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The Application of Travelling Wave lon Mobility-Mass Spe
ctrometry in Protein Structure Research

JIA Wei;ZHAO Yan;QIAN Xiao-hong

State Key Laboratory of Proteomics, Beijing Proteome Research Center, B

eijing Institute of Radiation Medicine, Beijing 102206, China

Abstract Different from mass spectrometry, whose separation is depended on the massto charg
e, the ion mobility spectrometry(IMS) separate gaseous ions based on their size and shape. Thu

sthe combination of IMS and M S can provide more information of protein structure. The travellin
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g wave ion mobility spectrometry(TWIMYS) is anew member of IMS family with good sensitivit
y and quick analysisrate. TWIMS-MS s suitable for analyzing the large molecular structure at bi
ological concentration and within biological timescales, and its applications of protein complex str
ucture and protein folding progress research have been paid great attention.
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