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The HSP70 Molecular Chaperone System. ZHANG
Yu Xiu, CHAI Tuan-Yao (Department of Biology,
Graduate School at Beijing, University of Science
and Technology of China, Beijing 100039, China).
Abstract HSP70 molecular chaperone participate in
various cellular processes under normal and stress
conditions, including the folding of nascent polypep-
tides, assembly and disassembly of multimeric protein
translocation of secreted

structures, membrane

proteins and protein degradation. All of these
activities rely on the ATP-regulated association of
HSP70 with short hydrophobic segments in substrate
polypeptides. Significant progress has been made in
the understanding of the crystal structure of the C-
terminal polypeptide binding domain and the ATP-
dependent mechanisms of HSP70.
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