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Figure S1. Distribution of phosphorylated peptides and phosphorylated sites identified. (A) Volcano
map of error rate distribution by mass spectrometry; (B) length distribution of phosphorylated
peptides; (C) distribution of phosphorylation sites; (D) distribution of phosphorylation sites at serine,
Threonine and tyrosine residues. Three biological replicates were performed.
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Figure S2. Biological process of GO function classifications on the phosphorylated proteins in the Y1
vs G1, Y1 vs Y2 and Y2 vs G2 comparisons, respectively.
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Figure S3. Cellular component of GO function classifications on the phosphorylated proteins in the
Y1 vs G1, Y1 vs Y2 and Y2 vs G2 comparisons, respectively.
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Figure S4. Molecular function of GO function classifications on the phosphorylated proteins in the Y1
vs G1, Y1 vs Y2 and Y2 vs G2 comparisons, respectively.
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Figure S5. Subcellular localization prediction of GO function classifications on the phosphorylated
proteins in the Y1 vs G1, Y1 vs Y2 and Y2 vs G2 comparisons, respectively.
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Figure S6. GO enrichment analysis on cellular component in the Y1 vs G1, Y1 vs Y2 and Y2 vs G2
comparisons.
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Figure S7. GO enrichment analysis on molecular function in the Y1 vs G1, Y1 vs Y2 and Y2 vs G2

comparisons.
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Figure S8. Domain enrichment analyses in the Y1 vs G1, Y1 vs Y2 and Y2 vs G2 comparisons,
respectively.
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Figure S9. Protein-protein interaction networks of phosphorylated proteins in the Y1 vs G1, Y1 vs Y2

and Y2 vs G2 comparisons.



