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Supplementary Figure S1. Relative abundance of bacteria at (A) phylum and (B)

genus level. The top 10 phyla and genera were repsented using different colors.
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Supplementary Figure S2. The core microbiome of animal under the effect of

different dietary traetments.
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R=0.086, P= 0.014
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Supplementary Figure S3. Analysis of similarities presented intra-group distance and

inter-group distance.
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Supplementary Figure S4. Boxplot of relative abundace of 13 differential abundant
genera. The abundace of bacteria were loglO transferred. Samples from different

dietary treatments were represented by different colors.
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Supplementary Figure S5. Principle component analysis of predicted metagnomic

data. Samples from different dietary treatments were represented by different colors.



