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Comparison between in vitro data in the M-ARILE and in vivo data in healthy human ileum
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(d’ Most of the results in the M-ARILE are in accordance with in vivo data in healthy human ileum

The M-ARILE model can provide a powerful platform for mechanistic researches on personalized nutrition and medicine in the gut
D I s c u SSI 0 N microbiome field by providing information on
% - the impact of ileal microbiota on food digestibility and micronutrients bio-accessibility
- the effect of drug on ileal microbes but also their potential for drug metabolism
- the interactions between food-borne pathogens and ileal microbial communities
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