PDB-REPRDB: A Database of Representative Protein
Chains from the Protein Data Bank (PDB)

The criteria used to select the representative
protein chains are: a) quality of atomic coordinate
data, b) sequence uniqueness, and c) conforma-
tion uniqueness. The system of PDB-REPRDB is
designed so that the user may obtain a quick se-
lection of the representatives according to the pri-
orities specified oneself.

The structural library for protein secondary
structure prediction and the data for our PAPIA
(Parallel Protein Information Analysis) system
were chosen from PDB using the system. And this
will be useful for detecting local structure diver-
sity between homologous proteins.

The system is available at the PAPIA WWW
server (http://www.cbrc.jp/papia/).

An example of a protein structure change by DNA bind-
ing. The superimposed a monomer (1HMY) and a com-
plex of Hhal DNA Methyltransferase (EMHTA) and DNA
are shown as a red and blue ribbon, respectively
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