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Phase-Constrained Spectrum Deconvolution for Fourier Transform Mass Spectrometry. Analytical
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From Protein Complexes to Subunit Backbone Fragments: A Multi-stage Approach to Native Mass
Spectrometry. Analytical Chemistry, 2013, 85, 11163-11173.

Ultra High Resolution Linear lon Trap Orbitrap Mass Spectrometer (Orbitrap Elite) Facilitates Top
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High resolution proteome analysis of cryoglobulins using Fourier transform-ion cyclotron
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