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Abstract A lot of microbial genome projects have been completed to pour the enormous amount
of genomic sequence data. In this context, the problem of identifying promoters in genomic DNA
sequences by computational methods has attracted considerable research attention in recent years. In
this paper, we propose a new model of prokaryotic core promoter region including the -10 region and
transcription initiation site, that is, Dependency-Reflecting Decomposition Model (DRDM), which
captures the most significant biological dependencies between positions (allowing for non-adjacent as
well as adjacent dependencies). DRDM showed a good result of performance test and it will be
employed effectively in predicting promoters in long microbial genomic Contigs.

Key words : Genome, DNA, Prokaryote, Promoter, -10 region, Transcription, Dependency-
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Decomposition Model)
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