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Supplementary Figure
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Fig 1. Spearman correlation analysis of clinical indicators. *p-value <0.05; **p-value<0.01；***p-value<0.001.
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Fig 2. Batch effect correlation of microbiome data.
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Fig 3. Species distribution at the phylum level.
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Fig 4. Microbiota with genus level difference.
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Fig 5. Microbiota with species level difference.
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Fig 6. Linear discriminant analysis effect size (LEfSe) analysis displayed the differences in enzymes between the two groups.
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Fig 7. Linear discriminant analysis effect size (LEfSe) analysis displayed the differences in KEGG modules between the two groups.
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Fig 8. Gel electrophoresis of DNA from the fecal samples.(A-E)Gel electrophoresis of DNA from fecal samples of Batch 1.(F-H)Gel electrophoresis of DNA from fecal samples of Batch 2. (I)Ladder Band Pattern of DNA Gel Electrophoresis from batch 2.
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