smithii (correlation coefficient � 0.20;
P¼ 0.01, Figure 4). In a linear regression, M. smithii was not
associated with BMI when analyzed at the phylum level as
the M. smithii phylum is the leading representative of the
Euryarchaeota in the gut microbiota. Conversely, there was a
trend towards a correlation between a higher BMI and a lower
M. smithii concentration at the species level (P¼ 0.08, Table 2).

B. animalis. The prevalence of B. animalis was very low in our
population, between 6 and 15%, but there was a trend towards a
significantly lower occurrence in obese compared with lean
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Figure 1. Primary component analysis associating the gut microbial phylum and species to the BMI. Principal component analysis, including
(a) BMI and phylum or (b) species found in the gut microbiota (Lactobacillus acidophilus was not included because it was not found by our
quantitative PCR system). The preliminary analyses shown in this figure were performed on the whole population.
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Figure 2. Scatter plots at the phylum and genus levels. Methanobrevibacter smithii is considered to be the leading representative of the
Euryarchaeota phylum. *Po0.05, **Po0.005. The medians and the interquartile ranges are shown.

Figure 3. Scatter plots at the species level. *Po0.05, **Po0.005. The medians and the interquartile ranges are shown.
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individuals (6 vs 15%; P¼ 0.052) and a significant decrease in the
incidence of B. animalis in obese compared with non-obese
individuals (6 vs 15%; P¼ 0.04, Supplementary Figure S2). Using a
logistic regression, there was a trend towards an association
between the presence of B. animalis and lean compared with
obese individuals (OR¼ 0.22; 95% CI 0.05–1.03; P¼ 0.054).
Furthermore, the presence of B. animalis was associated with lean
individuals when compared with overweight subjects (OR¼ 0;
95% CI 0–0.76; P¼ 0.045).

The concentration of B. animalis was significantly lower in obese
population compared with lean (P¼ 0.045) and non-obese
populations (P¼ 0.03, Figure 3) but no correlation was found
between the B. animalis concentration and BMI when we
performed a univariate analysis (Figure 4). In a linear regression,

a higher concentration of B. animalis was associated with a lower
BMI (P¼ 0.03, Table 2).

E. coli. The prevalence of E. coli was lower in obese compared
with lean (36 vs 60%; P¼ 0.006), overweight (36 vs 75%; P¼ 0.004)
and non-obese individuals (36 vs 47%; Po0.001, Supplementary
Figure S2). The prevalence was also significantly lower in
individuals with BMIs425 kg m� 2 compared with those with
BMIso25 kg m� 2 (31 vs 51%; P¼ 0.004). In a logistic regression,
the presence of E. coli was associated with the absence of
obesity (OR¼ 0.25; 95% CI 0.1–0.5; Po0.001, Supplementary
Table S2), with lean when compared with obese individuals
(OR¼ 0.3; 95% CI 0.1–0.8; P¼ 0.01), with overweight when
compared with obese individuals (OR¼ 0.15; 95% CI 0.03–0.9;
P¼ 0.01) and with individuals with BMIso25 kg m� 2 vs individuals
with BMIs425 kg m� 2 (OR¼ 0.3; 95% CI 0.1–0.6; P¼ 0.002).

A lower concentration of E. coli was found in obese vs anorexic
(P¼ 0.001), lean (P¼ 0.02), overweight individuals (P¼ 0.012) and
in individuals with BMIs425 vso25 kg m� 2 (P¼ 0.02). Moreover, a
lower concentration of E. coli was found when comparing obese
with non-obese individuals (P¼ 0.001, Figure 3). No correlation was
found in the subgroup of individuals positive for E. coli (correlation
coefficient 0.03, P¼ 0.8, Figure 4). In a linear regression, a higher
concentration of E. coli was associated with a lower BMI (Table 2).

DISCUSSION
In this study, we found a relatively low prevalence of Lactobacillus
species because it was detected in only 30% of the individuals, but
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Table 2. BMI linear regression according to each bacterial clade

Speciesa Coefficient (95% CI) P-value

Methanobrevibacter smithii � 0.43 (� 0.90 to 0.05) 0.08
Escherichia colib � 1.05 (� 1.60 to � 0.50) o0.001
Bifidobacterium animalis � 0.84 (� 1.61 to � 0.07) 0.03
Lactobacillus reuteri 0.85 (0.12 to 1.58) 0.02

