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Abstract

The next generation of sequencing technology provides a cheap and fast way for reading millions of short DNA fragments, thus promising an exponential growth in the number of sequenced genomes in the next few years and heightening the need for an efficient and accurate tool for assembling genomes from short reads. Existing assemblers face many obstacles such as errors in reads, presence of repeats, variations in repeat instances, gaps in reads coverage, inaccurate insert size, etc. There are still no sufficiently accurate assemblers that overcome all these obstacles.

In this talk I will describe computational challenges associated with these obstacles and present recent algorithmic advances developed at the Algorithmic Biology Lab at Saint Petersburg Academic University.
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