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Supplementary Figure and Table Legends
Origin and spread of human mitochondrial DNA haplogroup U7
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Supplementary Figure S1
Maximum-Parsimony Phylogenetic Tree of U7 Mitogenomes.
Mutations were scored relative to the Reconstructed Sapiens Reference Sequence (RSRS)1. Nucleotide changes are explicitly indicated for every position. Uppercase indicates a transition, while lowercase indicates a transversion, and "d” indicates a deletion. Insertions are written with position number followed by .XN where X corresponds to number of inserted nucleotides and N corresponds to the actual nucleotide(s). Heteroplasmies are indicated by their respective IUPAC codes. Synonymous (s), non-synonymous (ns), non-coding (nc) mutations and heteroplasmies are in black, red, blue and purple color, respectively. Recurrent mutations are underlined. Back-mutations are depicted by a “!” mark after the resulting nucleotide, double back-mutations are depicted with a “!!” mark after the resulting nucleotide. For mitogenomes downloaded from the National Center for Biotechnology Information (NCBI) website, GenBank numbers are provided. For samples from the HGDP-CEPH Human Genome Diversity Cell Line Panel, HGDP numbers are provided. Shadowed sequences indicate: dark blue – Near East and North Africa, light blue – Europe, dark green – India, light green – Pakistan and Pashtuns from Afghanistan, orange – Central, East, Southeast Asia; and Siberia. The ρ time estimates are shown on the right of clade labels according to the following color code: ρ whole-mtDNA clock estimate in green; ρ synonymous clock estimate in black. 95% confidence intervals are provided in parentheses. N – North, NW – Northwest, NE – Northeast, NC – North-central, C – Central, S – South, SW – Southwest, SE – Southeast, SC – South-central, E – East. 
Supplementary Table S1
Control-Region Mutational Motifs of U7 MtDNAs.
Mutations are scored relative to rCRS2,3. Transitions are denoted with position numbers only, and transversions are denoted by exact nucleotides after position numbers. Deletions are indicated by a "d" after the position numbers, while insertions are indicated with position numbers followed by .XN where X corresponds to the number of inserted nucleotides and N corresponds to the actual nucleotide(s). Heteroplasmies are reported according to IUPAC codes.
Supplementary Table S2
List of All U7 Complete Mitogenome Sequences Considered in This Study.
Mutations were scored relative to both rCRS2,3 and RSRS1. When using rCRS as a reference, transitions are denoted with position numbers only, and transversions are denoted by exact nucleotides after position numbers. When using RSRS as a reference, nucleotide changes are explicitly indicated, with the resulting nucleotide denoted by uppercase in case of transitions and by lowercase in case of transversions. In both cases, deletions are indicated by a "d” after the position numbers, while insertions are indicated with position numbers followed by .XN where X corresponds to the number of inserted nucleotides and N corresponds to the actual nucleotide(s). Heteroplasmies are reported according to IUPAC codes.
Supplementary Table S3
Population Frequencies of U7 and its Subclades.
n1 – sample size, n2 – number of U7 mtDNAs. Values in columns E-AJ are absolute numbers. Values in columns F, I, J, W, and Y (in red color) are the sums of those in the respective subclades.
Supplementary Table S4
Coalescence Time Estimates and Defining Mutations of Haplogroup U7 and its Subclades.
Mutations were scored relative to the root of haplogroup U. Coalescence times were estimated with three methods – ρ whole-mtDNA clock, ρ synonymous clock, and Bayesian estimation. They are expressed in thousand years ago. 95% confidence intervals for ρ-based estimates as well as 95% HPD intervals for BEAST estimates are given in parentheses. For U7, U7a, and U7b, Bayesian analyses were carried out also with region-specific sequences.
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