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Accumulation of damaged mitochondria is reported as one of the factors of
parkinsonism. PTEN-induced putative kinase 1 (PINK1) and the E3 ubiquitin (Ub) ligase parkin are
essential for ubiquitylation of damaged mitochondria and subsequent degradation. PINK1
phosphorylates Ser65 of Ub and the Ub-like (UBL) domain of parkin to allosterically relieve the
autoinhibition of parkin. On the other hand, USP30 deubiquitinase opposes parkin-mediated Ub-chain
formation on mitochondria by preferentially cleaving Lys6-linked Ub chains. In this study, w
determined the crystal structures of PINK1 in complex with a nonhydrolyzable ATP analogue and USP30
in complex with Lys6-linked Ub chain.
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