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 and core calling), which enable us to identify high-quality mitochondrial gene sequences for the 72 chimpanzees and four
gorillas. The combined dataset for each genus was then analyzed separately using the ProtTest software ([@B44]) to identify the
appropriate protein substitution models for each dataset. Maximum likelihood (ML) analysis was performed for the amino acid
dataset using PhyML (v. 3.0) ([@B45]), with the Shimodaira-Hasegawa-like (SH-like) approximate likelihood ratio test (SH-
aLRT) as the branch support measure ([@B46]). Divergence Time Estimates {#s2_7} ------------------------- Divergence time
estimates were computed for the datasets of [@B42] and [@B40] to allow the possible retroposition of mitochondrial gene

sequences. For the [@B42] dataset, the gene trees were first combined into a consensus gene tree using MEGA (v. 5.0)
([@B33]) and the last common ancestor (LCA) node of the gorillas and chimpanzees was used as a root for the ML tree. The
LCA node of the two genera was identified using the BEAST software (v. 2.4.8) ([@B10]), using a relaxed clock model and a

Yule process tree prior. The MRBAYES (v. 3.2.2) software package ([@B15]) was used to infer the mean substitution rate
across the combined dataset, based on the generated output file from the BEAST analyses. As substitution rates for different
species have been shown to vary, a coalescent-based approach was used to account for the different substitution rates among
taxa in order to obtain the most accurate divergence time estimate for the two genera ([@B26]). The maximum likelihood

method ([@B47]) and the Markov chain Monte Carlo (MCMC) algorithm in MRBAYES were used to estimate the LCA node
of the two genera, along with the upper and lower 95% confidence intervals of each node. To verify the ML tree, a second

analysis was performed with the starting trees being randomized for 1,000,000 generations and sampling at every 1000
generations to obtain an average tree. A posterior probability (PP) value \>0.95 was used as the criterion to assess the support of

each node in the resulting tree. Finally, the LCA node of each genus was used as the root for the ML 82157476af
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