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TRENDS In Ecology & Evalulicn
Methods Category? Software Speed Input data Modelof  Reticulations  Statistical
evolution assessment
Pyramids Distance Pyramids Fast Distances  Yes Yes Mo
Statistical geometry Distance invariants Geometry, Statgeom  Fast Multistate  Yes Yes Yes
Split decomposition Distance parsimony  SplitsTres Fast Multistate  Yes Yes Yes
Median netwaorks Distance Mo Slow Binary Mo Yes Mo
Median-joining netwarks Distance Metwark Very fast  Multistate Mo M Mo
Statistical parsimaony Distance TCS Fast Multistate Mo Yes Yes
Malecular-variance parsimany  Distance Arlaquin Fast Multistate  Yes Yes Yes
Metting Distance Mo Slow Multistate Mo Yes Mo
Likelihood network Likelihood PAL Slow Multistate  Yes Yes Yes
Reticulogram Least squares Trex Fast Distances Mo Yes Yes
Reticulate phylogery Least squares Mo Slow Distances?  Yes Yes Yes
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