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RECOGNITIONS OF PUTATIVE BINDING SITES BASED ON
INFORMATION CONTENT

Understanding the mechanism of genes expression and regulation is a necessary and challenging
problem for biology genetics. Gene expression is affected by many factors, especially the
interactions between regulatory factors and corresponding DNA binding sites. This paper has
developed an algorithm for automatic discovery of putative binding sites from yeast genome, which is
called information content index method (ICIM)on basis of information theory. ICIM can accurately
extract the binding sites from the gene’ s upstream sequences regulated by known transcriptional
factors. It has also recognized the putative binding sites from the upstream regions of two
representative gene’ s clusters based on gene co—expression. Some of those sites have explicit
biological functions.
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= H & & (Information content); FLFIAFE[N (Co—expression gene); FE[A FUFIX I, (Gene upstream
region) ; Y0 (Binding site); 2825 (Cluster)



