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Programme

13:30-14:00

Introductry comments by Prof T. Yamane
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14:00-15:00
“HIGH THROUGH-PUT CRYSTALLOGRAPHIC TOOLS IN

STRUCTURAL GENOMICS : a.lterative ACORN , b.SAS”

By Prof. Devadasan Velmurugan (VBL #5523, University of Madras, India)
Abstract

As there are lacks of amino-acid sequences available for which three dimensional structures are not
known, Structural Genomics eventually requires high throughput crystallographic tools to arrive at
these structures in short time. The presentation will cover two such tools using which structures
could be solved in about two to four hours with just a Pentium 1V PC. Iterative ACORN can bring
out successful results even if the first run fails in building a model using ARP/WARP. With
Single-wavelength Anomalous Scattering (SAS) data, the position of even a single anomalous
a.lterative ACORN , b.SAS” by Prof. D. velmurugan

scatterer is sufficient enough for phasing. Use of SHELXD/SHELXE/ARP/WARP/REFMAC and
SHELXD/OASIS/ARP/WARP/REFMAC combinations will be detailed in two test cases.
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15:00-16:00

“VISUALIZATION OF BIOLOGICAL MACROMOLECULES”

By Dr. Kanagaraj Sekar (VBL ###fFse#, Indian Institute of Science, INDIA)
Abstract

A general problem in visualizing the three-dimensional structure of the protein molecule is to
investigate the relationship of amino-acid seqeunce with the strucutral information and its
functional specifities. The first step of a complete structure prediction schema starts from the
amino-acid and then proceeds to its structure, fold and finally structure dependent function.
Analysis of three-dimensional structure of protein molecules is greatly enhanced by understanding
the relationship between the individual protein molecules. Furthermore, knowledge of the
three-dimensional structural relationship between different protein molecules is a key issue in
understanding the structure and function. The details related to various issues of visualization will
be discussed.

HRBERSF (B0 E) OFHRE
BE

X XYLy - D3R TeEE O AR AIC IS I A REEIE, 7 X BRELS &GS H NS
ZDERED RN L DB ZRET D2 & Th D, BEEEDOFROEIERITT 2/ B
IRED . ENNOZORIE, 10 Iolc I, BAEHINTHE ITAF Lo igRelo Ty, Z oo
7SS D3R ITTREE DIENTIE. A D& L7 B ROMBEEZEfET 52 Licky . £
WIZRE SN D, S6IT, B X2 I E o RO3RTTEEDHEZ IS Z L IZiE,
1 EHRREDBREDOGE L 72 5, AL OB A I KB D,

W& bEdk
H¥H R (4 d B RS VBL) AR FE (LR - A iee T 0 %)
Tel:052-789-5430 052-789-3339

E-mail:tabuchi@vbl. nagoya—u. ac. jp vamane@nubio. nagoya—u. ac. jp
(Contact to: Prof. Takashi Yamane, yamane@nubio.nagoya-u.ac.jp Tel: 052-789-3339)




