B FRAZ T s A B e S 5

PNV P PN S
PR 4ERE BEE BB

X C®HIZ

O, EBRASRESIF RO EZ T F = 3 WRME O T T N TIThT,
25th Congress of the International Union of Crystallography (2, 7> 7 A R THIN
SHETWZEWZOT, Z2ICHEHLET,

International Union of Crystallography (IUCr) & (X
TUCT 1%, 1948 A% L CLASK, 73 4EICIED |
i T OHEEICTHFS LTV FRTHY, HENRY
MRHEOHL TS, MmFICHEES k2R P E Y
IR L2, B 10 FED Y v —F V& L T E
T o AEIFLNZM L 7, 25th Congress of the [UCr & %4 v =
International Union of Crystallography (3, 3 A2 1 JE B
ESNDFRTY, AR, 2020 FITTOND TED
FERTEHY E LR, FilanF v AL A0 IUCr 2021
IZED 1V EFMENRAED S I, AR 8/14 - 8/22 DH mmCemnomist
M., 77 OB LA T4 50N T o N (] b [ ) ]

v I CHfE S E LTz, =

Welcome to 25th IUCr Congress

HRFVIAVEY
1. SE= R
femm X R0 FVHANE LS BRE S 7
EIAR T, faaOWELFHIMEE IR, Kbk 10
ZERIBEDBVNI Lo THEARLZHENLZ N &8 !
DY | FEEPORT  pFEEANZ =l
PRI O BB MEIZ DUV T OWFZE S in 7
DIEED L SN TEY 7, Frio, EESIFIC
BT, fdhx vz X S AeTiEIic X
ST, EERGT (XU RXTEERT L) O
EZ2 BT D HNTE HIEBERMIEIZK
T<EBLTWET, =7 b Y U VF— LD & TIREE




4. 25th Congress of the International Union of Crystallography
» JEFTE DR
AFRIZBITDHRAZ —HRKIL, KA K
—IZROFT AT A FORED FiF 0 R 8%
WA OEEfGHE2 £ fkx e TREK
TAENHE T, FAT OEERERA OB E Structural study of the inhibitory mechanism of
THEHELZITVWE LI, 2O BAITH
A%, FEESEOREN D RAD R A X —t& »
aZBMTERVARND LEEZS
NIZFEZ LD, LVFEMICRENE TR
25T ENTEZBBETEANHKE TH D
EEZ T TT,

tau recognition antitQly to tau aggregation
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The crystallization of Fab2r3 and VQIINK peptide complex The Fab2r3-VQIINK complex structure

We crystallized Fab2r3 and the VQIINK peptide complex.
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The crystal of Fab2r3-VQIINK complex [Summary of diffs and refi 1
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[Condit CDRs of Fab2r3 and VQIINK peptide
098 (©081)
Reservoir 149 @7 . )
» < % . . . .
0.2M NH,I e 30423190 < N AT, {‘- y’ . Thg VQIINK peptide is surrounded by the complementarity determining
Buffer 10mM Tris-HCI pH8.0 ;97"17' N \ 4 4 { regions (CDRs) of Fab2r3.
Drop Protein : Reservoir=2: 2 297 \ AT S
Temperature 293K RMSD froca ideal AU s W g . . .
Coteon 11 mg/ml fir n;n;'l(e) - ‘2\ Five CDR-H1 to H3, L1, and L3 interact with the VQIINK peptide.
Fab2r3 : peptide 1:2 Bond angles (" ) 17113 ¢ /‘—
AL

The binding mode of Fab2r3 and the VQIINK peptide was clearly

The three-dimensional structure of the Fab2r3-VQIINK complex was determined at the 1.9A resolution. observed from this structure.
Overall structure of Fab2r3-VQIINK complex
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Structure of E. coli DsbA
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(Martin, J.L. et al, 1993, Nature)
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Elaboration of groove binders: phenylthiazole series

Alkyl/aryl extension (54 analogues)
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Linker modification
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