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Data Analysis: MS, MS/MS, and MS3 spectra were analyzed using SCIEX PeakView® software.

Figure 3. Representative extracted precursor ion electropherograms of (A) a-fucosylated and (B) fucosylated IgG1 glycopeptides from CESI-MS.

Figure 5. CE-LIF analysis of (A) an APTS-labeled carbohydrate ladder and (B) a-fucosylated series of mAb glycan standards.
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