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Figure S1 Heatmap of functional pathways on gut microbiota in different groups. (A)

Heatmap analysis on KEGG functional pathway at level 1 by using Tax4Fun. (B)

Heatmap analysis on KEGG functional pathway at level 2 by using Tax4Fun. KEGG,

Kyoto Encyclopedia of Genes and Genomes.
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Figure S2 Heatmap of differential metabolites of mice serum in the model and control
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group. (A) (B) Heatmap analysis on differential metabolites between the control

group and the model group in positive and negative ion mode.
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Figure S3 Heatmap of differential metabolites of mice serum in the THPH and model
group. (A) (B) Heatmap analysis on differential metabolites between the THPH group
and the model group in positive and negative ion mode.
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Figure S4 The biological metabolic pathways on differential metabolites of mice
serum in different groups. (A) (B) Bubble diagrams of KEGG pathway enrichment
analysis on differential metabolites between the model group and the control group in

positive and negative ion mode. (C) (D) Bubble diagrams of KEGG pathway



enrichment analysis on differential metabolites between the THPH group and the

model group in positive and negative ion mode.



