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The mass of the O-linked glycan CorelS1, plus the mass of the serine to which it is attached, gives a

mass shift of 743.26 Da between the associated fragment ions in the EAD MS/MS spectra; this can be
clearly seen (using the measuring tool in Biologics Explorer). The positions with observed fragments are REFERENCES
marked in the annotation in the upper-right corners showing that nearly complete sequence coverage

Sample preparation:
Bovine fetuin from Sigma-Aldrich was proteolyzed using a trypsin/lys-C combination after reduction and
carbamidomethylation of disulphide bonds.

Data acquired in EAD-mode using a new QTOF mass spectrometer was successfully loaded and imported into
Biologics Explorer. Raw data can be viewed and visually assessed using an ion map or traditional total ion
chromatogram (TIC) / base peak chromatogram (BPC) display (Figure 2).
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