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Supplementary Tables

Table S1. Identified and quantified proteins in the experiment.

Table S2. Identification of 657 N-glycosylation sites on 328 glycoproteins.

Table S3. Protein domains from the identified proteins with fold change>2 and P<0.05.

Table S4. Protein-protein interactions extracted from IntAct.

Table S5. Crosslinked peptides identified in the duplicate experiments.
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Supplementary Figures
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Figure S1. Protein clustering of enriched proteins based on biological process.
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Figure S2. (a) Classification of identified surface N-glycoproteins. (b) Site location of the type |

and 11 N-glycoproteins based on the transmembrane domain (TM).
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Figure S3. Overlap of the crosslinked peptides identified from the biological duplicate
experiments.
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