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Molecular basis of the ULK complex that regulates mammalian autophagy
initiation.
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Many proteins involved in autophagy are widelK conserved in eukaryotes from
budding yeast to humans. However, some of the proteins are unique to higher eukaryotes such as
humans. Analysis of the structure and function of these proteins are essential to understand
autophagy in higher eukaryotes.

In this study, | focused on FIP200, which is one of the factors unique to higher eukaryotes.
Moreover, | analyzed the interaction of FIP200 with each factor of ULK complex, ULK1l, Atgl3 and
Atgl10l, involved in autophagy initiation in higher eukaryotes. | found that AtglOl interacted only
with Atgl3, while the other three interacted with each other to form ULK complex. The mode of
interaction of the three proteins in higher eukaryotes had some similarities with budding yeast
homologues, while some specificity to higher eukaryotes.
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