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Classification of oligomeric proteins by secondary structures of contact surface
and release of database
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In research on life phenomena, utilization of three-dimensional structural
data of oligomeric protein is very effective. In this study, the structure of each amino acid on the
contact surface of the protein complex was divided into three types, and the number of pairs of
structure types in contact between the two contact surfaces was investigated. In addition, we could
classify the complex by expressing the ratio of the structure pairs of the whole contact surfaces as
a 6 - digit number. We also developed a website OLIGAMI that can browse this classification
information. As a result, it was possible to search from both aspects of the structure of the whole
protein and the features of the contact surface.
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(A) 1a0r [ABC], (B) 2bcj [ABCD], (C) 1tbg [A4B4]

Classes: All beta proteins

Folds: 7-bladed beta-propeller
Superfamilies: WD40 repeat-like

Families: WD40-repeat

Protein Domains: betal-subunit of the sign
Species: Cow (Bos taurus) [TaxId: 9913]
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1a0r B: ¥ [ABC]
1b9x A v ¥  [ABC]
1b9y A: ¥ [ABC]
1gg2 B: v ¥  [ABC]
igot B: ¥ [ABC]
1gp2 B: v ¥  [aBC]
lomw B: v ¥ [ABC]
itbg A: ¥ [A4B4]
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EL v ¥  [ABCD]
2trc  B: ¥  [ABC]
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