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Development of an Object Oriented Database of
Protein Three Dimensional Structure Data

Masahiro Yoshida, Shinji Komeda, Michio Nakanishi, Akihiro Hashimoto

Department of Information and Computer Sciences,
Faculty of Engincering Science, Osaka University

Toyonaka, Osaka 560 Japan

An object oriented database of protein three dimensional structure data was developed to retrieve
them in a brief way. Its schema classifies the data imported from the Protein Data Bank(PDDB)
according to the enzyme code, and represents each protein as a composite object with the structure
based on protein itself. The schema also has several methods which simplify SQL statements for a
complex query. A graphical user interface Protein Browser is available, which supports easy retrieval,
linkage with applications on PDB data, and so on.
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