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Unfolding of Proteins Monitored by Hectroray lonization
Mass Soectrometry :a Comparion of Different Condition

YANGLi-feng', YU Lin*, L1U Yan', ZHOU Ning*, CHEN Yong', ZHAO Yufen'?"
(1. The Key Laboratory for Chemica Biology of Fujian Province ,Xiamen Universty ,Xiamen
361005 ,China; 2. The Key Laboratory for Bioorganic Phogphorus Chemistry ,Ministry of
Education ,Department of Chemistry , Tsnghua Univerdty ,Beijing 100084 ,China)

Abstract : The gpplication of postive ion mode mass spectrometry (MS) to large biomolecules has been revol u-
tionized in the past decade with the development of electrogpray ionization (ESI) and matrix-assisted laser des
orption/ ionization(MALDI) techniques. ESI permits solvent evaporation and sublimation of large biomolecules
into the gassous phase, repectivey. ESI has alowed the determination of accurate molecular mass and the de-
tection of chemical modification at high senstivity. The interface of mass gpectrometry hardware and new ex-
tended mass gpectrometric methods has resulted in the use of M Sfor protein conformations (native, denatured ,
folding intermediates) , protein folding/ unfolding and protein-protein or proteinrligand interactions. In this pa
per , ESFM S was used to study protein charge satement with acid and salt. HEWL (hen egg white lysozyme)
and Cytochrome C were taken for example to investigate their foldings under different condition. It was found
that the concentration of salt had not much influence on protein folding status and pH of the slution should be
pad more attention to different protein during the experiment. This technique is appropriate for the protein ob-
ervation in high salt olution. At the same time, instrument parameter was conddered. Inthispaper , theinflu-
ence of A CS (capillary-skimmer voltage) was studied. WherA CS increased, the charge state of protein de-
creazed. To extend this methodology , more native substance could be used to recognize anions by ESFMS. This
technique is hoped to do more work in continuing work.
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