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Abstract

Genomes evolve through large-scale events,
known as genome rearrangements, that
reorganize the gene order in the chromosome.
Usually two closely related prokaryotes share
many gene clusters, which are sets of genes in
close proximity to each other, but not necessarily
contiguous nor in the same order in both
genomes. Gene clusters could result from
evolution of common ancestors, and could
represent phenomenon of co-expression. It plays
an important role in the construction of
phylogenetic trees and prediction of gene
functions. Thus, finding gene clusters is an
important problem in comparative genomics. In
this paper, we will discuss gene clusters finding
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problem using model of approximate common
intervals, that is, genomes are considered as
strings and approximate common intervals are
defined as set symmetric difference. We present

an O(n’) algorithm to find gene clusters

Keywords: comparative genomics, genome
rearrangement, gene cluster, common interval
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