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Figure 1(a-d,x).

Maximum parsimony tree of 140 complete mitochondrial DNA (mtDNA) sequences, given in five panels (a-e) presenting those belonging to haplogroups A (n=39), B (n=25), C (n=32), D (n=41) and X (n=3), respectively. 27 samples indicated in red are sequenced in the present study, 58 are from S1 and S2, 8 from S3, 2 from S4, 8 from S5, 13 from S6, 16 from S7, 1 from S8, 3 from S9, 2 from S10 and 1 from S11. The nucleotide substitutions are listed relative to the revised Cambridge reference sequence (S12) and are transitions unless a transversion is specified by a base change in capital letter. „del” denotes deletion, and „i” denotes insertion, „s” indicates synonymous substitution. The amino acid replacements are shown in parentheses. -t stands for change in a tRNA gene; -r, indicates a change in a rRNA gene. Recurrent mutations are underlined. Control region sequence is not reported in some published datasets (incl. S7 and samples belonging to hgs B (except 419), C and D in S1, S2) and the respective variation for the known samples is shown in italics. Point mutations at 16182 and 16183 were excluded because of their dependence on the presence of C-T transition at 16189 and mutations at 16519, 309 and 315 were omitted because of their hypervariability. The continental origin (when known) of the samples is indicated with colour. 

In hg C, the samples 145, 417 and Am06 lack information for position 493, however, they share a mutation with sequences having a transition at 493 and were assigned to the C1b sub-clade as the most parsimonious solution. The sample 174 (S1) does not share any mutations with other sequences but could belong to sub-hg C1b.

For naming the new clades we followed the convincingly established Native American haplotypes and the existing haplogroup nomenclature (S11, S13-S17) and tried to resolve arising inconsistencies in the light of new data. The Asian sub-clade structure is mainly based on Kong et al. (S15).
Coalescence time estimates are shown next to clade labels and were calculated based on ρ (the average number of synonymous transitions to the root of the clade) (S13). A mutation rate of one synonymous transition per 6764 years between nps 577-16023 was used (S7).
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