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Ref TTCATACATTTCCTCTC

140-CH ...GC..GCCCTTC..T
9-CH ...GC....CCTTC..T
5-CH .C.GC...CCCTTC..T
8-CH ...GC...CCCTTC..T
11-CH .................
141-CH ...............C.
17-CH C.TG..T..C...C...
128-CH ...GCG..CCCTTCT.T

Fig. S1. Haplotypes identified among Chilean chickens. Numbers indicate the site position of the variable sites. Dots indicate identity with the reference
sequence (GenBank accession no. AB098668) (1), and different base letters denote substitution.

1. Komiyama T, Ikeo K, Gojobori T (2003) Where is the origin of the Japanese gamecocks? Gene 317:195–202.
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HapID                                                  Nucleotide Position                                                          Frequency 
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     1 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG120 

     2 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

     3 CGATTATCTTACTACAATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCACCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  2 

     4 CGATCATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTGCAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

     5 CGATTATCTTACCACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTGCTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  2 

     6 CGATTATTTTACCACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG 24 

     7 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTTTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG 21 

     8 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTACAAATCCTTCATCTTCCCATTCTGAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  5 

     9 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG115 

    10 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGTTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG 11 

    11 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCTAAGCTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  5 

    12 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG121 

    13 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  5 

    14 CGATTATCTTACTACAATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG 11 

    15 CGATTATCTTACTACAATACTCATTTCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    16 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACATTCAACCTCACCCTGCAAATCCTTCATCTTCCCATTCTGAACTTACTTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    17 CGATTATCTTACTGCGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  4 

    18 CGATTATCTTACTATGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG 10 

    19 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTGAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG 34 

    20 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  2 

    21 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTCATCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  2 

    22 CGATTATTTTGCTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    23 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCATCCTGCAAATCCTTCATCTTCCCATTCTAAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  7 

    24 CGATTATTTTACTACGATACTCATTCCCCTCTACAGACGCTTAAACCCATCCTACAAATCCTTCATCTTCCTCTTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG 30 

    25 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG 31 

    26 CGATCATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG 16 

    27 CGATTATTTTACTACGATATTCATTCCCCTCTACAGACGCTTAAACCCATCCTACAAATCCTTCATCTTCCTCTTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

    28 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACCGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    29 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACCGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  9 

    30 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTATCCTACAAATCTTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    31 CGATTATTTTACTGCAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  4 

    32 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCTTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG 25 

    33 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTCTTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

    34 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

    35 CGATTATTTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATCCTACAAATCCTTCATCTTCCTCTTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG 18 

    36 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCCACTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  6 

    37 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACGAATCATTTATCTTCCTACTCTAAACTCACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    38 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTCCCTACTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

    39 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCATTTATCTTCCTCTTCTAAACTTACCTTAATGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    40 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCATTTATCTTCCTACTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  3 

    41 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGGCTTCCCG  1 

    42 CGATTATTTTACTACGACACTCGTTCCCCTCCATAGACGCTCAAGCTCATCCTGCAAATCCTTCATCTTCCCATTCTAAACTCACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

    43 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  4 

    44 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACATATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    45 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCTTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    46 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAGTCTTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    47 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCTTTCATCTCCCTATTCTAAACTTACCTTACTGAGCACTCACAGACTATTTCCCTACGCCTTCCCG  1 

    48 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCACCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    49 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCTAAACTTACCTTATTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    50 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    51 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCTTACAAATCATTTATCTTCTTACTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    52 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCTAAACTCACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    53 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATCTATCTTCCTACTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    54 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTCTTCTAAACTTACCTTAATGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

    55 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTTATCCTACAAATCATTTGTCTTCCTATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  3 

    56 CGATTATTTTACTACAATATTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    57 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTCATCTTCCTAATCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

    58 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTATCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  2 

    59 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAACCATTTATCTTCCTACTCTAAACTTATCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    60 CGATTATTTTACTACGATACTCATTCCCCTCTACAGACGCTTAAACCCATCCTACAAATCCTTCATCTTCCTCTTCTAAACTTACCTTACCGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    61 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACA--CTAT-TCCCTACGCCTTCCCG  1 

    62 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTTATCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  2 

    63 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTCACCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  2 

    64 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTTCCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  2 

    65 CGATTATTTTACCACGATACTCATTCCCCTCTACAGACGCTTAAACCCATCCTACAAATCCTTCATCTTCCTCTTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    66 CGATTATTTTATCACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCTGAACTTACTTTATTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

    67 CGATTATTTTATCACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCTAAACTTACTTTATTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    68 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTCACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  7 

    69 CGATTATTTTACTACAATACTTATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    70 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCTTATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    71 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCTAAACTTACCTTACTGTGCACTCACAG-TCAT-TCCCTACGCCTTCCCG  1 

    72 CGATTATCTTACTACGATACTTATTTCCCTCCATAGACGCTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    73 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCTAAACTTATCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

    74 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCTAAGCTTATCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    75 CGATTATCCTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    76 CGATTATTTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATCCTACAAATCCTTCATCTTCCTCTTCTGAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

    77 CGATTATTTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCTCTTCTAAACTTACCTTACCGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

    78 CGATTATTTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCGTCCTACAAATCCTTCATCTTCCTCTTCTAAACTTACCTTGCTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

    79 CGATTATTTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATTCTACAAATCCTTCATCTTCCTCTTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  7 

    80 CGATTATTTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCACCCTACAAATCCTTCATCTTCCTCTTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    81 CGATTATTTTACTACGATACTCATTCCTCTCTACAGACGCTCAAACCCATTCTACAAATCCTTCATCTTCCTCTTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    82 CGATTATTTAACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    83 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCTGAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  6 

    84 CGATTATCTTACTGCGATACTCATTTCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    85 CGATTATTTTACCACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCACCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  2 

    86 CGATTATTTTACTACGATACTCATTCCCCTCTACAGACGCTTAAACCCATCCTACAAATCCTTCACCTTCCTCTTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    87 CGATTATTTTACTACAATACTCACTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCTTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG 16 

    88 CGATTATTTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATCCTGCAAATCCTTCATCTTCCTCTTCTGAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    89 CGATTATTTTTCTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATTCTGCAAATCCTTCACCTTCCCATTCTGAACTTACTTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG 12 

    90 CGATTATTTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATCCTACAAATCCTTCATCTTCCTCTTCTAAACTTACCTTACCGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    91 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTCCCCATTCTAAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  6 

    92 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  4 

    93 CGATTATCTTACCACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTGCTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  7 

    94 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCTGAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    95 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTATGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

Fig. S2a. Haplotypes and frequencies used for networks analyses from the 534-bp alignment including indels. Because of the differences in the number of
polymorphic sites, it was not possible to keep the same haplogroup numbers for both the complete and truncated alignment analyses.
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    96 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCTGAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

    97 CGATTATCTTACTACGATACTCATTTCCCTCCATAGGCGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    98 CGATTATTTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

    99 CGATTATCTTACTACGATACTCATTCCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   100 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCACCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  4 

   101 CGATTATTTTCCTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   102 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCACCCTACAAATCCTTCATCTTCCCATTTTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

   103 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTAAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   104 CGATTATTTTACCACAATACTCATTCCCCTCCGTAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   105 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCACCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTGT-TCCCTACGCCTTCCCG  1 

   106 CGATTATTTTACTACGATACCCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTTACCTTCCCATTCTAAACTTACCTTAATGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   107 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTTTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  3 

   108 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTGAACTTACCTTACTGTGCACTCACAG-CTAG-TCCCTACGCCTTCCCG  1 

   109 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  2 

   110 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTAAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   111 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTGAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   112 CGATTATCTTACCACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCGTGCTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   113 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   114 CGATTATCTTACTGCGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTATCGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   115 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTATACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   116 CGATTATTTTTCTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATTCTGCAAATCCTTCACCTTCCCATTCTGAACTTACTTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   117 CGATTATTTTACTACGATACCCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  6 

   118 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTTCCG  1 

   126 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  5 

   127 CGATTATTTTACTACGATACTCATCCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCTGAACTTACCTTACTGTGCACTCACAG-CTGT-TCCCTACGCCTTCCCG  1 

   128 CGATTATTTTACTACAATACTCATTCCCTTCCATAGATGCTCAAACTCAACCTACAAATCCTTCACCTTCCCATTCTAAATCCACCTTATTGTGTACTCACAG-TCAT-TCCCTACGCCTTCCCG  1 

   129 CGATTATTTTACTACAATACTCATTCCCTTCCATAGACGCCCAAACTCAACCTACAAATCCTTCACCTTCCCATTCTAAATCTACTTTATTGTGTACTCACAG-TCAT-TCCCTACGCCTTCCCG  1 

   130 CGATTATTCTTCCACATTTCT-AGTCTATTCCATAAGCGCTTAA-CTCAACCTACAACTCTTTCACCCTCCCATTCTAAACTTACCTCATTGTGTACTCACAGCTCAT-TCCCTACGCCTTCCCG  1 

