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Quality control mechanism by AAA-ATPase Mspl on the outer mitochondrial membrane
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This study aims to reveal the degradation pathway of mistargeted
tail-anchored (TA) proteins on the outer mitochondrial membrane (OM). We identified protein factors
involved in the degradation of the mistargeted TA proteins and analyzed roles of these factors by
using yeast as a model system. We found that Mspl, an AAA-ATPase on the OM recruits the mistargeted
TA proteins at contact site between endoplasmic reticulum (ER) and mitochondria, and promotes
ubiquitination of the mistargeted TA proteins by DoalO, an ER-localized E3 ligase. Then,

ubiquitinated mistargeted TA proteins on the OM were extracted by an another AAA-ATPase in cytosol,
Cdc48 and were degraded by the proteasome.
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