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ABSTRACT RESULTS

Purpose: Glycoprotein characterization using native mass spectrometry remains challenging as its heterogeneity leading Data Ind epen dent ACq uisition - Proton Transfer Ch arg e Reduction Direct Mass Technol 09y mode

to complex spectra. This study leverages proton transfer charge reduction (PTCR) and Direct Mass Technology mode Chall _ Challenges:

(charge detection mass spectrometry, CDMS) on Orbitrap platforms to unravel glycoprotein complexity under native allenges.

condition. Unresolved charge states due to heterogeneity Heterogeneity causes loss of charge state resolution — particularly for large or heavily PTM molecules
Methods: DIA-PTCR: Direct Mass Technology mode:

1. The complex glycoproteins were quadrupole-isolated in narrow windows to minimize interference from various Automated sliding window of gas phase charge reduction separates species overlapped in m/z m/z and z are simultaneously measured for single ion

glycoform signals.
1. Comparison of ensemble measurement and Direct Mass Technology analysis of Fetuin

2. Subsequently, the isolated ion packets were charge reduced in the ion trap and scanned in the Orbitrap. 1. lon trap vs. Quadrupole isolation followed by PTCR
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Test Methods 2. Direct Mass Technology analysis of Nucleocapsid protein
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Data were analyzed using Thermo Scientific™ BioPharma Finder™ 5.0 and STORIboard (Proteinaceous). SID100 s Si'cpb‘”d‘“g? purity? 97;’0268 CON CL US | ONS
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Processing Workflow

I Select input directory and calibration file for processing I2MS data. 49316

v Native top-down analysis provides structure information such as chain linkage and interaction interface.

Load an I2MS file

'E.
- Load an existing .i2ms file. S I D 1 2 O 50
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v DIA-PTCR discloses Nc protein decorated with either covalent modification or noncovalent interaction SCIENTIFIC
v Mild and strong desolvation condition reveals different extent of noncovalent and covalent interactions




	Slide 1

