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Retoropozon insertion analysis was performed to reveal the phylogenetic relationships
in Aves by using the whole genomic data of zebrafinch (Taeniopygia guttata) and the BAC
sequence of condor. This study found that Raptores are polyphyletic and that divergence
of Neoaves ancestor into higher—order lineages occurred in a short period of time. In
addition, the phylogenetic analysis of Gruiformes identified a monophyletic clade called
“core—group” with five retroposon insertion loci. This study revealed a complicated
evolutionary history of Neoaves.
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