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High resolution phylogeographic study of mtDNA macrohaplogroup M in South Asia.

(progress report)
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Figure 5. One of the possible
reasons for the younger age es-
timates for the South Asian hg
M lineages as compared to
these of the other continent-
specific founders might be
more constant and larger
population size in South Asia
throughout prehistory. Under
these circumstances one
could expect that natural selec-
tion would have more power
to eliminate the slightly delete-
rious non-synonymous substi-
tutions. However, the S/N ratio
in the Indian hg M phylogeny
(Fig. 3) lies right in the middle
of the S/N variation of world-
wide mtDNA clades.

Figure 3. Phylogenetic reconstruction of 189 complete mitochondrial genomes belonging to South Asian specific subclades of haplogroup M. The 75 newly sequenced genomes
are shown in pink. In comparison with the phylogenies of East Asian and West Eurasian- specific mtDNA lineages the most striking feature of the South Asian mtDNA tree is the
relatively less nested structure manifested in the high number of lineages rooted directly in the pan-Eurasian founder haplotype M. As argued by other studies less severe bottle-
necks during the demographic past of South Asia might explain this phenomenon. We note also that the complete mitochondrial sequences from until now somewhat under-

represented Tamil-Nadu state tend to fall outside the established set of South Asian hg M lineages. Instead they form new basally rooted haplogroups like for example M55 and
M49.




