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Development of a large-scale comparative
genome system and its application

Yasubumi Sakakibara
Department of Biosciences and Informatics, Keio University

Abstract :

As the number of whole genome sequences available continues to increase rapidly,
the raw scale of the sequence data being used in analysis is the first hurdle for
comparative genome analysis. When performing whole genome alignments,
large-scale rearrangements make it necessary to first find out roughly which short
well-conserved segmeﬁts correspond to what other segments (termed anchors).
Our novel algorithm, which we have implemented in a program called Murasaki
(available at http:/murasaki.dna.bio.keio.ac.jp), makes it poésible to identify
anchors of multiple large sequences on the scale of several hundred megabases
(e.g. three mammal chromosomes) in a matter of minutes.
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4. XA N7 T 588, Mtuberculosis CDC1551, H37Rv; M.avium, M bovis, M leprae,
D Murasaki I &L BB ORE. (&) 7oh—%2) 070y MUK, (B) 2807 / L
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1,653,2010p-1,656,3410p of 5.229.148bp (0.96%)
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