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Advances in genomics research on Nasonia
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Abstract Nasonia is not only an important insect natural enemy but also an ideal model organism. On Jan. 15, 2010,
the genomes of Nasonia viiripennis, N. giraulti, and N. longicornis were published in the journal Science. For Nasonia,
the “post-genomic era” started with this event. The sequencing of these Nasonia genomes opens new doors to study many
aspects of Nasonia, including genetics, evolution, developmental biology, neurobiology and behavior using the tools of
bioinformatics, comparative genomics, and functional genomics. Many articles have been prompted by the publication of
the Nasonia genome sequence. Special issues of Insect Molecular Biology and Heredity contain most of the recent findings
of the Nasonia Genome Project. Here, recent publications related to Nasonia genomics are reviewed briefly, and

opportunities for research and future perspectives discussed.
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