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Abstract

A tandem array is two or more contiguous
copies of a pattern of nucleotides in a DNA
sequence. Tandem arrays can be applied in
disease diagnosis, human identity testing, and so
forth. Although, the applications of tandem arrays
have been widely used by biology and medical
sciences many years, the proposed schemes for
efficiently discovering all the tandem arrays in a
DNA sequence are rare. A DNA sequence can be
represented by four standard nucleotide bases --
A~T~G and C, such that, for existing approaches,
the string matching techniques can be used to
discover all the tandem arrays in a DNA
sequence. In this paper, we will propose a new
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algorithm by concatenating repeating patterns for
finding all the tandem arrays from a DNA
sequence. Our experimental results also show
that our approach is more efficiently than existing
schemes.

Keywords : DNA sequence, repeating pattern,
tandem repeat, tandem repeat
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