   131 CGATTATTCTTCCACATTTCT-AGTCTATTCCATAAGCGCTTAA-CTCAACCTACAACTCCTTCATCTTCCCATTCTAAACTTATCTTATTGTGTACTCACAG-TCAT-TCCCTACGCCTTCCCG  1 

   132 CGATTATTCTTCCACATTTCT-AGTCTATTCCATAAGCGCTTAA-CTCAACCCACAACTCTTTCATCTTCCCATTCTGAACTTATCTTATTGTGTACTCACAG-TCAT-TCCCTACGCCTTCCCG  1 

   133 CGATTATTTTACTACAATACTCATTCCTCTCCATGGACGCTTAAACTCACCCTGCAAATTCTTCATCTTCCCATTCTAAACTCACTTTATTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   134 CGATTATTTTACTACAATACTCATTCCCCTTCATAGACGCTCAAACTCATCCTGCAAATCCCTCATCTTCCCATTCTAAACTCACTTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   135 CGATTATTTTACCACGATACTCATTCCCCTCCATAGACGCTCAAATTCATCCTACAAATCCTTCATCTTCCTCTTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   136 CGATTGTTTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATCCTAAACTTACCTTATTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   137 CGATTATTCTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCTGAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   138 CGATTATTTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATTCTACAAATCCTTCATCTTCCTCTTCTGAATTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

   139 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAGTCTTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   140 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCTTTCATCTCCCTATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   141 CGATTATTTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATCCTACAAATCCTTCATCTTCCTCTTCTAAGCTTACCTTACCGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   142 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGCTTAAGCTCATCCTACAAATCCTTCATCTTCCCATTCTAGACTCACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  2 

   143 CGATTATTTTTCTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATTCTGCAAATCCTTCACCTTCCCATTCTAAACTTACTTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   144 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGTTCAAACTTATCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

   145 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCACCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  5 

   146 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAACCCTTCACCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   147 CGATTATTTTACTACGACACTCATCCCCCTCCATAGACGCTTAAACTCATCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

   148 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCTGAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   149 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTAATGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

   150 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTGCTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

   153 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTAAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG 12 

   154 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTAAACTTACTCTACTGTTCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   155 CGTTTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   156 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTAAACTTACTCTACTGTGCCCTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   157 CGATTATTTTACTACGATACTCATTCCCCCCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTGAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG 13 

   158 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTCACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  8 

   159 CAATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCATCTCCAG-CTAT-TCCCTACCAGGCCTTC  1 

   160 CGAGTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   162 CGATTATCTTACTACGATACCCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  2 

   163 CGATTATTTTATCACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCACCTTCCCATTCTAAGCTTACTTTATTGTGCACTCACTAGTTAT-TCCTACCGCCTTCCCG  1 

   164 CGATTATTTTATCACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCACCTTCCCATTCTAAGCTTACTTTATTGTGCACTCACAG-TTAT-CCCCTACGCCTTCCCG  1 

   165 CGATTATTTTATCACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCACCTTCCCATTCTAAGCTTACTTTATTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  9 

   166 CGATTATTTTACTACGATACTCATTCCCCCCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTGAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   167 CGATTATTTTATCACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCACCTTCCCATTCTAAGCTTACTTTATTGTGCACTCACAG-TTAT-TTCCTACGCCTTCCCG  1 

   168 CGATTATTTTACTACGATACTCATTCCCCCCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTGAACTTACTCTACTATGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   169 CGATTATTTTACTACGATACTCATTCCCCCCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCGGAACTTACTCTACTATGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   170 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTGAACTTACTCTACTGTGCACTCACAG-CTATTTCCCTACGCCTTCCCG  1 

   171 CGATTATTTTACTACGATACTCATTCCCCCCCATAGACACTCAAACTCACCCTGCAAATTCTTCATCTTCCCATTCTGAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   172 CGATTATTTTACTACGATACTCATTCCCCCCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTGAACTTACTCTACTGTGCACTCACAAGCTAT-TCCCTACGCCTTCCCG  1 

   173 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTGAACTTACTCTACTGTGCACTCAGAG-CTATATCCCTACGCCTTCCCG  1 

   174 CGATTATTTTACTACGATACTCATTCCCCCCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTGAACTTACTCTACTGTGCACTCACAG-CTAT-GCCCTACGCCTTCCCG  1 

   175 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTGAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTATGCCTTCCCG  1 

   176 CGATTATTTTACTACGATACTCATTCCCCCCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTGAACTTACTCTACTGTGCACTCACAG-CTAT-CCCCTACGCCTTCCCG  1 

   177 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTCACCTTACTGTGCACTCACAG-CTAT-TCGCTACGCCTTCCCG  1 

   178 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAAGCTAT-TCCCTACGCCTTCCCG  1 

