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Abstract

Birds have a special intestinal structure, and due to their complex environment and lifestyle, the
gut microbiota is unstable and malleable. Changes in both the external and internal environment
of the host can affect the composition of the gut microbiota. The complex life history and diverse
feeding habits of birds further complicate the changes in the gut microbiota. Therefore, this paper
reviews four aspects of the relationship between avian gut microbiota and feeding habits, factors
influencing gut microbial establishment in birds, ecological adaptation of avian gut flora and the
application of high-throughput sequencing in avian gut microbiota.
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