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ABSTRACT

One of the most important goals in computational molecular biology is allocating re-
peated patterns in nucleic or protein sequences, and identifying structural or functional
motifs that are common to a set of such sequences. Although the problem of computing
the repetitions in biological sequences has been extensively studied, in the relevant lit-
erature, the problem of computing the repetitions in biological weighted sequences has
not been efficiently solved. In this work we present an O(n?) algorithm for computing
the set of repetitions in a biological weighted sequence with probability of appearance
larger than 1/k, where k is a given constant. Our algorithm can be applied in the
detection of the repeated patterns in biological weighted sequences such as assembled
DNA sequences.
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1Full version of a submission presented at the Prague Stringology Conference (Czech Technical
University in Prague, Czech Republic, September 22-24, 2003).



