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The gut microbiota is known to play an important role in energy harvest and is likely to affect feed efficiency. In the

context of feed-food competition and where feed cost represents 70% of eggs production cost, studying the gut
microbiota of laying hens allow to determine its role In feed efficiency and its sensitivity to the diet composition.
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SCFA relative concentration Our results are consistent with the idea that a richer and more diverse microbiota
B R-CTR & R-LE 8 R+CTR & R+LE contributes to improve animal feed efficiency but this association is highly feed
dependent. In optimal context, we hypothesise that efficient birds optimise

nhutrients absorption, through fibre degradation by fibrolytic bacteria that produce
propionate and influence the host metabolism.
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