   179 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   180 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTGAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   181 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGCTTAAACTCATCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  3 

   182 TGATTATTTTACTACGACACTCATTCCCCTCCATAGACGCTTAAACTCATCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

   183 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCCCTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   184 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTCACCTTACTGTGCACTCACAG-CTAT-TCCCAACGCCTTCCCG  1 

   185 CGATTATTTTACCACGACACTCATTCCCCTCCATAGACGCTCAAACTTATCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  3 

   186 CGATTATTCTACTACGATACTCATTCCCCTCCATAGACGCTCTAACTCATCCTGCAAATCCTTCACCTCCCCATTCTGAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  2 

   188 CGATTATTTTACTACGACACTCGTTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTTTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  7 

   189 CGATTATTTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTATTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  1 

   190 CGATTATCTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCTTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   191 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCTGAACTTATTTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  2 

   193 CGATTATTTTACTACAATACTCATTCCCTTCCATAGATGCTCAAACTCAACCTACAAATCCTTCACCTTCCCATTCTAAATCTACCTTATTGTGTACTCACAG-TCAT-TCCCTACGCCTTCCCG  1 

   194 CGATTATTTTACTACAATACTCATTCCTCTCCATGGACGCTTAAACTCACCCTGCAAATCCTTCATCTTCCCATTCTAAACTCACTTTATTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   196 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCTGAACTTATTTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCN  1 

   202 CGATTAATTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATTCTACAAATCCTTCATCTTCCTCTTCTGAATTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCN  1 

   204 CGATTATCTTACTACGATACTCATTTCCCTCCATAGGCGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   205 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCTTTCACCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   206 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCTTTCACCTTCCCATTCTAAACTTACCTTATTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   207 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCCTCCCATTCTGAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   208 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCCTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   209 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATTTTCCCATTCTAAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   210 CGATTATTTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTTCCATTCTGAACTTACTCTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   211 CGATTATTTTACTACAATACTCATTCCTCTCCATGGACGCTTAAGCTCACCCTGCAAATCCTTCATCTTCCCATTCTAAACTCACTTTATTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 

   212 CGATTATTTTACTACGACACTCATTCCCCTCCATGGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCTAAACTTACCTTACTGTGCACTCACAG-TTAT-TCCCTACGCCTTCCCG  4 

   213 CGATTATTTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCTAAACTCACCTTACTGTGCACTCACAG-CTAT-TCCCTACGCCTTCCCG  1 
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HapID                       Nucleotide Position                                         Frequency 
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     1 CTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT157 

     2 CTTACTACAATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCACCTCCCCATTCGTAAACTTACCT  2 

     3 CTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTGCAAATCCTTCATCTCCCTATTCGTAAACTTACCT  1 

     4 CTTACCACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT  9 

     5 TTTACCACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCGTAAACTTACCT 29 

     6 TTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTTGTAAACTTACCT 21 

     7 TTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTACAAATCCTTCATCTTCCCATTCGTGAACTTACTC  5 

     8 TTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCGTAAACTTACCT124 

     9 TTTACTACGACACTCATTCCCCTCCATAGACGTTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCGTAAACTTACCT 12 

    10 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCGTAAGCTTACCT  5 

    11 TTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCGTAAACTTACCT130 

    12 CTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTTCCCATTCGTAAACTTACCT  5 

    13 CTTACTACAATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT 11 

    14 CTTACTACAATACTCATTTCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTTCCCATTCGTAAACTTACCT  1 

    15 TTTACTACGATACTCATTCCCCTCCATAGACATTCAACCTCACCCTGCAAATCCTTCATCTTCCCATTCGTGAACTTACTT  1 

    16 CTTACTGCGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT  5 

    17 CTTACTATGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT 11 

    18 TTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCGTGAACTTACTC 38 

    19 CTTACTACGATACTCATTTCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT  2 

    20 TTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTCATCCTACAAATCCTTCATCTCCCTATTCGTAAACTTACCT  2 

    21 TTTGCTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCGTAAACTTACCT  1 

    22 TTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCATCCTGCAAATCCTTCATCTTCCCATTCGTAAACTTACTC  7 

    23 TTTACTACGATACTCATTCCCCTCTACAGACGCTTAAACCCATCCTACAAATCCTTCATCTTCCTCTTCGTAAACTTACCT 31 

    24 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCGTAAACTTACCT 33 

    25 TTTACTACGATATTCATTCCCCTCTACAGACGCTTAAACCCATCCTACAAATCCTTCATCTTCCTCTTCGTAAACTTACCT  2 

    26 TTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTATCCTACAAATCTTTCATCTCCCTATTCGTAAACTTACCT  1 

    27 TTTACTGCAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCGTAAACTTACCT  4 

    28 TTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCTTTCATCTCCCTATTCGTAAACTTACCT 28 

    29 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTCTTCGTAAACTTACCT  4 

    30 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTATTCGTAAACTTACCT  2 

    31 TTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATCCTACAAATCCTTCATCTTCCTCTTCGTAAACTTACCT 19 

    32 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCCACTCGTAAACTTACCT  6 

    33 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACGAATCATTTATCTTCCTACTCGTAAACTCACCT  1 

