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Development of protein function prediction methods with global substructures and
interaction stochastic models
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It is useful for understanding protein functions to identify biomolecules

interacting with proteins and proteins consisted in a complex. We improved prediction methods for
protein-RNA residue-base contacts and heterodimeric protein complexes. We developed an estimation
method of a Laplace-like mixture on a set of strings, and enhanced the speed of finding median
strings. Furthermore, we developed grammar-based compression methods for domain sequences of

proteins and generalized series-parallel graphs.
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