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Fig.1. Hierarchical outline of the scientific discipline of biogeography.
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Figure 1

Model types considered in phylogenetic biogeography. Diffusion models are used primarily for
phylogeographic analysis but may also be of interest in classical historical biogeography (7). Models that use
discrete areas (A-D) fall into the categories of static island models (4), hierarchical vicariance models
(HVMs) (¢), and reticulate models (4). Static island models may allow variation over time in dispersal rates,
d) to d3, but areas are constant. Both HVMs and reticulate models assume different area configurations over
time. The empirical examples shown here are the Hawaiian archipelago (island model), Gondwana breakup
(HVM), and Northern Hemisphere biogeography (reticulate model).
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