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Using 1737 complete public mtDNA sequences, we describe a simple, robust clustering technique which directly reveals the evolution phylogeny of mtDNA haplogroups. We confirm the African origin of all humans and verify that the M and N clades originated in almost coincident migrations out of Africa. We find an ancient split in the N clade tree which divides it into Eastern and Western haplogroups. We find no evidence for the so called "R-clade" but instead, see a "European R-clade" which does not include haplogroups B, R5 and F. These haplogroups are placed instead in an "Eastern N sub-Clade" with haplogroups A and N9, in agreement with their current geographic
locations (A, B, F, N9 and R5 mostly in China, Japan, South East Asia and the Americas and the J, T, H, U, and V mostly in Europe). In the M clade, we identify 6 new haplo groups which we label as MD4b1a, MD4b1b, MD4b2a, MD4b2b, MD4d1a, MD4d1b
extending current nomenclature. Our method of identifying robust haplo groups is a new technique which combines principal component analysis and unsupervised consensus
ensemble k-clustering to identify robust clusters and stable ancient mutations. The haplogroup phylogeny is inferred directly from re-clustering into k = 2,3…kmax clusters using an equal number of samples from each haplogroup and rooting the resulting bifurcating network. Unlike usual methods of phylogeny reconstruction, our method makes no a-priori assumptions, is fast, stable to data perturbation and works for arbitrary sample sizes. It also avoids the usual problems of sample choice and size bias.
