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An overview of cophylogeny research methods
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Abstract ; Cophylogeny is the study of the relationships between phylogenies of ecologically related groups.These
methods are divided into two kinds: Event-Based Methods and Global-Fit Methods.The former includes Brooks Par-
simony Analysis, Component, Reconciled Tree Analysis ,etc,which thinks of evolution scenario and is much logi-
cal ,but we make choice difficultly because of more analytic result.The latter provides congruence in a relationship
as well as taking into account phylogenic error, but it lacks of linking with relevant evolution scenario.The paper
compares detailedly kinds of analytical softs and shows advantage and the disadvantage in the methods and puts for-
ward the possibility of integrating them to understand better cophylogeny.
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Notes : The figure is cited from the 8" reference. (a) Cospeciation events( ‘ C’).(b) Sorting events ( ‘S’ ). (¢) Host switching events (‘H’). (d)

Duplication event ( ‘D’ ). (e) Inertia (I"). Each figure shows a phylogeny of three host taxa (E—=G; shaded line) with a parasite lineage (1-5: line)

mapped upon it.
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