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The Protein Data Bank Japan (PDB;j) curates, edits and distributes protein three-dimensional
(3D) structural data as a member of the worldwide Protein Data Bank (wwPDB) and currently
processes about 25-30% of all deposited data in the world [1, 2]. In addition to prepare the
description formats and the viewers of those structural data [3], several tools and services
have been developed for functional annotations from those protein 3D structures [4,5]. In
particular, we have developed the algorithms of (i) rapid and correct similarity search of
protein folds [6,7], (ii) very rapid comprehensive atomic structural alignment of functional
sites [8], and (iii) molecular surface comparison with physicochemical properties [9-11].
Several examples of the applications to annotate the protein unknown functions will be shown
[12].
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