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Introduction

Chicken meat has become the most consumed animal meat worldwide.
The chicken gut microbiota strongly influences immunity, nutrient digestion, and feed efficiency.

Most studies mainly focused on the characterization of the chicken gut bacteriome, with less effort to reveal
the fungal community.

The development of gut microbiota during early life has a far-reaching impact on host health.
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Results

Study design
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Abundance and diversity of the chicken gut microbiota reach a plateau
at 7 days posthatch
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RMP biases chicken gut microbiota development and microbial
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Ecological deterministic and stochastic processes shape the
segment-specific community types
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Chicken gut microbes have different colonization abilities
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Co-occurrence networks reveal more positive associations among
microbes in the chicken gut
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Serum metabolite abundance changes with chicken development
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QMP of gut microbiota establishes connections between microbes and
chicken serum metabolites
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€ The developmental trajectory of the broiler chicken gut microbiota is
revealed by a quantitative microbiome profiling approach.

€ The chicken gut microbiota displays gut segment-specific community
types and growth stage-specific microbes.

€ The chicken gut microbes have different colonization abilities, forming
different developmental patterns.

€ The chicken gut microbiota development is associated with the
chicken serum metabolite changes.
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