Supplementary material
Table legends
Table S1. mtDNA control region sequences in two population samples of Tatars. 
Table S2. Neutrality tests results performed by of methodology suggested by Elson et al. (2004) and Ruiz-Pesini et al. (2004) as implemented in mtPhyl program. 
Table S3. mtDNA control region sequences of haplogroup A8 in northern Eurasia.

Figure legends

Figure S1.


 Phylogenetic tree of 73 completely sequenced mitochondrial genomes of the Volga Tatars constructed by mtPhyl program. Numbers along links refer to substitutions scored relative to the rCRS. Transversions are further specified; “ins” and “del” denote insertions and deletions of nucleotides, respectively; back mutations are underlined; symbol “<” denotes parallel mutation. 

Figure S2. 

Phylogenetic tree of mitochondrial haplogroup N1c constructed by mtPhyl program. Numbers along links refer to substitutions scored relative to the rCRS. Transversions are further specified; back mutations are underlined; symbol “<” denotes parallel mutation. Additional complete sequences were taken from the literature and accompanied by GenBank numbers.

Figure S3.


 Complete mtDNA sequence based phylogenetic tree of haplogroup HV0a constructed by mtPhyl program. Numbers along links refer to substitutions scored relative to the rCRS. Transversions are further specified; “ins” denotes insertion; back mutations are underlined; symbol “<” denotes parallel mutation. Additional complete sequences were taken from the literature and accompanied by GenBank numbers. 
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