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Electron Transfer Dissociation (ETD) is an Ubiquitin, with very complex ETD product ion show excellent consistence between reduced monoclonal mouse IgG.
accepted dissociation technique for the spectra, this high resolution and mass experimental data and the simulated
sequence characterization of large peptide and accuracy was more than sufficient for protein isotopic pattern of the ETD product ions.
protein molecules. Orthogonal TOF instruments identification by data base searching. As Within the m/z-range of 600 to 1000 at e
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A quadrupole OTOF (Bruker maxXis™) was with the Mascot data base searching from the reliably a list of singly charged
equipped with a nCl-source and a hexapolar ETD SNAP II™ deconvoluted data resulting in monoisotopic masses which is required for
reaction cell. ETD Reagent anion and analyte probability scores of 416, 407, 208 for the data base searching. 1 |
ions were mass selectively transmitted through a averaging of 280, 47, 5 ETD MS/MS spectra of Heavy chain
mass resolving quadrupole. ETD reactions are intact ubiquitin.
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Each ETD experiment consists of the steps of (c) cation accumulation, (a) anion 47 of 75 c fragments and 45 of 75 z* fragments were identified.
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