Locomotion leads to speciation in Heliconius butterflies
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Evidence of selection and introgression at the L locus
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Conclusions
We characterized a locomotor locus that acted as an introgression hotspot and played a consistent role in early Heliconius speciation. We further showed that it is

likely a gene cluster in Lepidoptera. These findings involve a handful of fundamental issues in evolution, including speciation, adaptation and hybridization.
Understanding the role of locomotion appears to be the key to disentangling this complexity. Butterfly wings exhibit a variety of functions and have been favored by
natural selection and sexual selection, and wing patterns have been recognized as an important morphological trait involved in speciation and adaptation. In this
study, we showed that a biomechanical trait, wing locomotion, has been favored by selection in multiple Heliconius species and plays multiple roles in speciation and
adaptation: it might serve as either a classic magic trait or an ecological trait, and during this process, hybridization directly fueled its divergence in speciation.
Although locomotion is a less intuitive biomechanical feature, our results, for the first time, decode combinations of wing patterns and locomotion that cannot be
overlooked: they might either increase divergence in speciation or promote mimicry in adaptation.
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