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Unoccupied glycosylation site

Supplemental Figure 1. Absent glycosylation. Box plots showing increased levels of unoccupied glycosylation sites on proteins (A) Transferrin-derived peptides with non-glycosylated sites
Asn432 and Asn630 (B) Peptides derived from other selected proteins with unoccupied glycosylation sites as indicated. The box plots depict minimum and maximum values (whiskers),
upper and lower quartiles, and median. The length of the box represents the interquartile range. PMM2-CDG (n=7), Controls (n=7); *=q<0.05, **=q<0.01, ***=q<0.001; The q values were
calculated by t-test with multiple testing using Benjamini-Hochberg procedure.
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Supplemental Figure 2. Serum glycoproteomics. (A) Bar plot showing numbers of glycopeptides by class (oligomannose, paucimannose, complex/hybrid) (B) Bar plot showing numbers of
glycopeptides by composition (sialylated, fucosylated, sialylated and fucosylated, neither sialylated nor fucosylated) (C) Number of paucimannose and oligomannose glycopeptides
containing different numbers of hexose residues.
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Supplemental Figure 3. Site-specific changes in glycosylation of selected abundant proteins. Data are shown as a chord diagram with each
connecting chord representing a glycopeptide from a protein glycosylation site shown on one side, and the composition of the glycan on the
other side. The color of the chord represents the log,-transformed fold-change (average of PMM2-CDG, n=7/average of controls, n=7) as

shown.
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