    34 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTCCCTACTCGTAAACTTACCT  2 

    35 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCATTTATCTTCCTCTTCGTAAACTTACCT  1 

    36 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCATTTATCTTCCTACTCGTAAACTTACCT  3 

    37 TTTACTACGACACTCGTTCCCCTCCATAGACGCTCAAGCTCATCCTGCAAATCCTTCATCTTCCCATTCGTAAACTCACCT  2 

    38 TTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACATATCCTTCATCTCCCTATTCGTAAACTTACCT  1 

    39 TTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAGTCTTTCATCTCCCTATTCGTAAACTTACCT  2 

    40 CTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCACCTCCCCATTCGTAAACTTACCT  1 

    41 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCTTACAAATCATTTATCTTCTTACTCGTAAACTTACCT  1 

    42 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCGTAAACTCACCT  1 

    43 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATCTATCTTCCTACTCGTAAACTTACCT  1 

    44 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTTATCCTACAAATCATTTGTCTTCCTATTCGTAAACTTACCT  3 

    45 TTTACTACAATATTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCGTAAACTTACCT  1 

    46 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTCATCTTCCTAATCGTAAACTTACCT  2 

    47 CTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTATCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT  2 

    48 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAACCATTTATCTTCCTACTCGTAAACTTATCT  1 

