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The aim of this research project is to clarify various new functions gained
by endogenous viral elements (EVEsS) in mammalian genomes and their genome evolution. | have
developed an annotation database called gEVE for possible protein-coding sequences derived from
EVEs. In this study, we have identified various new functional sequences derived from EVE using NGS
data analyzed with this database. For example, we discovered a novel structural protein Gag-like
retroviral gene expressed in bovine placenta by collaborative research. We also identified
non-coding regions derived from EVE and predicted that it might have acquired the function such as
promoters.
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