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Characterization of gas- and solution-phase structures of not crystallizable
proteins
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The gas-phase and solution structures of not crystallizable proteins with
intrinsically disordered regions were characterized by ion mobility mass spectrometry (IM-MS) in
combination with small angle X-ray scattering (SAXS) analysis and molecular dynamics simulation (MD
simulation). To analyze the structures observed in the ESI mass spectra, computational
calculations were performed for the canonical nucleosome core particle. To characterize the
structure of nucleosome core particle with CG-rich DNA sequence, sample preparation was examined

with 147 bp-DNA fragment.
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