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/ \ Figure 1: Dissociation pathways of intact mAbs in a multiple-stage MS4 experimental workflow involving collisional activation and electron capture reactiony

= Multidimensional multiple-stage top-down experiments are
performed in the Omnitrap™ platform for in-depth characterization
of intact non-reduced monoclonal antibodies (mADbs).
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* |[ntact mAbs are activated and dissociated in MSn workflows
Involving resonance excitation in argon pulsed gas and via
reactions with externally injected near-zero energy electrons.

= High quality information-rich top-down mass spectra are generated
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Figure 3: lon processing steps in an MS4 top-down workflow for the was performed with the

analysis of intact mAbs involving slow-Heating CID of charge reduced ECD
precursor ions.

Figure 4. The Omnitrap platform coupled to a
Orbitrap™ mass analyzer. Q Exactive Orbitrap Mass Spectrometer.

Figure 2: The Omnitrap platform is a segmented RF linear ion trap
enabling multidimensional multiple-stage tandem mass spectrometry.

/ MS2 CID & Broadband Excitation of intact mAb \ /Ion Accumulation & MS3 ECD of the Light Chain\ / MS4 CID of the charged reduced LC ions \
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= The first top down M3S4 experiment performed in the Omnitrap platform for the analysis of intact mAbs shows great promise for achieving || FIGURE 12. HC fragment b110++ sequence map produced by MS4 CID.
complete sequence coverage. \ /
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