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Pattern predicted for the relative locations of paralogous genes from two The hypothesis that the relatively large and complex vertebrate genome was Genes duplicating at the base of vertebrates Recent gene duplications Tetra-paralogy in the Human Genome
genome duplications created by two ancient, whole genome duplications has been hotly debated, but
remains unresolved. We reconstructed the evolutionary relationships of all gene
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Identification of Genes that Duplicated at the base of
A second genome duplication recreates another set of paralogs in identical order, with multigene families that retained
two copies now present in four, and those that had lost a member now present in two copies. Vertebrates
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interpreted important for the evolutionary success of the vertebrate lineage.
Questions remain about the mechanisms of WGD, the specific roles in
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