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WX N R DEE

I 2wy FHEHEMEE (MMR) [IDNABRE OHFAFHOER T —2EME L. DNABROKE %
2~ 3HIREFmD TS, MMREHE 22— N4 2 BE1OEREFIRE 3 5BEERBS ALY
FREGERE L FEIENERIBERAD 2 5 %BENY VFEGERICL I EENE, ZOERORAEHEDK
8 0 %NAEFEINAERIET D, U FEEEIIMOWLERCTE. Bl & OMIm0» AFRED A
sh@EhbEEN, EEHCEETH D, FITHE., ZOMMREAZ®D 5 5. MutLOREE LY 1Y
7efENTEZ . NMREZHLE LT, 172> TWWb, MutLiZid, KiFE#R & & Mo 2503 H Y | §iE T
VEXZ LT —BiENEEET MutHA T RX 7 L7 —BiEEE2EY) | #HF I RX 7 L7 —
PIEMEEZES, AARIZELTWH DX, D77V THEKD, BEOMULTH D, MutLit, &K
hCRER BEERERTACKN RA AL (CTD) &, ATPEREAT HZ & CmEEE L, ATP
IS RIEE 2 B ONK KA A > (NTD) ,(ZN b %27V v I —CTHRESNLLIERE TH D, ATP
DFER L MASIRIZ L > T, CTDENTDD KA A VM OHKEENZERT 2 EFZEL N TRY ., k1T
WEOFRERMNS., 20O FAAL CEMAEERAN, =2 FX 7 L7 —BEECHMOMMRE A8 & O BE
AZEELTWD I ENTBRENLTWD,

AWFZEIE. NMRIZE V., CTD &, @A 4>, ATPE OMAEERZMTT 2 Z & T, MutLO = K
X7 LT —PIEEO RO —SIc oW THLNCT S Z 2 LT 5,

AW TIE, EFCTD R A A U ERBR, L, PNSCPHHTRERMET L Lz T s Lo
. FHEOREEIT -7, CTDIZOWTiZ, HNCO,HNCACO, HNCACB, CBCACONH® 3 ¥t A
7 IMC K D ESESMRR L. BRMT I BERET A Y b= TR U TEICEY . 5% ET. E
BEIRBET D Z LTS L, ZHE TS, BATHFZE O XHREEARE (M.C. Pillon et al. Mol. Cell, 2010)
% L LT, homology modeling (SWISS-MODEL) (Z X Y . FRIEBFZE L TV 5 Al f1 EMutL O LA
WEFNAEER L, 2 ECTDO E#M OB RE VT, CTDE&RA 4 DG IOV THNT L
oo TUHUAFURT IRV T AL T URED MMDOERA A X, TIE TORITHIZEDin vitro
DOIEWEBRDORERNS, CTDOTY X7 L7 —BERICUNETHD I RN TWDLR, v
VAFUREHEEBR THY . AT AT I BEEDOHSQCALY b EO Y — I BENEDT D
TLEAALT, v A UA T ORI ONWTT 2V BERLASLVTRET S22 LN TE,
i, #ighA A1k, CTDENTDE DAHA/ERICKMEATH D Z ENboo TR Y | Xk db i & T
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OFATHIEL D VAT A VERLE EZAF O UVERENHN E ORBRICEETHL Z LA RINTND,
¥y 7 MEENEIC X AMITIC L 0, High & ORAIC L o T, CTD &R DBUKIEM EAFMIC XL 56
ABRREEL TS Z ERRBR SN, Eio. REOFIET, ATPLCTDAY, NTD & ik L TH5\
WM CRHEETHZEEHLMNI LT, £, NMRYZ T O E— 7 8EDIHITIZ L > T, ATPE D
FEAITE-> T, CTDONKHD 1 0 FBEBE O ZRIEES & > TWRWEIL CEEZE /2 B — 7 SREE DA
LB L, Zhid. ZofEKcT I/ EBEHOfexibility? S K E S BL L Z L 2RET D, 20
T b, CTDEATPE OFEAIEL. CTDENTDE @D KA A CEAHAMEAOHIECEbD> TnD B X
bhd,

WXEEOHRENDEE

ABIFETIE, DNAI AXy FEER TH < EHEMULIZDWT, ERNMROFEZHANWTEDS T
HEXE S RE AT L7z, £9, BIFAEHBSEOMULIZ D WT, T2 RX7 L7 —EiEHE B A (316
—4255R I 2 RBL, KR, N, PC, HORERMETT NV Uik E B TEHORE 217 -
T2, k% & 2 E B HRMutL & 43% O AR R 2 7O R EL B HURMutLO X# A g 2 858 & L7z
REOV—EFIEHELZETS, ZORBEHFICEDIINMRILE S 7 MTX 5 RS DFE &
B L7z 51, Y7 MNEHERICE ST, B3 BRUATPEOIEEGEAITDONT
FIOBBEL AN THRET D ZENTE, ERVMABETETIVICIY TIT52ENTE . ATPE
IORXZLT7—FRAL D EDREERIDNTIE, BAMEICBNTIZEAEEHEINTW D
7, ANMRIZ & 5 fig#ft & docking simulationZ#l A A HE, EFRMZHAEELEERMLEEZRT L
MTE. /o, TOATPOFERE, RAAS CHMEEROHIEICED> TS EEZ 5N, ATPO
HEAEEBIIANTZ AL VEHEEROETINEZRELZ. MR ERENEEZRSHIHNTT 5 &,
HEHNEMEZZTDIET2HDERD 5.





