BhpkES 111218

MEHRLRBSE
(A FERFHREMORBAAREARPET — 2 —R - BHER)

HET—< Ao b7 7T —ABJRRORZ TS 6 RIERE @R A Atgd O
(F1X) ae | FEEFRAT

MET—< Structural analysis of Atg9, the six-transmembrane protein essential for
(F3X) az | autophagosome formation

Wt haht cc | w)/8 2)/7% HRHRE & 2011 ~ 2012%

rRK

$ EF cs | FFH BE WMEFEE 2013%

=4

# | 0—%v%F cz | Noda Nobuo DI e MEMLFEHARR

T i | AEMEEABEN S TRRBENI L STRF ERFRAE

BIE ea (600 F~800 FFREEICELHTZELY,)

F—rI70—FHARADEELGHERTHY ., MEOEEEHFO-OICBH TEELREZEO TS, A —F
T7o—IZBFBRRDARNINDHREA—FT7ITV—LEFEN DT ILARSDHETHY . ENIL18FEED
TEAMg EEEAEOTIVD AL IO T E Atg EHEHH—DOEERRERE THY. TOEE LML
M B ENFT— 7TV — LRHEIBOBEADT-DIZIXLEATH S, Atg) (I Atg23 BELU Atg2] LiEERE
WRLTHEET HEEZ LN TS, SHIZAtgh, AtgldZEL A — D7 —ITWARGPI3FF—EHEEEKE) JIL—
b HREIEIES, AR TIL, £ GFP LS LI- Atgd ZHFBBZRAVTAERR T SREMILLI-, RIC Atgd
ZALAIET &1 FEREEMFI DR EIT o1, TOBTILHBIOTNT5T74—& GFP OEFZETFRAL. B
BOFEICE—RSELTAL NBHT AL IGREFE R DORRZITEL, REERNAEEBZRE LIz, 512
IO S74—ZBHERAEHESHET, Atg) DRERREHILL:, FONRBHESUTILEANTHRALED
A==V T EEDHTN . CNETITRERITEON TG, —H . Atg23, Atg27, Atgb I XFEERAVTRKER
BL.&MECENTIRETHEILL: BRIELFHEDRV)— VT DR ENBLREREB/DIZELITHIILE:,
Atg27 #E&IC DWW TIE S fEEE SA RRE DRI T —2IREITHYIL . REMBREDEERZITo>TLND, —F Atg23 #5
IOV TIXELON=BHR T —2D R EREN RGN o110 FYSDRED T -2 Fond LSRN
DEBILEITOTULVD, T Atgh IZDULVT, £D C R A2 (BARA &Ln &) DFERIBEDRE CHIILT-, MifaL
PIZERIBRHTIZ LY | AtgbBARA (X PIS F+—EHEAWUMN T —bI7TV—LHBRDBICHET S-OITBEDR A
THAHZEZBALMIZLT=, IRTE AtgbBARA & Atgd DRI EERBEMZITHO TV,

F—T—FK Fa I —ro7o— Atg9

(UTFRFEALGNTLEEL, )

BRBAF-F 1A

MEZREES aa

MEEEES Ac

V—hES

-1 -




REXE (COMBERR LM - IECDVTRALTILEZSLY, )

sariEsges | Structure of the novel C-terminal domain of vacuolar protein sorting 30/autophagy-related
protein 6 and its specific role in autophagy.
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Autophagy is an intracellular degradation system that exerts an important role for cell homeostasis

The most important but not unsolved event in autophagy is autophagosome formation, for which 18 main
Atg proteins play essential roles. Among them, Atg9 is the sole transmembrane protein and its structure
and function should be established in order to reveal the molecular mechanism of autophagosome formation.
We over—expressed Atg9 in yeast and purified it, and performed its crystallization screening. We also
performed crystal lographic studies on other Atg proteins that work with Atg9 in autophagy, and succeeded
in obtaining their crystals. Among them, we determined the crystal structure of the C—terminal domain
of Atg6, and revealed that the domain is essential for targeting the autophagy-specific PI13-kinase
complex to the site of autophagosome formation.




