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Vion IMS QTOF MS with UNIFI Scientific Information System improves peptide

Capillary Voltage: 3.0 kV Key Words: . A E . )
Sampling cone: 40 V A B mapping analysis via HDMS™ acquisition and processing.
. : ; ; ; e Routine CCS measurement for peptides (with RSD% < 1%b)
Source offset: 80 V 1. IMS: lon Mobility Separation 5 min (ESradlent 60 mmEGradlent o J MS _ q : for MSE and HOMSE o
Source temp: 120 0C - _ o . o HDMS HDMS e Five order o etection dynamic range for an acquisition
2. MS™: MS with Elevated collision energy (typically refers to Data Independent Acquisitions, DIA) modes
Desolvation temp: 250 °C . - . - . . . . . .
DI: - I- iti .TWSE d HDMSE 3. HDMSE: High Definition MSE  (or MSE with lon Mobility Separations Upstream of the Quadrupole) Sequence 85% 86% e Fast Peptide Mapping with good sequence coverage is achievable
acquisttion: an 4. DT: Drift Time coverage e Higher specificity of fragmentation data was obtained via HDMSF for low
5. CCS: Collision Cross Section Sequence coverage is calculated from 6 analysis e s abundant peptides
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A mass< 5 ppm

Potential applications for isolating isobaric glycopeptides
Improved data display for IMS chromatograms and processing results
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