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Following publication of the original article [1], it was
reported that a key in Fig. 5 contained an error. The
colors designating ‘Group A: U5a1’ and ‘Group C: U5b1
and U5b3’ in the key ‘Haplogroup % based on 4 major
hierBAPS groupings’ were reversed. The correct Fig. 5 is
included in this Correction and the original article [1] has
been updated.
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Fig. 5 The frequency of haplogroup U5 mtDNAs in global populations based on the literature (see Table S3). The proportions of each
subhaplogroup are listed, based on the four major hierBAPS groups from the FamilyTreeDNA’s U5 project. The sample sizes for each data set were
as follows: Western Europe (n=537), Scandinavia (n=397), Sami (n=78), Finland (n=344), Southern Europe (n=124), Central Europe (n=166), and
Eastern Europe (n=157). Countries within Asia (n=11) and Africa (n=4) were combined due to their small sample sizes, with the los frequency of U5
mtDNAs being supported by the literature (Table S3)

