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1. Three Phylogenies

In recent years, a number of methods have been published for estimating evolutionary distances between genomes. In
order to compare the quality of the various methods, the distances are typically converted to phylogenies and the distance
between them measured using the Robinson-Foulds metric. Consider two trees, T1 and T,, the RF-distance between them
IS the number of clades present in T but absent from 75 plus the number of clades present in 7> but absent from T4. To see
that this might be a problematic measure, consider the following three trees.
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Alignment-free programs for genome comparison produce distance matrices, rather than trees. It thus makes sense to between closely related
compare these matrices directly. We propose the A measure, a variant of the Hausdorff metric. genomes.
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