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We used Bayesian models of anagenetic and
cladogenetic chromosome number evolution

to estimate both the mode of chromosome DiSCUSSiQn and COﬂClUSiOﬂ

evolution and ancestral chromosome : _—
numbers in the software RevBayes. Biogeography Findings:
The Likelihood Ratio Test and Akaike information criterion indicate vicariance and long distance dispersal. We found support for a dispersal

origin of Hugonoidaeae in South America approximately 45 million years ago and a North America founder speciation event for Linum sect. Linopsis from
Europe about 35-40 million years ago. We found evidence that all yellow-flowered flax in North America results from a single colonization from Europe or
the Mediterranean region approximately 11.8 million years ago. The ancestor of the blue-flowered flax originated from Europe or the Mediterranean
region approximately 24 million years ago.
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