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Supplementary figure 1. Protein overview of complete metabolism in biological systemsin BW vs. SUM, map011007>77
Green indicates metabolic pathways in which proteins are downregul ated; red indicates metabolic pathways in which proteins are upregul ated; blue indicates metabolic pathways in which proteins were quantified but do not participate in up/down regulation.
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Supplementary figure 2. Annotated KEGG map for fatty acid biosynthesisin BW vs. SUM, map000617>77

The blue border belongs to the background protein, and the black border indicates the protein was not identified in this experiment. The red/green colour in the figure marks the differentially
expressed proteins detected in this experiment, in which red represents upregulated proteins and green represents downregulated proteins. Half red and half green indicates the protein is both
upregulated and downregulated (the same meaning as in this manuscript).
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Supplementary figure 3. Annotated KEGG map for oxidative phosphorylation in BW vs. SUM, map001907>-7/
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Supplementary figure 4. Annotated KEGG map for starch and sucrose metabolism in BW vs. SUM, map005007> "
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Supplementary figure 5. Annotated KEGG map for phagosomesin BW vs. SUM, map041457>-77
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Supplementary figure 7. KEGG pathway enrichment analysis of differentially expressed proteinsin AW vs. BW.
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significant enrichment in this KEGG pathway.



Supplementary figure 8. Protein overview of complete metabolism in biological systemsin AW vs. BW, map01106577
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Supplementary figure 9. Annotated KEGG map for oxidative phosphorylation in AW vs. BW, map0019(35'77
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Supplementary figure 10. Annotated KEGG map for citrate cycle (TCA cycle) in AW vs. BW, map00020™ "
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Supplementary figure 11. Annotated KEGG map for carbon metabolism in AW vs. BW, map012007>77
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Supplementary figure 12. Annotated KEGG map for fatty acid metabolismin AW vs. BW, map012127577
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Supplementary figure 13. Annotated KEGG map for starch and sucrose metabolism in AW vs. BW, map005007>-77
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Supplementary figure 14. Annotated KEGG map for fatty acid biosynthesisin AW vs. BW, map000617>77
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Supplementary figure 15. Annotated KEGG map for glycolysis/gluconeogenesisin AW vs. BW, map000107>-77



Statistics of Regulated Enrichment
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Supplementary figure 16. Visualization of significantly enriched Domainin AW vs. BW.
Upregulated proteins in functional categorizations of proteins differently expressed according to Fisher's extract test. The Number of Diffproteinsisthe
number of differentially expressed proteins enriched in the Domain; the Domain enriched fold is shown on alog2 scale in a colour gradient.
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Supplementary figure 17. Annotated KEGG map for glutathione metabolism in AW vs. BW, map004807>77




