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Abstract:  The major signal in protein coding regions for most of genomic sequences is three base periodicity. In this paper,
we analyze this periodicity using wavelet transformation (WT) and propose a novel prediction approach for the protein coding re-
gions of DNA sequences based on WT. This approach is able to predict and locate the coding regions simultaneously and is indeperr
dent of training sets or exising database information. The validity of this approach is verified by a great deal of research results from
theoretical analysis and experiments. The snsitivity and the specificity of novel approach reach 81% and 75% respectively. So, the
prediction effectiveness is good. Especially, the sensiivity of novel approach is greatly improved compared with other techniques

currently in use.
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