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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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NIRTER, R, B1E (XA T I7 ZADFH) %328 EgiﬁwWOka9F7%
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TEDMR AT R VB OFSBEHEE[L6][17]°, ~ A 7 1 7 LA T B TR L S = Fii- 72 B A
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KIS L ORGSR RT D0 FET/VE 27 —MagMol £ B3, ABL-, Zho7m s
7 LZ, PDBj-BMRB @ web ¥ b A v ma— RETWDH, BEkT — & O G VERE
DT, BEE OB T TRT—F_X—2D0EM EIZKRE BT 5 L HfES
N5,

3. £&OH

TR DEEEHER LOOR/NROT ) T —H LD NTOREREBEHE L, SERT
— A N_—= AL UCHIE % &b 572, PDBj 3 X U PDBj-BMRB Ci%, wwPDB (2351} %
EESEEEIC LD, 3 AR« XT3 —v U ARREL, DOMEARNCFRREARER T —Z N 7 1§
EEITIBE N 2RI TCEZ, T4 7P A ADT —H =2 2B\ TIL, £ D Stakeholders
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