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Background Instrumentation: CE-MS Setup Results and Discussion
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diagnostic oxonium ions generated from a glycan moiety to identify the * Agilent Capillary Electrophoresis system (G7100)

e Agilent CE-MS Adapter Kit (G1603A)

e Agilent CE-ESI-MS Sprayer Kit (G1607A)

capabilities of Agilent MassHunter and BioConfirm software, enabled e Agilent 1200 series isocratic HPLC pump (automated sheath liquid delivery)
e Agilent 6520 Accurate-Mass Q-TOF with API Dual Electrospray Source

glycopeptides. The CE-MS platform, combined with the powerful data processing
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Peptide digest Mass Spectrometry

MS: 6520 Q-TOF
lonization/Acquisition: Dual ESI, 300-3200 m/z

Sheath liquid: 0.5 % acetic acid in 50 % MeOH
Sheath liquid flow: 4 uL/min

and DTT and then incubated at 95°C for 20 min. To this solution, IAA was added and || Drvinggasflow: > L/min
Nebulizer: 10 psi

incubated at room temperature in the dark for 60 min. The solution was adjusted to Drying gas temp: 150°C
Fragmentor: 175V

pH 7-8 and trypsin digestion (20:1) was performed overnight incubating at 37°C. The Veap: 3500V

Accu time: 333.3 ms/spectrum
samples were either immediately analyzed by CE-MS or stored at -20°C until use. Accurate: 3 spectra/s
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