Abbreviations: BMI, body mass index; CI, confidence interval. aLinear
regression, adjusted by age and sex, was performed on 218 patients for
whom data for M. smithii, B. animalis, L. reuteri, L. plantarum, L. fermentum
and L. rhamnosus were available. bE. coli concentration was available only
for 133 of these patients and was replaced by the mean for the 85 lacking
data.
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L. reuteri was detected in 20% of the study population with
occurrence increasing along with BMI values (7, 8, 34 and 22% for
anorexic, lean, overweight and obese individuals, respectively).
Lactobacillus species, and specifically L. reuteri, have been
previously associated with obesity as it has been reported in our
previous case-control studies.9,13 However, this is the first time
that a correlation between the bacterial loads of this species and
BMI is reported. To our knowledge, only one other previous study
identified a correlation between the Lactobacillus species, and
specifically Lactobacillus sakei, and BMI.14

Other prokaryotes have been associated with a lower BMI, as
has been previously reported in other publications, such as
Bacteroidetes,5,10,13,25 B. animalis9,12,26,27 and the archeal species
M. smithii.28 In contrast to previous studies,29 we found a lower
frequency and lower bacterial loads for E. coli in obese individuals
with a strong statistical significance. This finding demands a word
of caution and requires further confirmation. Moreover, our results
suggest a ‘dose-dependent’ relationship between certain species
of bacteria and archaea in the human gut and BMI.

A limitation of our study, as it is for most studies, is that the
analysis of the digestive microbiota associated with obesity was
performed by analyzing stool samples.5,25 However, as 95% of fat
is absorbed before the cecum,30 the proximal gut microbiota may
be critical for the analysis of factors associated with obesity and
diabetes.31–33 The analysis of the fecal microbiota reflects only
indirectly the upper intestinal flora. Indeed, several studies have
shown a significant difference in the gut microbiota composition
according to the gut section in animals34 and humans35 with a
proximal (small bowel) enrichment in aerobic Firmicutes
(Streptococcaceae and Lactobacillaceae) and Actinobacteria.34,35

Finally, obesity is a multifactorial disease. The causes that drive
obesity appear to be influenced by a mixture of environmental,
genetic, neural and endocrine factors along with microbes that are
also thought to have a role in weight gain.12,36 Accumulating data
has shown that the gut microbiota is associated with both obesity
and diet, and there is evidence that modulation of the gut flora by
antibiotics,6,37 during pregnancy38 or by probiotics16,36 causes
weight gain. The repertoire of bacteria, and especially Lactobacillus
species, that protect or result in weight gain should be
determined at the strain level as the genomic variations within a
single species of Lactobacillus may be dramatic (only 64% of
protein genes are common between Lactobacillus johnsonii FI9785
and L. johnsonii NCC 53339).

CONCLUSION
This work confirms the link between the microbiota and obesity.
This link appears to be the result of both diet5 and the cause of
the weight gain as demonstrated by microbiota transplantation
from obese individuals or pregnant women to axenic animals.8,38
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microbiota of the gut in preschool children with normal and excessive body
weight. Obesity (Silver Spring) 2012; 20: 2257–2261.

22 Dridi B, Henry M, El Khechine A, Raoult D, Drancourt M. High prevalence of
Methanobrevibacter smithii and Methanosphaera stadtmanae detected in the
human gut using an improved DNA detection protocol. PLoS One 2009; 4: e7063.

23 Larsen N, Vogensen FK, Gobel R, Michaelsen KF, Abu Al-Soud W, Sorensen SJ et al.
Predominant genera of fecal microbiota in children with atopic dermatitis are not
altered by intake of probiotic bacteria Lactobacillus acidophilus NCFM and
Bifidobacterium animalis subsp. lactis Bi-07. FEMS Microbiol Ecol 2011; 75: 482–496.

24 Barnard GAA. New Test for 2� 2 Tables. Nature 1945; 156: 177.
25 Turnbaugh PJ, Hamady M, Yatsunenko T, Cantarel BL, Duncan A, Ley RE et al.

A core gut microbiome in obese and lean twins. Nature 2009; 457: 480–484.
26 Waldram A, Holmes E, Wang Y, Rantalainen M, Wilson ID, Tuohy KM et al.

Top-down systems biology modeling of host metabotype-microbiome associa-
tions in obese rodents. J Proteome Res 2009; 8: 2361–2375.

Gut microbiota is linked to the body mass index
M Million et al

1465

& 2013 Macmillan Publishers Limited International Journal of Obesity (2013) 1460 – 1466



27 Kalliomaki M, Collado MC, Salminen S, Isolauri E. Early differences in fecal
microbiota composition in children may predict overweight. Am J Clin Nutr 2008;
87: 534–538.

28 Schwiertz A, Taras D, Schafer K, Beijer S, Bos NA, Donus C et al. Microbiota and
SCFA in lean and overweight healthy subjects. Obesity (Silver Spring) 2010; 18:
190–195.

