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lassification of protein-protein interaction surfaces based on secondary
structure and database release
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Homodimers and heterodimers were classified hierarchically based only on the

secondary structure information at the contact surface. The first level, Class, was divided into
seven groups based on the type of secondary structure contained at the interaction surface. The
second level, Interface Type (iType), was hierarchically clustered based on information on the
number and orientation of secondary structure element pairs within the subunit, and divided into 54
groups. The third level, hierarchically clustered using information on the number and orientation of
secondary structure element pairs between subunits, and divided into 212 groups. The results have
not been made public on the OLIGAMI website due to a breakdown in the server computer, but will be
made public as soon as a new computer is available.
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Hierarchical classification method of protein-protein interfaces based on their secondary structures
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Comprehensive analysis of different fold proteins with similar interfaces
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