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We performed the chromosome-level genome assembly of the social aphid
Colophina clematis and whole-genome sequencing of approximately 60 field collected individuals to
analyze population structure. We assembled corresponding to three autosomes and two sex chromosomes.
Additionally, we analyzed the population structure of regional groups in Japan and estimated
haplotypes and investigated the genomic signature of natural selection in Colophina clematis.
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Eusociality without a nest: the evolution of altruistic behaviour in horned aphids
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