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Two-layer Comparison of Protein Structures

SUNG-JOON PARK!? and MASAYUKI YAMAMURA/t

The proteins fold into the native structures that express biological functions, and therefore
comparing three-dimensional protein structures and classifying them are extremely important
to understand the nature of protein molecules. Generally, the local structure and global struc-
ture that will be related to the survival of the fitness are strongly conserved in the process of
molecular evolution. In here, we suggest an approach to lifting the veil of the relationship be-
tween local structure and global structure on the basis of assumption that local structures play
a crucial role in assembling the global topology. The idea, two-layer comparison, proposed in
this study is based on a Real-coded GA asynchronously parallelized.
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