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The human microbiome evolves and adapts over time
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Microbiome Horizontal gene transfer (HGT)
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HGT is common in the human microbiome;
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Xenobiotics alter complex microbial communities
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Children’s gut microbiome are vulnerable to
xenobiotics
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How does longitudinal exposure to antiseizure drugs
(carbamazepine, sodium valproate, and levetiracetam)
influence the early life gut microbiome structure and
function?
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Our experimental approach relied on establishing semi-
continuous microcosms
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Relatve abondance

1. Feces composition was the main determinant of the
microcosm structure during semi-continuous cultivation
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Heght

2. Among the three drugs, carbamazepine had the greatest
impact on the microbial communities
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Our experimental approach relied on establishing semi-
continuous microcosms
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Metabolo Chronic exposure to carbamazepine depleted 52
metabolites.

The impact of carbamazepine was greater on metabolomes on C7 than C1
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4. LNronic exposure to Carbamaze
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5. Drug-free cycles partially alleviate the impact of
carbamazepine

Cycle 7 (chronic exposure)
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Take home message

. .................... . ° MOdification Of the Communities CompOSition
“Compo n * dependent on the primary feces composition.

Microbiota 1

composntlon Alteration in the abundance
of 15 genus

es decrease of 52
metabolites distributed
— in 8 super-pathways
per-p y
Drug-free cycles
(4 days)

Microbiota 3 (Dop et al. in prep) 14
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