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Molecular Mechanism and Diversity of Autophagy

oooon0O OO OO0 [DOOHSUMI  YOSHINORID
oooobooobobooobooboobooo
00000 030114416

obooobooooom
00000000000 000000 PASO00OODOOOO Atgl7,Atg29,Atg31 0000

000300000 Atgl,Atgl30 0000 /00000000000 0000O AtgODOO
OoOooDoO0o0O0O0O0OInvitroOOODOOOOODOOOODDOOODOODOOODOOOO
Atg8-PE, Atgl2-Atg5 00000000 DOO0O0O0ODOOO0OODOOO0ODOOOOODODODOOO
0000000000000 Atg3200000000000000000OAtg0O00ODOOOO
o0oobobobobooobo

ooooooooood

Atgl7, Atg29 and Atg31 form a stable ternary complex. Upon starvation Atgl-Atgl3 joins
to the complex and acts as a scaffold complex for the PAS. Other Atg proteins sequentially
join to the PAS in a hierarchical manner. Using in vitro systems, we elucidated functions of
the products of ubiquitin-like conjugation reactions, Atg8-PE and Atgl12-Atgh. We studied
selective degradation of mitochondria and identified an essential receptor, Atg32, which
localizes on the mitochondrial outer membrane. Crystal structures of the most Atg

proteins involved in the conjugation systems were determined.
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