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Evaluation of ligand binding site candidates
based on sequence homology

YAsuo NOBUAKIY'®  SEKIJIMA MASAKAZUL2

Abstract: In structure based drug discovery (SBDD) based on three-dimensional protein structure, amino
acid conservation of ligand binding site candidates is important. In this study, we made a tool which visual-
ized sequence homology of ligand binding site on protein structure and evaluated whole site quantitatively.
We also applied real target of drug discovery to our tool to validate.
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