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. Bifidobacteria are common members of our gut microbiota.
. They are known to be health promoting and utilise some of the complex carbohydrates (glycans) we take in in our diet that we are unable to break down in exchange for many benefits such as production of
AQ vitamins and educating our immune system.
g/ . Fructans are plant glycans common in the diet that are used by some health promoting members of the microbiota including Bifidobacteria spp. While many species can use short chain fructans (fructo-
oligosaccharides; FOS), Bifidobacterium adolescentis can use both FOS and longer chain fructans like inulin (see above).
. Fructans are broken down by glycoside hydrolase enzymes from family 32 (GH32s) and in this project we wanted to investigate the substrate preferences of the two GH32 enzymes encoded by B. adolescentis to

see if this could provide insight into the organism's ability to use both long and short chain fructans.
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