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The Bio-Crystallography beamline was
constructed for crystal structure analysis of
biological macromolecules on the multiple
method  with
optimized anomalous scattering (MIR-OAS).
An on-line imaging plate (IP) diffractometer
was installed in the experimental hutch.
Automatic X-ray exposures on sample
crystals, required for the MIR-OAS routine
structure analysis, were successful on the

isomorphous  replacement

Weissenberg and oscillaion photograph
techniques. All of diffraction patterns were
very fine, and we could observe higher
compared  with the
second-generation SR
facilities. This may depend on the highly
brilliant beam from the undulator light source.

Since the on-line IP readout mechanism
of the diffractometer was still under
construction,

resolution  spots
experiments  at

all of our test data were

digitized with a RIGAKU IP dram scanner.
Several data sets were collected for each of
hen egg white lysozyme (HEWL) and Aleuna
Aurantia Lectin (P6,22, a=83.4 A, ¢=253.7
A) at room temperature and trypsin crystals at
cryo-temperature. The reflection integrations
were carried out by a newly developed
software system; AUTO (Dr. Higashi,
RIGAKU Co. Ltd). Rmerge values were
reduced to less than 5% at 2.0 A resolution for
all data sets. The MIR-OAS software
dedicated for immediate checking of data
quality was installed and opened for users.

Since the high flux X-ray beam was
available at the Bio-Crystallography beamline,
X-ray damage on sample crystals was the
most serious problem. Except the tough
crystals such as HEWL and AAL, the cryo-
cooling may be indispensable for almost of all
biological macromolecule crystals.
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