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The present study clearly demonstrated that a human gut butyrate producer

Faecalibacterium prausnitzii contained a significant taxonomic issue. This resulted in production of

incorrect reports regarding ecology of the microbe in human gut. The present study addressed about
the taxonomic issue and proposed 3 novel species in the genus Faecalibacterium. Moreover, a novel
tool for a quantification of the microbes in human gut was designed. Faecalibacterium spp. had
different oligosaccharide metabolic properties among species and produced butyrate from the
metabolism.
The gene encoding Microbial Anti-inflammatory Molecule (MAM), which was specific to the species, was

conserved in genomes of all Faecalibacterium spp. tested, while their structures varied among the
species.
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