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Supplemental Figures legends
Figure S1
A phylogenetic tree comprised of the 49 complete mtDNA sequences analyzed in this study and 4 additional complete mtDNA sequences frequent among Ashkenazi Jews as previously reported by Behar et al. [1]. The tree was composed to facilitate the reading of the paper and to aid in the assignment of the newly reported haplotypes. We included in the tree all previously reported clades of the human mtDNA phylogeny in which our founding lineages were found. For the specific case studies of the Georgian HV1a1a1, Azerbaijani J2b1 and Lybian X2e1a1a lineages, we superimposed on the tree the information that became available to us from the extended phylogenetic analysis. Therefore, the tree is rooted following Kivisild et al. [2] and is not most parsimonious for this limited dataset, as many major branching positions rely on prior information reported  in the literature and as well on our unpublished complete mtDNA sequences, and not solely on the novel data presented herein [1-14]. Mutations are shown on the branches and are transitions, unless the base change is explicitly indicated in lower case letters. Deletions are indicated by a “d” following the deleted nucleotide position. Insertions are indicated by a dot followed by number and type of inserted nucleotide(s). The ampersand sign (@) at the end of a nucleotide position(s) denotes a reversion to the ancestral state in the relative pathway to the rCRS. The information of the reported samples is presented in Table 2, Table S4 and Table S5. Nucleotide positions in red correspond to the diagnostic positions inferred from the complete sequence information and checked in all samples thought to represent a monophyletic lineage based on the control region information. The tree was drawn by hand and the indels at nucleotide positions 309 and 315 were excluded. 
While drawing the tree we did not change any label designations already in the current literature. Therefore, the polymorphisms labeled on each of the internal links follow exactly their location in the citation from which they have been retrieved. The polymorphisms shown on the links connecting the new haplotypes represent all novel polymorphisms recorded herein. However, it is common practice to label ancestral and descendant clades that are linked by a few positions without reserving labels to a possible intermediate branch, as in the case of J1 and J1b that are separated  by six mutational events [10]. In a few cases, such as the noted J1-J1b, our data revealed an intermediary branch, causing a labeling dilemma. In this specific case, we draw the bifurcation and named the novel sister clade as J1e and the bifurcation as J1b’e. In that sense, the string of positions from J1 to J1b remains the same but are now divided to be in the pre or post bifurcation links. We also faced a problem while trying to label our novel haplotypes, as we examined only a subset of possible coding region positions for each founding lineage. This limits the ability to accurately define its complete internal sub-clade structure (Table S5). In theory, any position not genotyped could have been at the root of the newly suggested clade or private to the very specific sequenced mtDNA genome. We designated the positions genotyped in all samples belonging to the founding lineage in the link leading to the new labeled segregating site, and all the other in the following link.. We used italic fonts to label these haplotypes, with the understanding that these labels are given only to facilitate reading, and as prospective candidates of clades to be fully defined with future comprehensive genotyping where relevant (Table S5). 
Figure S2
A revised most parsimonious tree of complete Hg K mtDNA sequenced previously, as reported by Behar et al. [1]. The tree differs from the previously reported topology map as follows: 1) A few typographic errors were identified and corrected as shown in blue. 2) A few mistakes that were the result of using the original posted data by Herrnstadt et al. [7] and not the later erratum correction by Herrnstadt et al. [15] (we thank Hans Bandelt for bringing this to our attention). It is important to note that the transition C7927G previously identified as a phantom mutation is confirmed herein as real. 3) The indel positions at nucleotide position 523 are now included. 4) Transition and transversions are both labeled in upper and lower case, respectively. 5) Information regarding amino acid replacements are specified to the side of the noted position; synonymous are labeled by (s), non-synonymous by (ns), non-coding by (nc), change in tRNA gene by (t) and change in rRNA gene by (r). 
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