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“Independent introductions and admixtures have contributed to adaptation of European maize and
its American counterparts”. In: PLoS genetics 13.3 (2017), e1006666.

3



[30] Damien Guillaumot, Mauricio Lopez-Obando, Kevin Baudry, Alexandra Avon, Guillem Rigaill,
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Bonne, Guillem Rigaill, Graça Raposo, and Philippe Chavrier. “Diaphanous-related formins are
required for invadopodia formation and invasion of breast tumor cells”. In: Cancer research 69.7
(2009), pp. 2792–2800.
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