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Abstract

Oligomeric proteins are proteins which are composed of two or more polypeptide chains, or subunits. The arrangement of subunits is known as quaternary structure and varies in term of
of composition and topography. Their systematic study could contribute to protein annotation and a better understanding of some biological processes. We have produced a database
which contains features extracted from PDB 3D structures. Information provided includes complex composition, 2D/3D rotational symmetry and details about subunit interactions. Each
complex is also represented by a 2D cartoon and a graph which can be analysed by network analysis tools.
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