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The PDB Japan (PDBj) has developed and managed the three-dimensional structural database for 

biological macromolecules, as one of the members of the worldwide Protein Data Bank (wwPDB) in 

collaboration with RCSB-PDB and BMRB in USA, and PDBe in Europe. We have so far processed 

about a quarter of the all deposited structural data to the wwPDB, and provides them from a newly 

constructed data management system, PDBj Mine, based on the canonical XML data, PDBML. In 

addition, we have developed many tools and services to search the similar folds, similar local 

structures, and similar molecular surfaces, to understand molecular functions. 
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