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% ff % X 4  Structural analysis of H*-ATP synthase F, domain

(7R 2 ATP EREER F, KA A 2 OEERT)

WX EEZAR @D
#g &’ FIARFHE
(BIE)-
R TR OBER #H B AT BEE b BA

7u by ATPARREEE (FF) D Fo FAALVICBITS ) U FIEET S 71 hrFr Rl LTHELTWS,
HEEA B =RALE LT E coi BRDY T 2=y b ¢ (BLIF. EFod DWREZIZESWT, Fa b BRICHER
Asp6l DT o N DRFBEZ LY CERBMAY v 7 ARV A AL, ZOBEN ¢ ) V7 2EOEREH 25| 2
FTEVWIEFABREENTWS, (Rastogi, VK, Girvin, M.E., Nature 402, 263-268 (1999)) AW FE T,
Thermophﬂic BacillusPS3 DY T2=y b e (LT, TF.0 DBERGELFBRBEETS (Faadrhb  AX ) —
N=8:1) TREL, ZORE, TFocld EFoc BT L D72~V v 7 AN—T-~Y 9 J AD~TE ML & -
TV iz, LA L, 7o b BRI HERBERE Glube (EF.c TiX Asp6l) DRIEDME & A5, EFoc @ pH 5, pHS8
KRBT AEECLLNAAEOAEDONTRE B RR-> TV, £, HED pH RTFHEOENT. 55T REB O/
2 &Y TFoc TIXFEF AV TREINTVS X 572 Glubb AN AF I NEDT e F OB L5 72=y b e
DRERBETILIZENZ LPALDIC R, BEDZ e, EHOMERER > 72~T CUBEOFEEIIANY
v 7 AEE Y OEEE, ~Y v 7 REEFEOTURBESICBIY, TORICE DRV F—NMEL BEREBENFE
THEZLEERBRLTWS, £, ZOEL ORERBEDFEERIBIC Lo T eV VI DORR oA ) I —REHEF
ETH—HER>TWARAREMERD 5, KFRTH Eﬂf:—i@@%%k%ﬁ\ R ENT- I tartaricus Nat-ATPase
BRD ) v 7 OREBEEICESNT T o b BB LR LIz e ) T OF LWEER A 5 =X A side-chain flipping
model #EH L7z, ZDOEF/NTiL Glub6é 45D protonation/deprotonation (2 EH) L T Glus6 ISR 2 X |
YTy habFa hrOZFELATEICRS, HEl BRERENTW YT 2=y b cORESDEERLEMHD
EFNEY, ZRAX—WRBEA» LR THLAEBHNRETNTHD, SHIT. XV AROEERBEN TORE &EVIR
BCTHTa=y b cBHET B0, Fo 2T IEY T2y bdb Fo £V R —A~BHERTHZLEDESL
Fro TOEDIC, EPTEY T2y PORER, BEEBLO Fo OV EY —A~OBMRFEERE L, £O/K
B B—7TFc V7. VR —L~BHERENTEREDODH D TR 2822 LN TEE, 5%, ZOREHANS
LKV RSz B FoF1 OREERTZENFIREIC 2D L Bbh D,
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71 b ATP EEBEERIIS TFEN S0 TOEEHE T, ¥FHEOF 7 a1 FIE, I b RUTONE, 77
7T DFEFEBRCFET D, ZOBRIIMEILZFFOBRREND F1 FAA Y (a3Bsyde) &, B FrR
VETERT BENIEERD Fo ALY (abco-id) POHRSH, 722y b eld 10~14 BEE T F—F VRO

YU 7 ERE LTS, AFETIE, BREEEREL, EENT Y /R 10 B0V Ta=y b e bERENT
WA Z EDNHE—H LI ENTWABFEE BacillusPS3 DY T 2=v k ¢ (BLTF. TFo@ IZ2WT, &K NMR 2 H
W STARREIR E . SLEMEE D pH RTFHOMNT, 0 FNEBOMT 21T 572, TFc XRBEBEIED EFoc L 172 &
A7~V T R N—T-~NY Ty ADOEER L 5Tz, LML, 7o b BRI ARBEREEORIEDOME N
SOMETIRER > TV, SbIC, WLRFLAEDS T OB L > THE S D TFoc OEEELORRE
ERRIL ZA, TNCEFRT S X9 BAXRS M OBETERI Sh b olz, Lied> T, TRelIKBEDOY 7=
=y R e BRY, 70 M OMBECES CARBEBATORE REEELETREE TORVERERLTN D, &b,
BohifERE, Na™-ATPase © ¢ J V7V ORBEEERETHZLITEY ., ¢V T OFH LV EIEEME, sidechain
flipping model #R& L 7=, ‘

ARFRIIT v b ATP EEEREY T2y b e DBEL ZOMEEBREONILEEEREETHY . 72 b ATP
OREERIIBITS c Y T OEEE e N OoBBIOBECHERICEST IO TH D, Lo T, ARIUIEL (B

DEMRL L LTHoRBERHZ LD LB 5,
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