










Although Helgason et al. (2006) noted that A2a is com-
mon to modern W. and S. Greenland indigenous popula-
tions, while A2b is predominantly found in Kitikmeot
and N. Greenland, both forms are found widely across
the region. Thus based on the small size of our data set,
nothing can be concluded from the results other than
that the samples are characteristically Inuit.

The age of origin of subhaplogroups A2a and A2b in
Greenland has been calculated by Helgason et al. (2006)
using a variety of colonization models (i.e. manipulation
of founder vs. source population). The observation of A2a
and A2b within our specimens fits within the calculated
origin times. For example, under the model of a com-
bined Kitikmeot and Siberian source population, Helga-
son et al. (2006) calculated the origin of A2a in Green-
land as 426 6 159 years (based on pedigree mutation
rate) or 1,160 6 434 (using an evolutionary rate model).
Similarly they calculated the age of A2b 376 6 160 or
1,024 6 435. The presence, therefore, of both hap-
logroups A2a and A2b in the Qilakitsoq mummies that
are nearly 550 years old clearly sets a lower boundary
for the ages, thus the calculated dates of Helgason et al.
(2006) can be modified accordingly.

New insights into the relationships
of the mummies

Based on the mtDNA sequence data generated in this
study we can conclude that, in contrast to the original hy-
pothesis of two distinct family groups divided into two
distinct grave piles (Hansen and Gürtler, 1983), the Qila-
kitsoq mummies represent at least three different
genetic maternal lineages that are mixed between the
piles (Table 1), and that we name according to the ob-
served haplogroups: lineage A2b (mummy I/5), lineage A2a
(mummies I/2, I/3, II/6, II/8), and lineage A2a-311 (mum-
mies I/1, I/4, II/7). As similar mtDNA sequences may be
shared between many individuals that are not directly
related, it is not possible, using the mtDNA data alone, to
further resolve whether the members of clusters A2a and
A2a-311 represent direct maternal relatives. However,
when the mtDNA data is compared with the previous HLA




