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Development of a method for predicting functional sites in function-unknown
splicing isoforms

Shionyu, Masafumi
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At present, many sequence data of splicin% isoforms produced by alternative
splicing are known. However, most of these splicing isoforms are function-unknown. In addition, it
is argued whether they are functional or not. Thus, we developed a prediction method for i
functionality of splicing isoforms. Using our method, 70% of splicing isoforms, of which protein
expression were not confirmed, were predicted to be functional, and this value is larger than one
shown before. Moreover, we developed a method for predicting functional sites of splicing isoforms
predicted to be functional. The method we developed showed higher accuracy for predicting small
molecule-binding sites than that of our previous method. And we developed a method for predicting a
small molecule ligand of a target protein that showed better performance than that of conventional
one.
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