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Figure S1. Spearman’s correlation between cecal microbial taxa. Only significantly correlated
taxa (P < 0.05) were shown. Spearman correlations between microbes revealed that Bacteroides
was negatively correlated with the genera Lactobacillus, Escherichia-Shigella, Blautia,
Subdoligranulum, Anaerostipes, Negativibacillus, the [Ruminococcus|-torques-group, and an
uncultured genus belonging to the family Ruminococcaceaea. In addition, the genera
Faecalibacterium, Anaerofilum, Anaeroplasma, Alistpe, as well as an undetermined genus from
the order Oscillospirales showed positive correlations to Bacteroides.
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Figure S2. Spearman’s correlation between the key enzymes of the chicken cecal microbial
functional network and cecal SCFA concentrations. Key enzymes identified in the microbial
functional network of the microbiome with elevated Bacteroides (i.e. acetylxylan esterase,
arylsulfatase, B-L-arabinofuranosidase and licheninase) were significantly associated with the
chicken cecal SCFA concentrations at day 7.



