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INTRODUCTION: Stomach (<10°cFu/mL)

« The gut microbiome (microbial community with distinct physio-chemical properties in a given habitat) >

. through the gastrointestinal tract (micro-organisms and metabolites) (Figure 1).
 Dysbiosis = unbalanced microbiome > linked to some cancers, inflammatory, metabolic and neurological diseases... |
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e  Current methods for the study of the human intestinal microbiome: of the entire gut microbiome.
 Faecal analysis: common but do not fully represent the intestinal microbiome (only large bowel). R crobacilius
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Gastro-resistant Figure 1: Microbial diversity and concentration in the human digestive
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Figure 2: Structure and use of Pelican Sampler medical devices
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Method: Faecesand Sl liquid were collected from one healthy donor at two time points (June 2022 and February 2023). : ~ -
Four Sl samples were analyzed and their three corresponding stools. |
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We detected specific metabolites such as glycocholic acid (primary conjugated bile acid) in Sl samples.
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