
(((A,B),(C,D)),E); (((A:1,B:2):1,(C:1,D:3):4):2,E); (((A:1,B:2)0.8:1,(C:1,D:3)0.9:4)0.99:2,E);

NEWICK tree format

topology branch lengths support values



Evolutionary models for DNA sequences

• models for sequence changes

• parameters
• base frequences

• substitution types (transitions, transversions)

• heterogeneity in substitution rates (G)

• proportion of invariant sites (I)
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Substitution models for DNA sequences