29 Santacruz A, Collado MC, Garcia-Valdes L, Segura MT, Martin-Lagos JA, Anjos T
et al. Gut microbiota composition is associated with body weight, weight gain
and biochemical parameters in pregnant women. Br J Nutr 2010; 104: 83–92.

30 Carriere F, Renou C, Ransac S, Lopez V, De Caro J, Ferrato F et al. Inhibition of
gastrointestinal lipolysis by Orlistat during digestion of test meals in healthy
volunteers. Am J Physiol Gastrointest Liver Physiol 2001; 281: G16–G28.

31 Zhang H, DiBaise JK, Zuccolo A, Kudrna D, Braidotti M, Yu Y et al. Human gut
microbiota in obesity and after gastric bypass. Proc Natl Acad Sci USA 2009; 106:
2365–2370.

32 Rubino F, Forgione A, Cummings DE, Vix M, Gnuli D, Mingrone G et al.
The mechanism of diabetes control after gastrointestinal bypass surgery reveals
a role of the proximal small intestine in the pathophysiology of type 2 diabetes.
Ann Surg 2006; 244: 741–749.

33 Kremen AJ, Linner JH, Nelson CH. An experimental evaluation of the nutritional
importance of proximal and distal small intestine. Ann Surg 1954; 140: 439–448.

34 Torok VA, Allison GE, Percy NJ, Ophel-Keller K, Hughes RJ. Influence of
antimicrobial feed additives on broiler commensal posthatch gut microbiota
development and performance. Appl Environ Microbiol 2011; 77: 3380–3390.

35 Frank St DN, Amand AL, Feldman RA, Boedeker EC, Harpaz N, Pace NR. Molecular-
phylogenetic characterization of microbial community imbalances in human
inflammatory bowel diseases. Proc Natl Acad Sci USA 2007; 104: 13780–13785.

36 Million M, Raoult D. The role of the manipulation of the gut microbiota in obesity.
Curr Infect Dis Rep 2012; 15: 25–30.

37 Trasande L, Blustein J, Liu M, Corwin E, Cox LM, Blaser MJ. Infant antibiotic
exposures and early-life body mass. Int J Obes (Lond) 2012; 37: 16–23.

38 Koren O, Goodrich JK, Cullender TC, Spor A, Laitinen K, Backhed HK et al. Host
remodeling of the gut microbiome and metabolic changes during pregnancy. Cell
2012; 150: 470–480.

39 Lukjancenko O, Ussery DW, Wassenaar TM. Comparative genomics of
Bifidobacterium, Lactobacillus and related probiotic genera. Microb Ecol 2012; 63:
651–673.

This work is licensed under a Creative Commons Attribution-
NonCommercial-NoDerivs 3.0 Unported License. To view a copy of

this license, visit http://creativecommons.org/licenses/by-nc-nd/3.0/

Supplementary Information accompanies this paper on International Journal of Obesity website (http://www.nature.com/ijo)

Gut microbiota is linked to the body mass index
M Million et al

1466

International Journal of Obesity (2013) 1460 – 1466 & 2013 Macmillan Publishers Limited

http://creativecommons.org/licenses/by-nc-nd/3.0/
http://www.nature.com/ijo

	title_link
	Introduction
	Methods
	Patients
	PCR
	Statistical analysis

	Results
	Table 1 
	Bacterial clades associated with obesity
	Genus Lactobacillus
	L. reuteri

	Bacterial clades associated with lean status
	Bacteroidetes
	M. smithii
	B. animalis


	Figure™1Primary component analysis associating the gut microbial phylum and species to the BMI. Principal component analysis, including (a) BMI and phylum or (b) species found in the gut microbiota (Lactobacillus acidophilus was not included because it wa
	Figure™2Scatter plots at the phylum and genus levels. Methanobrevibacter smithii is considered to be the leading representative of the Euryarchaeota phylum. astPlt0.05, astastPlt0.005. The medians and the interquartile ranges are shown
	Figure™3Scatter plots at the species level. astPlt0.05, astastPlt0.005. The medians and the interquartile ranges are shown
	Outline placeholder
	E. coli


	Discussion
	Figure™4Correlation between the BMI and specific bacterial clades. Plots represent analyses performed only on the carriers for each bacterial clade studied. Spearman correlation test: Methanobrevibacter smithii r=-0.20, P=0.01. Lactobacillus reuteri r=0.4
	Table 2 
	Conclusion
	We thank all the volunteers because without them, this study would not have been possible. The sponsors took no part in the design of the study, data collection and analysis, decision to publish or preparation of the manuscript.Author contributions
	We thank all the volunteers because without them, this study would not have been possible. The sponsors took no part in the design of the study, data collection and analysis, decision to publish or preparation of the manuscript.Author contributions
	ACKNOWLEDGEMENTS
	Author contributions
	A9




