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Hydrogen/Deuterium Exchange Mass Spectrometry Study
on the Folding/Unfolding Process of Cellular Retinoic Acid-Binding Protein I
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(College of Science, Guangdong Ocean University, Zhanjiang 524088, China)

Abstract: The structural information of proteins was studied with hydrogen/deuterium ex-
change mass spectrometry by testing the hydrogen (deuterium) on protein bond exchange
with the deuterium (hydrogen) in solvents. Utilizing hydrogen/deuterium exchange tech-
nique combined with Fourier transform ion cyclotron resonance mass spectrometry, the hy-
drogen/deuterium exchange in deuterium-cellular retinoic acid-binding protein I and its sol-
vents was investigated. At different pH, the different exchange mechanism and different
exchange speed are found for this protein. From the speed of the hydrogen/deuterium ex-
change, the number of unexchangeing hydrogen or deuterium at different exchange time re-
mained in protein can be estimated, confirming the extent of the protein bond exposure to
the solvents to obtain the structural information of protein.
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Fig. 1 H/D exchange mass spectra of
[M+8H]** of D-CRABP I at pH 2.5
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Fig.2 H/D exchange mass spectra of
[M+8H]** of D-CRABP I at pH 3.5
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