P 3¢

¥BxXc—109

N H |

FZHREMBERE (REHREHE) ARBEBREE
PRk 2 54 47 30 ABUE

WEES : 14401

HEiER  EBHE O

HFZEHARE : 2010~2012

FEES: 22570161

MEZREL (F1X) HENAEREN ATPase ESHRDESERD 7 FHE

WFRiERES (EX) Molecular mechanism of the assembly and disassembly processes of the
bacterial flagellum-specific ATPase complex

HERERE

BE {8 (MINAMINO TOHRU)
ABRKZE - EmEEEARR - EHUR
HEEES: 20402293

e DB (R1SX) © FliH, Fll, FliJ 2> 5 72 2 XA BRI ATPase #4187 FliH & ik 7

— MEHHE FlhA EOMHAEHZN L TR — MG 77 v P 74— LICEAT S &,
FliJ-Flilg V ¥ 78 AR E 115, FliH 8 L O Flil OB IC X D FliJ 23 FIhA LM HEEHA T %
. OWEA — PSSR S s T a b VKB 2 TRV F — RIS L TRABEAE
i 11124 SN 1117 BPIN

R R DS (3537) : The bacterial flagellar ATPase complexes, which consist of FliH, Flil and FliJ,
associate with the docking platform of the export gate through an interaction between FliH and an export
gate protein FlhA, thereby forming the Flil¢-FliJ ring complex. A specific interaction of FliJ with FIhA
brought about by the FliHx-Flils complex allows the export gate to fully utilize proton motive force

across the cytoplasmic membrane to drive flagellar protein export.
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