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Fig 1 Comparason of 5 gene trees from Liquidambarwideae
L. f= Liquidambar fomosana; L. a = L. acabcina; L. s = L. stymciflua; S. ¢ = Semiliquidambar cathayensis;
A ¢ = Altingia chnensis; M [ = Mytilaria laosensis; H m. = Hamamelis mollis; C ¢ = Corylus chinensis; d
Com, .. M. L, Hm, Cc ;e Ran; f Ran, *  Com,, Ran
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Comparison between gene trees based on complex or random outgroups and single outgroups
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Effect of Outgroups on Construction of Gene Trees

ZHONG Yang  » TANG Xianhua» SHI Suhua, HUANG Yelin

Abstract: Taking the molecular data from the subfamily Liquidambawideae (Hamamelidaceae) and the
order Nymphaeales sensu lato as examples, we constructed and compared the gene trees based on dif-

ferent combinations of data sets, tree-building methods, and outgroups. The gene tree using a single

ouigroup which has closer relationship with the ingroup can reflect more phylogenetic information. The

same tree might be obtained using a single outgroup or more outgroups and a complex outgroup which

includes this single outgroup (s). A random outgroup is defined as a random code sequence generated

by using a wmputer program. Random outgmoups can be used to infer sketchy cladistic relationships a-

mong particular taxa.
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