F&= C-19
FEtiREMpEM R RBRES
Wk 234 4 H 6 H BIE

HREES - 31201

HEiER - AT B)

AZTHARS : 2008 ~ 2010

SRREE S 20370048

MEEEL (F1X) 70O krmRy 7 ATPase DIEBIHEGE & BAMEIREBED K

TFEEEREL (FEX)  Proton Pumping ATPase and Roles of Acidic pH

MERKRES
Z3# #§5 (FUTAT MASAMITSU)
EFERKE - 280 - HiR%
HREES : 50012646

WFZERREOME (Fn30) « 7 2=y hOREEEED 71 bR 7 ATPase (ATP A kEEHE
F-ATPase & U ¥V YV — L V-ATPase) D%, ABLFLAISRMEIT AW THELTRY - BRI
LN LTz, — T O8lET 5 & F-ATPase NHEIRBEBICA D Z L 2R LT, £72. V-ATPase
O/ & E A O BRI N T D EEIZH LN Le, &I, EHiamk s £
AR b, BoBHREEIC LD Z EER LT,

WFZerk RO EE (3530) : We have studied rotary mechanism of F-ATPase (ATP synthase) and
V-ATPase (lysosome—type ATPase) under the physiological conditions. Significant
results were obtained for biochemical and thermodynamic regulatory mechanism. We also

studied roles of V-ATPase in vesicle trafficking and formation of osteoclast plasma

membrane. Formation of multinuclear cells was studied together with osteoclast
differentiation.
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