
The maximum likelihood tree obtained in PhyML-CAT under the CAT+I+G(5) model

assuming 30 profile mixture categories for 210 amino acid sequences of Rab7 and Rab9

proteins. Different thickness of branches corresponds to given support value (p) that is the

minimum of two support values assessed by the approximate likelihood ratio test (aLRT)

based on c2 and Shimodaira-Hasegawa-like procedure.
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