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Structural analysis of the intracellular proteolytic system
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Structural studies of proteins and protein complexes related to the
ubiquitin-proteasome system and autophagy were conducted using X-ray crystallography,
NMR and small-angle neutron scattering techniques. The details of the ubiquitin
interaction mode of ubiquitin receptors,the working mechanism of E2 (UbcH5b) and the
activation mechanism of SCF E3 by NEDDS8 were revealed. We also determined the structures
of deconjugating enzyme Atg4B bound to LC3, El-like enzyme Atg7, Atgl2-Atg5 conjugate, and
Atg8-Atgl9 and LC3-p62 complexes, clarifying the molecular mechanisms of reversible Atg8 lipidation
and autophagic receptor recognition by Atg8/LC3.
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