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Figure S1. Experimental workflow for global proteome, phosphoproteome, and N-glycoproteome profiling.
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Figure S2. Quality control summary. Principal-component analysis, sample-sample correlation heatmaps, and coefficient-of-variation summaries for the phosphoproteome, glycoproteome, and global proteome.
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Figure S3. Differential expression (DE) features across treatment contrast in each omics layer. Positive and negative bars denote increased and decreased abundance, respectively; significance was defined as adjusted p < 0.05 and |log2 fold change| > 0.58.

[image: ]
Figure S4. Fucosylation-resolved glycopeptide responses to sialidase. Fucose count plotted against sialidase-induced log2 fold change within matched glycopeptide families stratified by sialic acid count.
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