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in figure 3. Length variation at six STR loci (DYS19,
DYS388, DYS390, DYS391, DYS392, and DYS393)
was typed using Cy5-labeled primers, and amplification
products were subjected to electrophoresis on ALF Ex-
press (Pharmacia-Amersham). Scoring of repeat lengths
was standardized by use of controls sequenced by P. de
Knijff.

MX1 Locus

A 246-bp segment of the MX1 locus of chromosome
21, containing eight polymorphic sites in humans, was
sequenced, and a nearby StuI recognition site polymor-
phism was determined according to Jin et al. (1999) in
42 Chenchus, 28 Koyas, 35 West Bengalis, 34 Punjabis,
and 35 Turks from Cappadocia.

Sequencing

Preparation of sequencing templates was performed
according to methods described by Kaessmann et al.
(1999). Purified products were sequenced with the DYE-
namic ET terminator cycle sequencing kit (Amersham
Pharmacia Biotech) and were analyzed on an ABI 377
DNA Sequencer. Sequences were aligned and analyzed
with the Wisconsin Package (GCG).

Data Analysis

Median networks (Bandelt et al. 1995, 1999) were
constructed using the Network 2.0 program (A. Röhl;
Shareware Phylogenetic Network Software Web site)
with default settings. Cluster ages were calculated using
r, the averaged distance to a specified founder haplotype,
according to Forster et al. (1996), as well as standard
errors as described by Saillard et al. (2000a). In mtDNA
coalescent calculations, using the estimator r, we use a
mutation rate of one transition in the segment between
nps 16090 and 16365 per 20,180 years, calibrated with
the inference that links Eskimo-Aleutian haplogroup A
diversity to their post–Younger Dryas population ex-
pansion (Forster et al. 1996).

To calculate the 95% credible regions (CR85(W)r
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25 M2a 223 270 274 292 319 352 C 73 204 263 � � 1 *
26 M2a 223 270 274 319 352 C 73 204 263 G 1780 4769 5252 8396 8502

8701
� � � � 2 **

27 M2a 223 270 274 319 352 C 73 203 204 263 � � 1 **
28 M2a 93 223 243 248 270 319 352 C 73 195 204 263 G 1780 4769 5252 8396 8502

8701
� � � � 2

29 M2a 93 223 243 270 319 352 C 73 195 204 263 G 1780 4769 5252 8396 8502
8701

� � � � 2

30 M2b 167�C 183C 189 223 274 295 319 320 T G 1780 4769 8502 8701 � � � � 1
31 M2b 183C 189 223 274 295 316 319 320 C 73 182 195 263 G 1780 4769 8502 8701 � � � 1
32 M2b 223 274 301 319 C 73 146 263 G 1780 4769 8502 8701 � � � � � 1
33 M3 126 192 223 C 73 131 152 263 C 4769 8701 � � � � � � � � � 2 **
34 M3 126 192 223 C 73 131 152 228 263 � � 1 **
35 M3 126 223 C 73 131 152 263 C 4769 4935 8701 � � � � � 1 **
36 M3 126 223 362 C 73 131 152 263 C � � � � � 1
37 M3 93 126 145 223 T 73 195 263 C 4769 4907 8701 � � � � � 1 *
38 M6 188 223 231 362 C 73 146 263 C 4769 8701 � � � � � � � � � � � � � 18 **
39 N 111 144 223 256 311 C �
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