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Bifidobacteria, which colonise the human gut early in life, are closely
associated with human health. Previous studies using genomic analyses have strongly suggested that
bifidobacterial colonisation is mainly attributed to the ability of bifidobacteria to utilise a wide

range of oligosaccharides. Here, we have partially elucidated the molecular mechanisms underlying
the utilisation of different oligosaccharides, including milk oligosaccharides, by bifidobacteria.
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Diverse strategies for utilizing fucosylated human milk oligosaccharides found in 2022
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