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Folding principle of proteins with different 3D structures in spite of high
sequence identiry

Kikuchi, Takeshi
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The GA-related proteins which binds to human serum albumin and the
GB-related domain, which binds to the constant (Fc) region of 1gG were treated in this study. In
particular, we treated proteins which share 88%, 95%, and even 98% sequence identity but exhibit
different 3D structures, i.e., a 3a bundle structure or a 43 + o structure. An analysis based on
inter-residue average distance statistics was used to address this _problem in addition to an
evolutionary analysis. First of all, our general methods were applied to lysozyme, b-trefoil
proteins and so on and their effectiveness was confirmed. Then we applied our method to GA
GB-related proteins. As a result, the essential residues to determine the final structures were
identified. Our results confirmed by our Go model simulations.
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