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(The hybridization network of the brassicaceae constructed by supernetwork, coming from reference 20,

the light circles represent possible hybridization events)
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Construction and Application of Phylogenetic Network

CHENG Chun-hua, HUANG Yuan
(College of Life Sciences, Shaanxi Normal University, Xi’an, Shaanxi 710062, China)

The phylogenetic networks mainly applied to display complicated reticulations above species,
display the relationships between intraspecific individuals and among populations, and display
the results of phylogenetic inference of contradicted data sets. After having explained the
background knowledge of phylogenetic network and reticulate evolution, we introduced several
methods applying to construct phylogenentic networks in widely used softwares, such as
Reticulograms in T-Rex, Statistical parsimony in Tcs, Median networks, Split decomposition and

Neighbour-net in Splitstrees4.

Key words: Reticulation; Phylogenetic networks; Reticulograms; Statistical parsimony; Median networks;

Split decomposition; Neighbour-net



