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Methanogenic archaea increase the efficiency of bacterial fermenta-
tion by removing one of its end products, H2. Our recent studies of
gnotobiotic normal mice colonized with the principal methanogenic
archaeon in the human gut, Methanobrevibacter smithii, and/or
B. thetaiotaomicron revealed that co-colonization not only increases
the efficiency, but also changes the specificity of bacterial polysac-
charide fermentation, leading to a significant increase in adiposity
compared with mice colonized with either organism alone15.

Comparative metagenomic analysis

Using reciprocal TBLASTX comparisons, we found that the
Firmicutes-enriched microbiomes from ob/ob hosts clustered
together, as did lean microbiomes with low Firmicutes to Bacter-
oidetes ratios (Fig. 2a). Likewise, Principal Component Analysis of
EGT assignments to KEGG pathways revealed a correlation between
host genotype and the gene content of the microbiome (Fig. 2b).

Reads were then assigned to COGs and KOs (KEGG orthology
terms) by BLASTX comparisons against the STRING-extended
COG database13, and the KEGG Genes database14 (version 37). We
tallied the number of EGTs assigned to each COG or KEGG category,
and used the cumulative binomial distribution3, and a bootstrap
analysis16,17, to identify functional categories with statistically signifi-
cant differences in their representation in both sets of obese and lean
littermates. As noted above, capillary sequencing requires cloned
DNA fragments; the pyrosequencer does not, but produces relatively
short read lengths. These differences are a likely cause of the shift in
relative abundance of several COG categories obtained using the two
sequencingmethods for the same sample (Fig. 1b). Nonetheless, com-
parisons of the caecal microbiomes of lean versus obese littermates
sequenced with either method revealed similar differences in their
functional profiles (Fig. 1c).

The ob/ob microbiome is enriched for EGTs encoding many
enzymes involved in the initial steps in breaking down otherwise
indigestible dietary polysaccharides, including KEGG pathways for
starch/sucrose metabolism, galactose metabolism and butanoate
metabolism (Fig. 1d; Supplementary Fig. 3 and Supplementary
Table 6). EGTs representing these enzymes were grouped according
to their functional classifications in the Carbohydrate Active
Enzymes (CAZy) database (http://afmb.cnrs-mrs.fr/CAZY/). The
ob/obmicrobiome is enriched (P, 0.05) for eight glycoside hydrolase

families capable of degrading dietary polysaccharides including
starch (CAZy families 2, 4, 27, 31, 35, 36, 42 and 68, which contain
a-glucosidases, a-galactosidases and b-galactosidases). Finished gen-
ome sequences of prominent human gut Firmicutes have not been
reported. However, our analysis of the draft genome of E. rectale has
revealed 44 glycoside hydrolases, including a significant enrichment
for glycoside hydrolases involved in the degradation of dietary
starches (CAZy families 13 and 77, which contain a-amylases and
amylomaltases; P, 0.05 on the basis of a binomial test of E. rectale
versus the finished genomes of Bacteroidetes—Bacteroides thetaiotao-
micron ATCC29148, B. fragilis NCTC9343, B. vulgatus ATCC8482
and B. distasonis ATCC8503).

EGTs encoding proteins that import the products of these glyco-
side hydrolases (ABC transporters), metabolize them (for example,
a- and b-galactosidases KO7406/7 and KO1190, respectively), and
generate the major end products of fermentation, butyrate and
acetate (pyruvate formate-lyase, KO0656, and other enzymes in the
KEGG ‘Butanoate metabolism’ pathway; and formate-tetrahydro-
folate ligase, KO1938, the second enzyme in the homoacetogenesis
pathway for converting CO2 to acetate) are also significantly enriched
in the ob/ob microbiome (binomial comparison of pyrosequencer-
derived ob1 and lean1 data sets, P, 0.05) (Fig. 1d; Supplementary
Fig. 3 and Supplementary Table 6).

As predicted from our comparative metagenomic analyses, the ob/
ob caecum has an increased concentration of the major fermentation
end-products butyrate and acetate (Fig. 3a). This observation is also
consistent with the fact that many Firmicutes are butyrate produ-
cers18–20. Moreover, bomb calorimetry revealed that ob/obmice have
significantly less energy remaining in their faeces relative to their lean
littermates (Fig. 3b).

Microbiota transplantation

We performed microbiota transplantation experiments to test
directly the notion that the ob/ob microbiota has an increased capa-
city to harvest energy from the diet and to determine whether
increased adiposity is a transmissible trait. Adult germ-free C57BL/
6J mice were colonized (by gavage) with a microbiota harvested
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Figure 2 | Microbiomes cluster according to host genotype. a, Clustering of
caecal microbiomes of obese and lean sibling pairs based on reciprocal
TBLASTX comparisons. All possible reciprocal TBLASTX comparisons of
microbiomes (defined by capillary sequencing) were performed from both
lean and obese sibling pairs. A distance matrix was then created using the
cumulative bitscore for each comparison and the cumulative score for each
self–self comparison. Microbiomes were subsequently clustered using
NEIGHBOUR (PHYLIP version 3.64). b, Principal Component Analysis
(PCA) of KEGG pathway assignments. A matrix was constructed containing
the number of EGTs assigned to each KEGG pathway in each microbiome
(includes KEGG pathways with .0.6% relative abundance in at least two
microbiomes, and a standard deviation.0.3 across all microbiomes), PCA
was performed using Cluster3.0 (ref. 25), and the results graphed along the
first two components.
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Figure 3 | Biochemical analysis and microbiota transplantation
experiments confirm that the ob/obmicrobiome has an increased capacity
for dietary energy harvest. a, Gas-chromatography mass-spectrometry
quantification of short-chain fatty acids in the caeca of lean (n5 4) and
obese (n5 5) conventionally raised C57BL/6J mice. b, Bomb calorimetry of
the faecal gross energy content (kcal g21) of lean (1/1, ob/1; n5 9) and
obese (ob/ob; n5 13) conventionally raised C57BL/6J mice. c, Colonization
of germ-free wild-type C57BL/6J mice with a caecal microbiota harvested
from obese donors (ob/ob; n5 9 recipients) results in a significantly greater
percentage increase in total body fat than colonization with a microbiota
from lean donors (1/1; n5 10 recipients). Total body fat content was
measured before and after a two-week colonization, using dual-energy X-ray
absorptiometry. Mean values 6 s.e.m. are plotted. Asterisks indicate
significant differences (two-tailed Student’s t-test of all datapoints,
*P, 0.05, **P# 0.01, ***P, 0.001).
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痩せマウス	
同じ食餌を2週間・・・	

肥満フローラマウスのほうが太った。	

Turnbaugh et al., Nature (2006)	
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