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Erratum to: Genomic innovations,
transcriptional plasticity and gene loss
underlying the evolution and divergence
of two highly polyphagous and invasive
Helicoverpa pest species
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Erratum
Upon publication of the original article [1], it was
noticed that Dr Papanicolaou’s surname was spelt
incorrectly. The correct spelling is “Papanicolaou”, as
shown in the author list of this erratum.
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