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Research progress in structural changes of denatured proteins during
renaturation

Z0U Ling, REN Li-Kun, LI Xiao-Mei, CHEN Feng-Lian, GAO Jian, LI Xiang-Peng,
SHI Yan-Guo, ZHANG Na"

(College of Food Science and Engineering, Harbin University of Commerce, Harbin 150076, China)

ABSTRACT: Proteins undergo denaturation under certain conditions. For some denatured proteins, renaturation will
occur under appropriate conditions. The structure of the protein will undergo a series of changes during the
renaturation process. The research on the structural change of protein renaturation process is of great significance to
life science and food industry. This paper described the research status of denaturation and renaturation techniques of
proteins under different treatment conditions, summarized the commonly used characterization methods of structural
changes in protein renaturation process, reviewed the research on the thermodynamics and kinetics of proteins, and
introduced the possible intermediate states of proteins in the refolding process.
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Fig.l1 Schematic view of artificial chaperone-assisted protein Renaturation
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