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The reversal distance is the smallest number of reversals that one has to perform on a signed permutation in order to
convert it to the identity element of the underlying group. This distance measure is frequently used to estimate the
number of genome reshuffling events that occured during evolutionary history. We propose to generalize the concept
of reversal distance for the case of non-uniform, context-dependent reversal costs. For the purpose of analyzing the
combinatorial properties of the generalized reversal distance, we use a set of techniques from classical algebraic coding
theory. (Received September 27, 2006)



