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Figure 4: HILIC MSF analysis of an IgG digest. MSF data obtained at elevated collision energy are
useful to confirm which peptides are glycosylated - characteristic glycan fragment ions are
generated. (A) Total ion MS chromatogram (TIC), (B) XIC MS chromatogram of 204.10 and
366.15 Da sugar ions , (C) Examples of two MSF spectra. HILIC grad. 90-40 % B in 45 min

Figure 1: RP-LC peptide map of IgG. Glycopeptides with EEQFNSTFR are only partially
resolved chromatographically due to micro-heterogeneity of glycans. (A) UV

chromatogram, (B) extracted MS chromatograms. ACQUITY UPLC BEH130 PST 2.1 x 100 mm, 1.7
pm column, A: 0.1% TFA in water, B: 0.08% TFA in MeCN, grad. 0-50% B in 118 min.

Figure 3: Detailed view of the separation of IgG glycopeptides in HILIC mode. The
glycoforms of the peptide EEQYNSTYR are resolved reflecting various glycans. (A) UV
chromatogram, (B) Combined XIC MS traces, (C) individual XIC chromatograms.
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