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Fig. S1. Normalized residue conservation scores for full-length cytochrome b sequences from 632 mammalian species (Castresana
2001). Sequences were aligned using Clustal X (Thompson et al. 1994). Higher scores (grey bars) are indicative of a higher degree of
conservation. Locations of the substitutions occurring at the stem of the P. maniculatus species complex (indicated by large arrows)
and within P. maniculatus (indicated by smaller arrows) are among the most variable sites in the alignment of mammalian cytb
sequences.
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