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AUrto]l A= vlo] 3 Aol dfo A e ARy 20161 Cell
of RuFAJTH5] o] =FoAE= 2]o]idf(dietary fibene} Hw]| Al &=
(gut microbiota), 18]aL 2y =28 (colonic mucus barrier) 7+e] 71534 A
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Fiber-rich (FR) diet Fiber-free (FF) diet

Gnotobiotic mice with
characterized human
gut microbiota
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Infection

with enteric —

pathogen QD
Mature mucus layer: Microbiota eroded mucus
intact barrier function layer: barrier dysfunction

—;r-Fi_bar-dlegrading %Mucus-degradmg @ Mucosal pathogen [l Bacterial dietary [ Bacterial host-secreted
®  microbiota \‘ microbiota fiber degradation mucus degradation

=X : Desai et al, A Dietary Fiber-Deprived Gut Microbiota Degrades the Colonic Mucus
Barrier and Enhances Pathogen Sus-ceptibility, Cell, 167(5) 1339-1353e21, 2016
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