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The Out of East Asia theory of modern human origins supported
by recent ancient mtDNA findings

ZHANG Ye, HUANG Shi

Center for Medical Genetics, Hunan Key Laboratory of Medical Genetics,School of Life Sciences, Central
South University, Changsha, Hunan 410078
Abstract: It was in 1983 that scientists constructed the first molecular model of modern human
origin based on the mitochondrial DNA (mtDNA) phylogenetic tree, and concluded that modern
people originated in Asia. However, in 1987, the Out of Africa model also known as African
Eve model was proposed and replaced the original model. But the infinite site assumption and
the molecular clock hypothesis on which the African Eve model was based have been widely
considered to be unrealistic. In recent years, we have proposed a new molecular evolution theory,
namely the maximum genetic diversity(MGD) theory, and used it to reconstruct a new model
of human origin, which is basically consistent with the Multiregional model and has the root of
modern humans in East Asia. The main difference between the African Eve and our Asia model in
the mtDNA tree is the relationship between haplotypes N and R. The African Eve model says that
N is the ancestor of R, and our model indicates it is the opposite. In this research, we studied those
mtDNA data published from ancient samples, focusing on the relationship between mitochondrial
haplogroup N and R. The results show that the three oldest humans (one from 45,000 years ago
and the other two about 40,000 years) belong to the haplogroup R. In the human samples from
39,500 to 30,000 years ago, most of them belong to the sub-haplogroup U downstream of the
haplogroup R, and only two of them fall into the haplogroup N group(Oasel is 39,500 years ago,
Salkhit is 34,426 years ago). The haplotypes of these two individuals are not part of any prensent N
downstream haplotypes and so may be close to the roots of the haplogroup N. These ancient DNA
data reveal that the haplogroup R is about 5,000 years older than the haplogroup N, thus confirming

the East Asia model and invalidating the African Eve model.

Key words: DNA; Out of East Asia model, Mitochondrial African Eve Model; Maximum genetic
diversity(MGD) theory; Neutral theory; Molecular clock



