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Isometric gene tree reconciliation is a gene tree / species tree reconciliation problem where both the gene tree and the species tree include branch lengths, and these branch lengths must be respected by the reconciliation. The problem was introduced by Ma et al. 2008 in the context of reconstructing evolutionary histories of genomes in infinite sites model. We have shown that the original algorithm by Ma et al. is incorrect, and we propose a modified algorithm that addresses the problems that we discovered. Our algorithm is also more efficient. We have further studied several new variants of the problem, including reconciliation of two unrooted trees and allowing uncertainty in the input branch lengths.
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