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Abstract

The Development of promoter recognition systems is a interesting problem in computational biology. In
this paper, we introduce a intelligent system for promoter recognition with multiple decision models using
artificial neural networks. We have trained this models with 1871 human promoter sequences and 5230
exon and intron sequences. Our system is found to perform better than other promoter finding systems in

sensitivity and specificity measures. We have tested our system with Chromosome 22 dataset.
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91% 7.33 60.177%  3.64 45% 1.975
63% 345 30.67% 2.06
56% 2.33 20.06% 1.0
Discussion
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