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Abstract: The 3-base periodicity, which exists in the coding regions, is adopted to predict the location of coding
regions in an unknown DNA sequence. Based on the fixed-length sliding window approach, an improved
algorithm for gene prediction is proposed, which combines all-phase FFT spectrum analysis and multi-rate
digital signal processing. The method possesses some merits including reducing the truncation effect, improving
the operation efficiency and providing a scheme for pipeline operation. Computer simulation results are given to
compare the presented approach with other method for gene prediction, indicating that the proposed method
achieves a satisfactory prediction accuracy at the nucleotide level.
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