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Identification and functional analysis of genes Important for the activity of
bifidobacteria in the intestine harboring Intestinal microbiota
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Bifidobacteria are well-known for their beneficial effects on human health,
but the molecular mechanisms how bifidobacteria are colonizing and surviving in the intestine are
not fully understood especially in the presence of the intestinal microbiota. To clarify the
molecular mechanisms, the breeding system of the conventional mice that allows long-term
colonization of the human-derived bifidobacteria was established. Using this system, bifidobacterial

genes specifically expressed in the intestine were identified by R-IVET analysis. Furthermore, a
transposon mutant library comprising 48,000 mutants was constructed and administered to the
germ-free mice. Increase and decrease of each mutant in the intestine were comprehensively evaluated

by the INSeq analysis. Finally, 442 genes were identified that were important to the colonization
and survival in the intestine.
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