Fig. S1. Maximum likelihood (ML) tree for complete mtDNA sequences from brown bears and polar bears.

Terminal taxa are indicated by sample numbers or by accession numbers previously reported. Haplotype numbers in the parentheses for Hokkaido brown bear samples correspond to the mtDNA control region haplotypes of Matsuhashi et al. (1999). The tree from Bayesian inference (BI) was identical in topology to the ML tree. Bootstrap values greater than 50% (ML) and posterior probability values (BI) are indicated above major branches. Major mtDNA clades and their geographic regions are also indicated. Slanted double lines near the tree root indicate that portions of lines were omitted due to space constraints. The scale bar indicates the estimated number of nucleotide substitutions per site.

PAGE  
1

