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Fold prediction of BCL2 family using inductive logic programming
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Function prediction of protein and three-dimensional structure prediction of protein are closely related. We
suggested three-dimensional protein structure prediction technique from the protein primary structure using ILP.
However, that method used primary structure in protein database that three-dimensional structures are already
known for rule learning. Between protein database that three-dimensional structure is already known a database
that three-dimensional structure is unknown there is the case that notation of primary structure of protein is

different with the same protein.

Therefore there were problems that a three-dimensional structure prediction

was difficult for the database how three-dimensional structure was unknown in a rule of conventional technique.
Therefore solid structure suggests technique to make a rule of solid structure prediction use from an unknown
database to be able to perform a prediction for the database how three-dimensional structure is unknown in this

article and inspects the utility.
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