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Figure 1 Regional map of Europe (modified from Gamble 1999, after Gamble 1986). A, Sample sizes for mtDNA data sets analyzed. B,
Sample sizes for Y chromosome data sets analyzed. Note that, in the scheme we have used, Basques are the sole representatives of southwestern
Europe; samples from France are grouped with northwestern Europe, and those from Galicia are grouped with the western Mediterranean.
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Figure 2
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Figure 3 Plot of the contribution of each haplogroup to the first and second PC in the analysis of figure 2

nantly Near Eastern, with some (probably recent) gene
flow along the Mediterranean, and haplogroups U5 and
pre-V are predominantly European.

The southeast-northwest clines in classical marker fre-
quencies have been interpreted, by comparison with ra-
diocarbon evidence, as representing a substantial demic
diffusion of Near Eastern farming communities into Eu-
rope in the early Neolithic period (Sokal et al. 1991;
Cavalli-Sforza et al. 1994). However, the pattern in
mtDNA haplogroup frequencies that we see here indi-
cates similarity between Europeans and Near Easterners
primarily in southeastern Europe and along the Medi-
terranean, whereas archaeological evidence would point
to the main expansion of agriculture being into central
Europe (Bogucki 2000; Price 2000). Thus, it seems
rather unlikely that the pattern in mtDNA haplogroup
frequencies could have been generated mainly by a Neo-
lithic expansion.

A well-resolved Y chromosome gene tree now exists
and can be found, along with all of the main haplogroup
nomenclatures that have been proposed, in the recent
article by the Y Chromosome Consortium (2002). Y
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Figure 4 Region-based PC analysis of Y chromosome biallelic marker data (Semino et al. 2000), grouped into major haplogroups (Y
Chromosome Consortium 2002). Med p Mediterranean.
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Figure 5 Plot of the contribution of each haplogroup to the first and second PC in the analysis of figure 4

groups). A finer haplogrouping, however, requires larger
sample sizes to yield robust results.

The visualization of high-dimensional data by means
of projection should not, in itself, serve as an inference
tool. Our PC analysis does, however, suggest targets for
further study. For instance, the grouping together of cen-
tral and eastern Mediterranean populations spotlights
the role of gene flow along the Mediterranean at various
times. PC analysis, even of a single-marker system such
as mtDNA or the Y chromosome, therefore has a part
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