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Vas pozyvaju na 111. predndasku v ramci Kuzelovych seminarov:

Nick Barton
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EVOLUTION OF FLOWER COLOUR IN SNAPDRAGONS
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Nick Barton is a professor at the Institute of Science and
Technology, Austria and an internationally renowned
evolutionary biologist. He has developed a mathematical
framework for multilocus genetics and used it to make
ground-breaking contributions towards understanding the
limits to selection, the evolution of sex/speciation, and the
dynamics of hybrid zones. He came to IST Austria in 2008
when the institute has launched its existence and helped
forming it into an institute dedicated to world leading,
cutting-edge research in physical sciences, life sciences, and
mathematical and computer sciences. He is a Fellow of the
Royal Society and a Fellow of the Royal Society of Edinburgh
and he received multiple recognitions for his work in
evolutionary biology: Erwin Schrédinger Prize and Mendel
Medal from the Austria Academy of Sciences, Darwin-
Wallace Medal from the Linnean Society.
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The snapdragon Antirrhinum majus includes subspecies that differ in flower colour. In joint work with
David Field (Univ. of Vienna) and Enrico Coen (John Innes Institute, Norwich), we have made an
intensive study of a narrow hybrid zone that separates yellow from magenta flowers. Observations of
pollinator behaviour and genetic estimates of parentage show that there is assortative mating for
flower colour, and that pollinators prefer commoner colours; these direct estimates are consistent
with indirect measures of selection and gene flow. Pooled sequence data shows that selection likely
acts on just a few genes involved with flower colour, and prevents gene flow only across a very small
region of genome. This study shows how a variety of techniques can be combined to understand a

striking natural phenomenon.
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