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Abstract: Different from mass spectrometry, whose separation is depended on the mass to
charge, the ion mobility spectrometry (IMS) separate gaseous ions based on their size and
shape. Thus the combination of IMS and MS can provide more information of protein struc-
ture. The travelling wave ion mobility spectrometry (TWIMS) is a new member of IMS
family with good sensitivity and quick analysis rate. TWIMS-MS is suitable for analyzing
the large molecular structure at biological concentration and within biological timescales,
and its applications of protein complex structure and protein folding progress research have
been paid great attention.
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Fig. 1 IMS-MS driftscope plots for wild-type B, m at different pH (picture from
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Fig. 2 Collision cross-section diversification of apo Trap at different activation energy

(picture from Science, 2005, 310:1 658-1 661. Reprinted with permission from AAAS)
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