    49 TTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCGTAAACTTATCT  2 

    50 TTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTCACCCTACAAATCCTTCATCTCCCTATTCGTAAACTTACCT  2 

    51 CTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTTCCT  2 

    52 TTTACCACGATACTCATTCCCCTCTACAGACGCTTAAACCCATCCTACAAATCCTTCATCTTCCTCTTCGTAAACTTACCT  1 

    53 TTTATCACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCGTGAACTTACTT  2 

    54 TTTATCACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCGTAAACTTACTT  1 

    55 CTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTCACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT  7 

    56 TTTACTACAATACTTATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCGTAAACTTACCT  1 

    57 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCTTATTCGTAAACTTACCT  1 

    58 CTTACTACGATACTTATTTCCCTCCATAGACGCTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT  1 

    59 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCGTAAACTTATCT  2 

    60 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCGTAAGCTTATCT  1 

    61 CCTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT  1 

    62 TTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATCCTACAAATCCTTCATCTTCCTCTTCGTGAACTTACCT  2 

    63 TTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCTCTTCGTAAACTTACCT  2 

    64 TTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCGTCCTACAAATCCTTCATCTTCCTCTTCGTAAACTTACCT  2 

    65 TTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATTCTACAAATCCTTCATCTTCCTCTTCGTAAACTTACCT  7 

    66 TTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCACCCTACAAATCCTTCATCTTCCTCTTCGTAAACTTACCT  1 

    67 TTTACTACGATACTCATTCCTCTCTACAGACGCTCAAACCCATTCTACAAATCCTTCATCTTCCTCTTCGTAAACTTACCT  1 

    68 TTAACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCATTTATCTTCCTACTCGTAAACTTACCT  1 

    69 TTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCGTGAACTTACCT  7 

    70 CTTACTGCGATACTCATTTCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT  1 

    71 TTTACCACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCACCTTCCCATTCGTAAACTTACCT  2 

    72 TTTACTACGATACTCATTCCCCTCTACAGACGCTTAAACCCATCCTACAAATCCTTCACCTTCCTCTTCGTAAACTTACCT  1 

    73 TTTACTACAATACTCACTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCTTTCATCTCCCTATTCGTAAACTTACCT 16 

    74 TTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATCCTGCAAATCCTTCATCTTCCTCTTCGTGAACTTACCT  1 

    75 TTTTCTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATTCTGCAAATCCTTCACCTTCCCATTCGTGAACTTACTT 13 

    76 TTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTCCCCATTCGTAAACTTACTC  6 

    77 TTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCGTGAACTTACCT  1 

    78 CTTACTACGATACTCATTTCCCTCCATAGGCGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT  2 

    79 TTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT  1 

    80 CTTACTACGATACTCATTCCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT  1 

    81 TTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCACCTCCCTATTCGTAAACTTACCT  5 

    82 TTTCCTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCGTAAACTTACCT  1 

    83 TTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCACCCTACAAATCCTTCATCTTCCCATTTGTAAACTTACCT  1 

    84 TTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCGTAAACTTACTC  1 

    85 TTTACCACAATACTCATTCCCCTCCGTAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCGTAAACTTACCT  1 

    86 TTTACTACGATACCCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTTACCTTCCCATTCGTAAACTTACCT  1 

    87 TTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTTGTAAACTTACCT  3 

    88 CTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTGAACTTACCT  1 

    89 TTTACTACAATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCGTAAACTTACTC 15 

    90 CTTACCACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCG  1 

    91 TTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCGTAAACTTACCT  7 

    92 TTTACTACAATACTCATTCCCCTCCATAGACGTTTATACTTACCCTACAAATCCTTCATCTCCCTATTCGTAAACTTACCT  1 

    93 TTTACTACGATACCCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCGTAAACTTACCT  6 

    94 TTTACTACGGTACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCGTGAACTTACCT  1 

    95 TTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCGTGAACTTACCT  6 

    96 TTTACTACGATACTTATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCCTCCCATTCGTAAACTTACCT  1 

Fig. S3a. Haplotypes and frequencies used for networks analyses from the 205-bp alignment including the archaeological DNA sequences. Because of the
differences in the number of polymorphic sites, it was not possible to keep the same haplogroup numbers for both the complete and truncated alignment
analyses.

