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The device offers multiple-stage tandem mass spectrometry with very high mass resolving power in

every stage using the novel technique of mass-selective ion-trapping [3,4]. " RFQ lon Trap
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A Software was designed and developed to improve data aquisition, analysis and Mass Range 107 mbar
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o< Hardware control Repitition rate: 1 kHz

e Full control and preview of RFQ time sequencer via fpga board Atmf)sphenc lon Source
Mobile setup: 0.8 m3 — Detector

Power consumption < 1.5 kW Schematic layout of the MR-TOF-MS [3]

e Optimizer can access applied voltages and time sequencer

e Feedback software stabilizer keep flight times stable

L. Data Acquisition
e Support of parallel ADCs/TDCs for increased dynamic range
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Mass Measurement Accuracy:
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e Enableslong term measurement with auto-save feature
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" Lysine was measured, isolated and dissociated (CID).
MS3 of Lysine [siotibies ssociated (€10

Lysine - NH, (C¢H,,N,O,) at m = 130 u was again isolated and disspciated
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Stages of mass selective re-trapping of ions at an MR-TOF-MS [4]
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MS3 of Lysine [3]: 1) Full spectrum, 2) Isolation of precursor, 3) CID, 4) Isolation of product, 5) Fragmentation of product
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e Precursor selection in the same analyzer as measurement
e Re-trapping (precursor selection) resolving power up to 70 ooo




