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1. Cyclopedic analysis of protein crystal struc-

BRI 724 4

ture and related technological development for the
structural genomics

As a part of the protein 3000 project, we perform
the structural genomics oriented study on the structure-
function relationship of oligomeric proteins and under-
take relevant technological development. In order to ob-
tain the systematic understanding for the biological role
of protein oligomerization, we compare a huge number of
crystal structures from the large-scale structural analy-
sis. At the same time, we develop new technologies for
high-throughput crystallography, including an automated
analysis system, the structure evaluation system, and the
diffraction checking robot. Through this research and de-
velopment, we would like to contribute to structural ge-
nomics and the relevant industrial applications. In this
fiscal year, we focused on the technological developments
through the structure determination of 37 proteins from
thermophilic organisms. The normalized experiment pro-
cedure is now implemented on software system: the au-
tomatic analysis system and the structure evaluation sys-
tem. We also developed several other technological de-
velopments for high-throughput structure determination.
Furthermore, we established an effective method to analyze
the subtle but biologically relevant conformational changes
of oligomeric proteins, through researches in structural bi-
ology for several oligomeric proteins.
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