PDB-REPRDB: An In teractiv e Database of Represen tativ e Protein Chains from the Protein Data Bank (PDB) T amotsu NOGUCHI, Ken taro ONIZUKA and Y utak a AKIY AMA P arallel Application Lab oratory , Tsukuba Researc h Cen ter Real W orld Computing P artnership Tsukuba Mitsui Bldg., 1-6-1 T ak ezono, Tsukuba 305-0032, Japan E-mail: noguc hi@trc.rw cp.or.jp Abstract W e demonstrate the new v ersion of PDB- REPRDB, whic h assures a quic k selection of repre- sen tativ e c hains on the user’s demand. The user can select sev eral factors (Resolution, R-factor, n um b er of c hain break, etc. ) as w ell as thresholds and priorit y v alues for those factors on the WWW P age 1. Chains are eliminated from the list of protein c hains in PDB b y setting the thresh- old ( e.g. Resolution � 3.0 � A) and sorted according to the priorit y . Ev ery represen tativ e is the b est among that similar protein c hain group regarding those factors. On the WWW P age 2, the user can select the parameters (ID%, and RMSD or Dmax) and set the threshold for classi�cation. In the similarit y c hec k, w e consider the c hain to not b e similar under these conditions: 1) if ID% is c hec k ed, c hains whose ID% are less than the threshold, 2) or, if RMSD or Dmax is c hec k ed, c hains whose RMSD or Dmax are greater than the threshold. As long as the represen tativ e c hain selection is man ually p erformed, it is not feasible to quic kly meet man y researc hers’ requests, and con�gure v arious conditions for selection. The parallel and fully-automated system, PDB-REPRDB, is the solution. This PDB-REPRDB (PDB Release 86) service is a v ailable at P APIA WWW serv er ( http://www.rwcp.or.jp/p apia/ ) since April 1999. Figure 1: A Diagram of PDB-REPRDB: An In teractiv e Database of Represen tativ e Protein Chains from the Protein Data Bank (PDB). *)The maximum distanc e b etwe en sup erimp ose d p airs of atoms e ach fr om the two structur es.