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Figure S1. Correlation analysis of samples based on the relative content of the metabolites.
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Figure S4. KEGG annotation and enrichment plots of the DAMS in pairwise comparison between (A) K1102_vs 262;
(B) K1102_vs_1392; (C) K1102_vs_K115; (D) 1392_vs_262; (E) K115_vs_262; (F) K115 vs_1392.
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Figure S7. Volcano plots of the DEGs in pairwise comparison between (A) K1102_vs_262; (B) K1102_vs_1392; (C) K1102_vs_K115.
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