KenllEER (1 a0

ST

HEA
HEF
i

Johann Deisenhofer Z#% (1988 &/ — VUL ZEZE)
TEYARZEFTTARY TR 2 A VERE L F—
=R Ba®, FrE—H ER KRFEEEEN R

FUNRTEMRFEBEEMF

11 A8 A8 (K)

11A9R (&)

11 A 148 (K)
11 H16 B (&)

10 :

14

10 :

14

10 :
10 :

30—~12:
:45~16
30—~12:
- 45—~16:
30—12:
30—12:

30
45
30
30

15
15

= ARFAR ZIF—1T R
J. Deisenhofer & I F— 17 X

J. Deisenhofer & I F— 17 X
77— K 6 5fE 772 B =

7 — & 6 788 772 =
r H— & 6 588 772 =

(BEIF—TUR: KEISFT—=, 65872 5= TEEIFT—R)

EAESE | AWREEILFIIEE AR 4029

HPHER EFHEH=




el 2 D Nt B

J/—RNNWAEFEREE ANV FA(EUR—T7— BXICIHEEHRM -HERZED-HORAER

FAELHR—T7—1ELIE 1988 FIZ/ —NIELZFEZREL-BEEYFE - YN\ VERRFETY. BLEF FMYDIay
ANVIRKETYERZEZARLE BLIavAVIIHEITYIR - TV ERERARROON—F - T—N—ELOHRET, 4
VIN)EDXRERBERTOMEZTL, IaUAVIRNKENIELISZRESNFELE. TORILEMERT, 2N\ EORBE
DR ZEMBEL, 1985 FIZIFN—FL—k - SALBELLEOXRHART, B2 0N EORADBETHILERREFLESHED
ERBEFRMICHYL, Chh/ —NLEREOMRICHEYELE (T—1"—1FL, SALFETLORERE). TOERE THFHAKX
FESARY IRV IR VEZE VA —T, SESFLRI VAV EORBEEHEICEHTIMEZIToTLEY. FF9I ADKBDKRIC
[F, HEHMOZEDESAIZ, FUNIVEDRBEZRET HAENLEHFETH A XBREFMEDFRELS S VHERFOEEICOVTERLTL
iZEFE Lz, SEEFFBRBERELT, FUNVERBRFOTEREPDLIC, HMAYPLTVRFBETIEICHE2TERELTTSIVET.
BINBRZOEELTENAEYTY (HBIF, BRICESEMZHRIL TREITSIESAICERMISITETY). #BERIEL XKFRERT
TYH, FHPEDRELTE, EFMRMNHKEBELOMROBRLZFAINLEEMAIRGTEETYS. EFHEH - BEFHOZDES
ADZRBEBLLET.

11 A8 B (K) 14:45~16:45 "Macromolecular crystallography: Past, present, and future"

Macromolecular crystallography has grown from an exotic activity, done by only a few researchers, to a tool that is being used in much of
biological research. This growth was made possible by developments in science and technology such as, for example, recombinant DNA
methods, synchrotron radiation, high-speed computers, etc. The lecture will describe some of these developments. It will also make an
attempt to predict the near and intermediate future of macromolecular crystallography.

11 B9 H (&) 10:30~12:30 "Protein structure refinement"
Protein structure refinement was attempted soon after the first protein structures had been determined. The first successful refinement,
using methods established in small molecule crystallography, was reported in 1973. The lecture will describe this work and the refinement
methods specific for protein structures that were developed later.

BE, BETOBERICEIDOERTIE (11A8H (N 10:30~12:30, Y =XK) TIE, FUN\VERRFOLFICEITHEL-OHE
DRHEDITLBEERDER, TORDIEINEETIE (11A9B @) 14:45~16:30; 11 A14 B 0K 10:30~12:15; 11 A16 B &) 10:30~12:15,
LEEY TH), BTOBERCEELT, COIFOAERESVFHFMICHESL, REDMEYIRBECODVTHERELET.
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