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Analysis of functional site of DNA Binding Proteins based on spatial
existing probability of amino acids
Yukako Sakatsuji, Reika Okihara, Ichiro Yamato, Satoru Miyazaki
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To explore the mechanism of gene regulation, it is necessary that structural characteristic of binding site on DNA Binding
Proteins(DBP) which cognize the cis-element. Database of the DBPs classifies based on sequence motif. However, sequence
motif is consisted of residuew related to structure maintenance and DNA binding. On the other hand, we found that spatial

existing probability of amino acids in DNA Binding site coped for characteristic of structure , using FCANAL developed for

identification functional site based on local structure information and. In this study, We attempt to clarify the structural

characteristic of DNA binding sites.
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