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Supplementary Figure S1: The KEGG pathway of Fatty acid degradation. Nodes marked in green indicate downregulated genes of experimental group.
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Supplementary Figure S2: The KEGG pathway of Fatty acid elongation. Nodes marked in green indicate downregulated genes of experimental group.
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Supplementary Figure S3: The KEGG pathway of Biosynthesis of unsaturated fatty acids. Nodes marked in green indicate downregulated genes of experimental group.
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Supplementary Figure S4: The KEGG pathway of Fatty acid biosynthesis. Nodes marked in green indicate downregulated genes of experimental group.
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Supplementary Figure S5: The KEGG pathway of Glycolysis / Gluconeogenesis. Nodes marked in red indicate upregulated genes of experimental group; nodes marked in green indicate downregulated genes of experimental group; nodes marked in purple indicate both upregulated genes of experimental and control groups.
[image: ]
Supplementary Figure S6: The KEGG pathway of Amino sugar and nucleotide sugar metabolism. Nodes marked in red indicate upregulated genes of experimental group; nodes marked in green indicate downregulated genes of experimental group; nodes marked in purple indicate both upregulated genes of experimental and control groups.
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Supplementary Figure S7: The KEGG pathway of Galactose metabolism. Nodes marked in green indicate downregulated genes of experimental group; nodes marked in purple indicate both upregulated genes of experimental and control groups.
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Supplementary Figure S8: The KEGG pathway of Fructose and mannose metabolism. Nodes marked in red indicate upregulated genes of experimental group; nodes marked in green indicate downregulated genes of experimental group; nodes marked in purple indicate both upregulated genes of experimental and control groups.
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Supplementary Figure S9: The KEGG pathway of Cysteine and methionine metabolism. Nodes marked in red indicate upregulated genes of experimental group; nodes marked in green indicate downregulated genes of experimental group.
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[bookmark: _GoBack]Supplementary Figure S10: The KEGG pathway of Citrate cycle (TCA cycle). Nodes marked in red indicate upregulated genes of experimental group; nodes marked in green indicate downregulated genes of experimental group.
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FRUCTOSE AND MANNOSE METABOLISM
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BIOSYNTHESIS OF UNSATURATED FATTY ACIDS
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GLYCOLYSIS / GLUCONEOGENESIS
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