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Figure S1. Genetic variation of /25-16S (mtDNA) and ADA and TF (nDNA) genes in lions. (A) Haplotypes and variable sites for the
125-16S mtDNA region surveyed in lions (total length 1,882 bp). Position 1 corresponds to position 1441 of the domestic cat (Felis catus)
mtDNA genome (GenBank U20753). The "-" represents a gap and "." matches the nucleotide in the first sequence. Shading indicates a
fixed difference in the mtDNA lineage. (B) Haplotypes and variable sites for the 4DA gene segment surveyed in lions (total length 427
bp). (C) Haplotypes and variable sites for the 7F gene segment surveyed in lions (total length 427 bp).



