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Elucidating the microbiome, genes, and enzymes unique to fiber responders
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There are “ responders” who can obtain the health benefits of dietary fiber

and “ non-responders” who cannot, and it is thought that the gut microbiota is responsible for the
difference between the two. However, the specific gut bacteria species and molecular mechanisms
that distinguish responders from non-responders are unknown. In this study, we used human fecal
culture to evaluate the effects of dietary fiber on the gut microbiota and metabolite production,
using glucomannan (KGM) as a model dietary fiber. We found that the proportion of Parabacteroides
sp., for which various health benefits have been reported, increased with KGM and that there were
individual differences in the extent of the increase. The addition of KGM tended to increase
propionic acid. In addition, it was suggested that the increase in Parabacteroides sp. by KGM was
due to interactions with other gut bacteria.
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