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Mechﬁnism of changes in microbiome and mycobiome by fructo-oligosaccharide
intake
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It is known that the composition of the intestinal flora is closely related
to human health and disease. If these can be controlled, it is easy to imagine that various benefits
such as improved intestinal environment, improvement of various diseases, avoidance of obesity,
etc. can be obtained. In this study, we fed fructo-oligosaccharides (FOS) and
galacto-oligosaccharides (GOS), one of the representative prebiotics, to mice to change the
intestinal environment. Fluctuations with microbiome and mycobiome were investigated.
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