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Harima Workshop on
Implementation for High-throughput Structure Determination by
Protein Crystallography
--- Present Status and Future Goal ---

November 6, 20001 Monday[]
Special Program [Himeji Castle tour]
Registration
Tour of SPring-8 Facilities for Structural Biology
Reception

November 7, 200001 Tuesdayl]
Registration
Opening Remarks Y, Katsube JASRI/SPring-80J
SR Facilities Chaird N. Kamiya
Photon Factory Structural Biology Program
S. Wakatsukill KEK-PFO
Public Beamlines for Protein Crystallography in SPring-8

oooooooon

N. Yagil JASRI/SPring-80
Chaird S. Misaki
Structural Biology Center Synchrotron Facility for

Beamline Automation

Macromolecular Crystallography at the Advanced
A. JoachimiakO APSO
High-throughput Diffraction Data Collection and Analysis
P. Kuhn SSRL[O
Genomics Center[] Pathogens Genomes[

Photon Source

NW Structure

S. Hasnain[ Daresbury Lab.OJ

Recovery of Non-productive Beam-line with Precision

RoboticsO A 5x Multiplier for Improving Beamline

J. Roseld] U. Georgiall

ChairO A. Suzuki

Detector Systems for High Throughput Structural

C. NielsenD ADSCO
Development of High-Speed Imaging Plate Detector

M. Yomamoto RIKEN/SPring-80J

Robotic Sample Handling and Computational Control for

Throughput and Efficiency
Automated Data Collection

Genomics Beamlines

Maximizing Throughput for Synchrotron-based Structural
T. N. EarnestJ LBNLO
B. C. Wangl U. Georgiall
Chair[d D. Vassylyev

Biology

Comment

Automated Data Processing

Data Collection and Processing in Structure Genomics Era
W. Minord U. Virginial

Automated Data Collection and Processing for Structural

Genomics Beamlines C. NeilsenJ ADSCO

Banquet [Cafeteria at SPring-8]

Y. Inouel] RIKEN/SPring-80J

November 8, 20001 Wednesday![]
Chaird A. Nakagawa
An Automated Structure Determination System
Incorporating SHARP, ARP/WARP and BUSTER
G. Bricognedl MRC LMBUO
Automated MIR and MAD Structure
T. TerwilligerO LANLO
Elves a User-friendly Expert System for Macromolecular
J. Holton UC, Berkley[
Chair0 T. Shimizu
C. Ogatall BNL[
Protein Structure Determination from Native Crystals

Automated Phasing

SOLVE -
Determination

X-ray Crystallography
MAD/SAD
Overview of MAD Phasing

Using Single-wavelength Anomalous Scattering Data

Z. J. Liu U. Georgiall
Quick Structure Determination using Anomalous
Scattering Effect A. Nakagawall Osaka U.0J
Automated Model Fittingb ChairJ W. Minor
Distributed-Computing Environment for Crystallographic
Automation, A Distributed System for Automation of

11640



Macromolecular Structure Determination
D. McReel ScrippsC

From Electron Density Maps to Function
T. OldfieldO MSI, UKO
ARP/WARP: Procedures for Automated Model Building

and Refinement A. PerrakisO EMBLO
Structural Bioinformatics Chair0 T. Matsuzaki

Protein Structure Comparison using the Markov Transition
Model of Evolution T. Kawabatal NIGO
Industrial Applicatoins Chaird T. Matsuzaki

Protein Structure Factory U. MuellerD PSFO
High Throughput X-ray Crystallography] HT X for Drug
Discovery H. JhotiJ Astex[

Structural Genomics at Structural GenomiX
J. NewmanU SGX[O
Development of High Throughput Technologies for
Protein Crystallography and Structural-based Drug Design
R. StevensO Syrrix[
Closing Remarks M. Miyano[J RIKEN/SPring-80]

Softwar e Demonstr ations

Elves J. HoltonO UC, BerkleyO
Blue-ICE P. Kuhn SSRL[O
HKL2000 W. Minord U. Virginiall
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