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Fig. 5.5. A phylogenetic tree for the Ldh-A and Ldh-C gene families. The tree
was obtained by a neighbor-joining analysis of a codon sequence alignment under
the HKY85 substitution model [14] combined with a Gamma model of rate vari-
ation among sites [35]. Branch lengths are not to scale. The Gallus (chicken) and
Sceloporus (lizard) Ldh-A sequences are pro-orthologs, as they predate the gene
duplication event. The tree is rooted with the pro-orthologous sequences for conve-
nience; all analyses were conducted by using the unrooted topology. The one ratio
model (H0) assumes uniform selective pressure over all branches. H1 is based on the
notion of a burst of positive selection in Ldh-C following the gene duplication event;
hence the assumption of one ω for branch C0 and another for all other branches.
H2 is based on the notion of increased nonsynonymous substitution in all Ldh-C
lineages following gene duplication; hence the assumption of one ω for the Ldh-C
branches (ωC0 = ωC1) and another for the Ldh-A branches (ωA0 = ωA1). H3 is based
on the notion that selective pressure changed in both Ldh-C and Ldh-A following
gene duplication, as compared with the pro-orthologous sequences; hence, one ω for
the Ldh-C branches (ωC0 = ωC1), one ω for the post-duplication Ldh-A branches
(ωA1), and one ω for the pro-orthologous branches (ωA0).


