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Advancement and Standardization of Protein Structure Database

Haruki Nakamura
Institute for Protein Research,

Osaka University

The three-dimensional (3D) structural database for biological macromolecules, Protein Data Bank (PDB), has
been developed and managed in collaboration among USA, Europe, and Japan, founding the new
international organization, world-wide PDB (wwPDB). We organize the PDB japan (PDB;j), which curates,
edits and provides the structural data., and construct a new data browser using an XML-DB with the SOAP
service. The errors in the conventional format describing the 3D macromolecular structures have been
completely repaired with the aid of a new and canonical XML description, PDBML. In addition, we have
developed several tools and services: a new molecular graphics viewer, jV, which directly parses the PDBML,

and search services for the analogous queries of the backbone folds and the molecular surface shapes.
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