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Structural basis for recognition and regulation of protein folding intermediate
by molecular chaperones in the endoplasmic reticulum
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Chaperones play a crucial role in maintaining protein homeostasis in the
cell, making them an intriguing target for the treatment and prevention of neurodegenerative
diseases. However, the mechanisms for the regulation of protein folding by molecular chaperones
remain largely elusive. Of particular interest is understanding the functions of the chaperones in
endoplasmic reticulum (ER) that is responsible for the maturation of a number of newly synthesized
proteins. In this study, we conducted international collaborative research that focused on ER
chaperones. Leveraging cutting-edge structural analysis techniques utilizing paramagnetic probes and

oxidative folding analysis in ER, we tried to unravel the structural basis for recognition and
regulation of folding intermediates by molecular chaperones.
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