






Chapter 35

Figure 35.1. Skeleton topology of the human mtDNA haphgroup U5
hypervariable 1 phylogenetic tree for western Eurasia. Circle sizes are proportional
to numbers of individuals per haplotype. 'S' corresponds to a haplotype, most
frequent among Saami population (HVR 1 motif 16,144; 16,189; 16,270).

with a few interesting exceptions, more frequent in
eastern Europe and is either absent or very rare in
the Near East and elsewhere. In the European north,
an interesting exception is the Saami mtDNA pool,
where U4 is virtually absent.

We have constructed a HVRl-based phylo-
genetic tree for U4, using information from ~80
populations comprising a total of ~400 U4 genomes
(Fig. 35.2). The topology of the U4 cluster is rela-
tively simple, revealing the presence of a limited
number of sub-founders. Of these, U4a and U4b are
likely monophyletic, while U4c, determined by a
transition at np 16,362, might be polyphyletic, at
least in a pan-western Eurasian context. The highest
frequencies of U4 (both in absolute terms and as a
percentage of Hg U) can be observed actually not in
Europe, but among Obi-Ugric Khantys and Mansis,
living in northwestern Siberia. It is also frequent
among the Finnic-speaking populations and in Volga
Basin Turkic speakers, where, in some instances, its



Complex Signals for Population Expansions in Europe and Beyond

U4a and U4b for the Germanic-
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with more recent events is that they might wel
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the corresponding tree (at least for western Eurasia)
is concerned, and that the problems identified here
will be largely solved, or shown to remain ambigu-
ous forever because of built-in limitations resulting
from the length of mtDNA.

What is much less clear is how we can reach
significantly better temporal resolutions. Take, for
example, U5: a cluster coalescing around 40,000-
50,000 BP but consisting, as we interpret it now, of a
number of sub-founders coalescing about 12,000 BP.
Even though U5 mtDNAs are frequent in the west-
ern Eurasian mtDNA pool, to identify numerous
sub-clusters within it one does need to operate with
large sample sizes. For less frequent mtDNA varie-
ties, only very large data bases, consisting of data
about tens of thousands of mtDNAs,
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