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Figure S1. a-diversity analysis of the gut microbiota. Shannon index (A), Ace (B) and Chao index
(©).
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Figure S2. Heatmap analysis of the composition of the gut microbiota at the phylum level.
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Figure S3. Composition of the gut microbiota at the genus level.
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Figure S4. LEfSe analysis of the gut microbiota between NC and MD groups. Only taxa with an LDA

score of above 3.5 are shown.
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Figure S5. LEfSe analysis of the gut microbiota between MD and ECP groups. Only taxa with an LDA
score of above 3.0 are shown.
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Figure S6. Clusters of orthologous genes (COG) function analysis of the gut microbiota (A). Different
COG functions including carbohydrate transport and metabolism, energy production and conversion,
amino acid transport and metabolism, lipid transport and metabolism and secondary metabolites
biosynthesis, transport and catabolism were analyzed (B). Different alphabetic characters in panel B
indicate significant differences (P < 0.05) between groups.
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Figure S7. Pearson’s correlation analysis of different gut bacteria at the phylum level with triacylglycerol,
body weight and cholesterol. Correlations with R > 0.4 or R < -0.4 were identified by asterisks. *P < 0.05,
**P <0.01, **P < 0.001.



