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Science

Ouyang Peng, Yufang Liu, Xuanci Wang, Yihui Huang, Yiqin Yang, Qixiang Kang, Rui Geng, et al. 2026.

Akkermansia muciniphila enhances chicken resistance to infectious bronchitis virus by boosting GABA synthesis and
suppressing the NF-kB inflammatory pathway. iMetaOmics 3: ¢70086. https://doi.org/10.1002/imo02.70086
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Ouyang Peng, Yufang Liu, Xuanci Wang, Yihui Huang, Yiqin Yang, Qixiang Kang, Rui Geng, et al. 2026.
Akkermansia muciniphila enhances chicken resistance to infectious bronchitis virus by boosting GABA synthesis and
suppressing the NF-kB inflammatory pathway. iMetaOmics 3: ¢70086. https://doi.org/10.1002/imo02.70086
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