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[bookmark: _Hlk156452341][bookmark: _Hlk170313809]Figure S1. Chao1 (a, b) and Shannon (c, d) indexes for rumen microbiota. Plot of principal coordinate analysis (e, f). A shorter distance between the sample points shows greater similarity of the bacteria. (a, c, e) based on region V3-V4 and (b, d, f) based on region V4-V5 of 16S rRNA. HE, high concentrate (84%) diet without silage; CS, corn silage-based diet; AS, alfalfa silage-based diet; MS, mulberry leaf silage-based diet. 
Note: * represents significant difference between Silage (CS, AS, and MS) groups and HE.
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Figure S2. Relative abundance of rumen bacteria at the phylum (a, c) and genus (b, d) levels in the four groups. HE, high concentrate (84%) diet without silage; CS, corn silage-based diet; AS, alfalfa silage-based diet; MS, mulberry leaf silage-based diet. (a, b) based on region V3-V4 and (c, d) based on region V4-V5 of 16S rRNA.


[image: ]
Figure S3. Chao1 (a) and Shannon (b) indexes for rumen microbiota. Plot of principal coordinate analysis (c). LC, low-concentrate diet; HC, high-concentrate diet.
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Figure S4. Principal component analysis (PCA) of liver tissue (a) and tail adipose tissue (b). LC, low-concentrate diet; HC, high-concentrate diet.


[image: ]
Figure S5. Transcriptome sequencing of liver and tail adipose tissue. The cluster dendrogram and module color of the tail adipose tissue transcriptome (a). The scale independence and mean connectivity of the module (b). The R2 threshold was set at 0.85 (red line stands for 0.90 and the blue line stands for 0.80).
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