Gongora et al. www.pnas.org/cgi/content/short/0801991105 4 of 13

http://www.pnas.org/cgi/content/short/0801991105


    97 TTTACTACGATACTCATCCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCGTGAACTTACCT  1 

    98 TTTACTACAATACTCATTCCCTTCCATAGATGCTCAAACTCAACCTACAAATCCTTCACCTTCCCATTCGTAAATCCACCT  2 

    99 TTTACTACAATACTCATTCCCTTCCATAGACGCCCAAACTCAACCTACAAATCCTTCACCTTCCCATTCGTAAATCTACTT  2 

   100 TCTTCCACATTTCT-AGTCTATTCCATAAGCGCTTAA-CTCAACCTACAACTCTTTCACCCTCCCATTCGTAAACTTACCT  1 

   101 TCTTCCACATTTCT-AGTCTATTCCATAAGCGCTTAA-CTCAACCTACAACTCCTTCATCTTCCCATTCGTAAACTTATCT  1 

   102 TCTTCCACATTTCT-AGTCTATTCCATAAGCGCTTAA-CTCAACCCACAACTCTTTCATCTTCCCATTCGTGAACTTATCT  1 

   103 TTTACTACAATACTCATTCCTCTCCATGGACGCTTAAACTCACCCTGCAAATTCTTCATCTTCCCATTCGTAAACTCACTT  1 

   104 TTTACTACAATACTCATTCCCCTTCATAGACGCTCAAACTCATCCTGCAAATCCCTCATCTTCCCATTCGTAAACTCACTT  1 

   105 TTTACCACGATACTCATTCCCCTCCATAGACGCTCAAATTCATCCTACAAATCCTTCATCTTCCTCTTCGTAAACTTACCT  1 

   106 TTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATCCGTAAACTTACCT  2 

   107 TCTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCGTGAACTTACCT  1 

   108 TTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATTCTACAAATCCTTCATCTTCCTCTTCGTGAATTTACCT  5 

   109 TTTACTACGATACTCATTCCCCTCTACAGACGCTCAAACCCATCCTACAAATCCTTCATCTTCCTCTTCGTAAGCTTACCT  1 

   110 TTTACTACGACACTCATTCCCCTCCATAGACGCTTAAGCTCATCCTACAAATCCTTCATCTTCCCATTCGTAGACTCACCT  2 

   111 TTTTCTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATTCTGCAAATCCTTCACCTTCCCATTCGTAAACTTACTT  1 

   112 TTTACTACGACACTCATTCCCCTCCATAGACGTTCAAACTTATCCTACAAATCCTTCATCTTCCCATTCGTAAACTTACCT  1 

   113 TTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCACCTTCCCATTCGTAAACTTACCT  5 

   114 TTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAACCCTTCACCTTCCCATTCGTAAACTTACCT  1 

   115 TTTACTACGACACTCATCCCCCTCCATAGACGCTTAAACTCATCCTACAAATCCTTCATCTTCCCATTCGTAAACTTACCT  1 

   116 TTTACTACAATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCGTGAACTTACCT  1 

   117 TTTACTACGACACTCATTCCCCTCCATAGACGCTTAAACTCATCCTACAAATCCTTCATCTTCCCATTCGTAAACTTACCT  4 

   118 TTTACTACGATACTCATTCCCCCCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCGTGAACTTACTC 18 

   119 CTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTCACCT 10 

   120 CTTACTACGATACCCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCCTTCATCTCCCCATTCGTAAACTTACCT  3 

   121 TTTATCACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCACCTTCCCATTCGTAAGCTTACTT 12 

   122 TTTACTACGATACTCATTCCCCCCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCGGGAACTTACTC  1 

   123 TTTACTACGATACTCATTCCCCCCCATAGACACTCAAACTCACCCTGCAAATTCTTCATCTTCCCATTCGTGAACTTACTC  1 

   124 TTTACTACAATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTCCCATTCGTGAACTTACTC  1 

   125 TTTACTACGACACTCATTCCCCTCCATAGACGCTTAAACTCATCCTACAAATCCTTCATCTTCCCATTCGTAAACTTACCT  1 

   126 TTTACCACGACACTCATTCCCCTCCATAGACGCTCAAACTTATCCTACAAATCCTTCATCTTCCCATTCGTAAACTTACCT  3 

   127 TCTACTACGATACTCATTCCCCTCCATAGACGCTCTAACTCATCCTGCAAATCCTTCACCTCCCCATTCGTGAACTTACCT  2 

   128 TTTACTACGACACTCGTTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTTGTAAACTTACCT  7 

   129 CTTACTACGATACTCATTTCCCTCCATAGACGTTCAAACTTACCCTACAAATCTTTCATCTCCCCATTCGTAAACTTACCT  1 

   130 TTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCTTCCCATTCGTGAACTTATTT  3 

   131 TTTACTACAATACTCATTCCCTTCCATAGATGCTCAAACTCAACCTACAAATCCTTCACCTTCCCATTCGTAAATCTACCT  2 

   132 TTTACTACAATACTCATTCCTCTCCATGGACGCTTAAACTCACCCTGCAAATCCTTCATCTTCCCATTCGTAAACTCACTT  1 

   133 TCTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGTAAATCCTTCACCTTCCCATTCGTGAACTTACCT  1 

   134 TTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCTTTCACCTTCCCATTCGTAAACTTACCT  2 

   135 TTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCCTCCCATTCGTGAACTTACCT  1 

   136 TTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCCTTCACCCTCCCATTCGTAAACTTACCT  1 

   137 TTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATTTTCCCATTCGTAAACTTACTC  1 

   138 TTTACTACGATACTCATTCCCCTCCATAGACACTCAAACTCACCCTGCAAATCCTTCATCTTTCCATTCGTGAACTTACTC  1 

   139 TTTACTACAATACTCATTCCTCTCCATGGACGCTTAAGCTCACCCTGCAAATCCTTCATCTTCCCATTCGTAAACTCACTT  1 

   140 TTTACTACGACACTCATTCCCCTCCATGGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCGTAAACTTACCT  4 

   141 TTTACTACAATACTCATTCCCCTCCATAGACGTTTAAACTTACCCTACAAATCCTTCATCTCCCTATTCGTAAACTCACCT  1 

   142 TTTACCACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCGTAAANNNNNNN  1 

   143 TTTACTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCGTAAANNNNNNN  1 

   144 NNNNNTACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCGTAAACTTACCT  1 

   145 TTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCTTTCACCTTCCCATTCGTGAACTTACCT  2 

