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and those of America and, to a lesser extent, those of
recent African ancestry in Europe (see also Salas et al.
[2002]).

There have also been several attempts, using auto-
somal, mtDNA, and Y-chromosomal markers, to ad-
dress the question of the extent of recent African versus
European and Native American ancestry in American
populations (Chakraborty et al. 1992; Parra et al. 1998,
2001; Mesa et al. 2000). However, attempts have not
hitherto been made to trace American ancestry to par-
ticular regions within Africa. The accumulation of
mtDNA data from both African populations and Amer-
ican populations with putative African ancestry has now
reached the point where this can be pursued. In this
study, we synthesize this body of evidence and attempt
to quantify the contributions of the major subregions
of Africa to mtDNAs in the Americas and Eurasia.

Material and Methods

Population Samples

We compiled a database from 481 individuals carrying
African mtDNAs belonging to seven available American
samples harboring a major African component. The
sample from North America included 101 African Amer-
icans from the United States (HvrBase database; for de-
tails, see Handt et al. 1998). The sample from Central
America/Caribbean included 8 from Mexico (Green et
al. 2000), 25 Carib from Belize (Monsalve and Hagel-
berg 1997), 112 from the Dominican Republic (Torroni
et al. 2001; A.T., unpublished data), 41 Chocó from
Columbia, and 37 Garı
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Table 1

HVS-I Sequence Motifs Used for Haplogroup Classification

Haplogroup
HVS-I Sequence Motifa

(np�16,000)

L1* 187-189-223-278-311
L0a* 129-148-172-187-188G-189-223-230-311-320
L0a1 129-148-168-172-187-188G-189-223-230-311-320
L0a2 148-172-187-188G-189-223-230-311-320
L0d 129-187-189-223-230-243-311





Figure 1 Frequency profiles of the major haplogroups in Africa and haplogroups of recent African ancestry in the Americas and Eurasia
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Figure 2 Scatterplot of the first two principal components based on haplogroup frequencies. For practical reasons, the “Other-L3” and “Other
non Afr” haplogroup categories, with coordinates (0.0171, 0.4210) and (0.6680, 0.0768), respectively, are not displayed in the PC plot. Codes and
references for populations are as follows: America: Af p African American (Vigilant et al. 1991; Handt et al. 1998); B1 p white Brazilian (Alves-
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Table 3



Figure 3 Phylogenetic network of shared mtDNA HVS-I sequence types of recent African ancestry in America, Eurasia, and Africa. The charts show: (a) the proportion in each main region of
those specific haplotypes shared by 115 individuals (yellow frame), (b) the frequency distribution when the whole haplotypes are considered in each haplogroup with !16 individuals per haplotype
(black frame), and (c) the frequency distribution of all shared haplotypes for each of the main lineages (L1, L2, and L3) (blue frame). In the bottom left corner, the chart shows the frequency distribution
of the whole set of shared haplotypes (gray frame). Population codes correspond to those listed in the legend of figure 2.
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individual mtDNA types are often difficult to localize
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idence from multiple loci for relative homogeneity caused
by genetic drift. Ann Hum Genet 67:281–297
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