   146 NTTACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCTTTCACCTTCCCATTCRTGAACTTACCT  2 

   147 NNNACYACGACACTCATTCCCCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCRTAAACTTACCT  1 

   148 NNNACTACGATACTCATTCCCCTCCATAGACGCTCAAACTCATCCTGCAAATCTTTCACCTTCCCATTCCTGAACTTACCT  1 

   149 NNNNCTACGACACTCATTCCTCTCCATAGACGCTCAAACTCATCCTACAAATCCTTCATCTTCCCATTCGTAAACTTACCT  1 
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Fig. S3b. Continued.
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Fig. S4. Median-joining network start showing the position of 41 Chilean modern chickens (yellow) among native and wild junglefowl from Asia, Africa, and
Europe. Only major and relevant networks are presented here by using 534 bp of the mtDNA CR. Circle size is proportional to the frequency of the corresponding
haplotypes, and the geographical origin of the haplotypes are distinguished by use of color codes described in the table next to the figure. Most of the Chilean
chickens cluster with Indian subcontinental/European/Chinese chickens, whereas other Chilean chickens cluster with haplogroups predominant of South and
eastern Chinese/Japanese/Indonesian chickens.
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Fig. S5. Simplified median-joining networks showing the relationships and clustering of 205 bp of the mtDNA control region from worldwide, Chilean
Araucana, pre-Columbian, and ancient Pacific/Polynesian chickens. The numbers next to the circles correspond to the haplotype clade number. The area of each
circle is proportional to the frequency of the corresponding haplotypes, and the geographical origins of the haplotypes are distinguished by use of color codes
described in the table next to the figure. Most of the Chilean chickens cluster with Indian subcontinental/European/Chinese chickens, more specifically with
haplotype numbers 5, 8, 9, 128, and 140. The other Chilean chickens cluster with haplotypes predominant in South and eastern Chinese/Japanese/Indonesian
chickens (haplotypes numbers 11, 17, and 141). Pre-Columbian sequence clusters with haplotype number 8. A more complete description of this MJN is presented
in Fig. 1. Certain closely related haplotypes described in this and other figures have collapsed into others because of ambiguities and different length sequences.
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 Caoke AF512091 Sichuan China

 Caoke AF512096 Sichuan China

 Caoke AF512097 Sichuan China

 ChengduBlackSilkyAF512070Sichu

 ChengduBlackSilkyAF512073Sichu

 Silky AF512061 Sichuan China

 Yaan Wugu AF512332 Sichuan Chi

 Yaan non Wugu AF512321 Sichuan

 Guizhou Mt  Wugu AF512128 Guizh

 Chahua AF512077 Yunnan China

 Chahua AF512078 Yunnan China

 Douji AB098666 Yunnan China

 Wenshanshandi AY392347 Yunnan

 Wenshanshandi AY392374 Yunnan

 Lverwu AY392233 Yunnan China

 Lverwu AY392248 Yunnan China

 Tenchongxue AY392301 YUnnan Ch

 G. g. jabouilei AF512151 Yunna

 Jiangsu Silky AF512232 Jiangsu

 Hubei Black Silky AF512201 Hub

 Tulufan AY588608 Xinjiang Chin

 Tulufan AY588609 Xinjiang Chin

 Luxi AY588626 Shangdong China

 Big Bone AY465977 Lianing Chin

 Chabo AB114073 Japan

 Satsuma dori AB114084 Japan

 Satsuma dori AB114085 Japan

 Nagoya dori AB007722 Japan

 Koshamo AB098672 Japan

 Koshamo AB098673 Japan

 Kawachi yakko AB114081 Japan

 Domest ic AY645000 Europe

 Caoke AF512098 Sichuan China

 T ibetan AY465960 T ibetan China

 Caoke AF512103 Sichuan China

 Cockfight  AY588614 Henan China

 Luxi AY588624 Shangdong China

 Yugan Wugu AY465994 Jiangxi Ch

 AizuJidori AB268520 Fukushima

 Satsuma dori AB007731 Japan

 Koshamo AB098670 Japan

 Minohididori AB114078 Japan

 Yunxian Wugu AF512308 Hubei Ch

 Zhejiang Wugu AF128335 Zhejian

 Chahua AF512085 Yunnan China

 Chahua AY392377 Yunnan China

 Douji AY588634 Yunnan China

 Douji AB098665 Yunnan China

 G. g. spadiceus AF512154 Yunna

 Gamecock AB098668 Myanmar

 Douji AY588635 Yunnan China

 Gamecock AB098667 Myanmar

 Sichuan Mt Wugu AF512261 Sichu

 ChengduBlackSilkyAF512068Sichu

 Luke AF512245 Guangxi China

 Chahua AF512089 Yunnan China

 Douji AY588629 Yunnan China

 Douji AY588632 Yunnan China

 Douji AY588633 Yunnan China

 Yanjing AF512326 Yunnan China

 Jiangbian AY392229 Yunnan Chin

 Wenshanshandi AY392358 YUnnan

 Wenshanshandi AY392361 Yunnan

 Cockfight  AY588616 Henan China

 Yunxian Wugu AF512309 Hubei Ch

 Xiaoshan AF128342 Zhejiang Chi

 Souguang AY465985 Shandong Chi

 Domest ic D82922 Unknown Locali

 Araucana CHL44 Chile

 Wenshanshandi AY392371 Yunnan

 Wumeng Wugu AY466000 Guizhou C

 Wenshanshandi AY392346 Yunnan

 ChengduBlackSilkyAF512067Sichu

 Wangfeng Wugu AF512288 Guangxi

 Nixi AF512249 Yunnan China

 Nixi AY392263 Yunnan China

 Nixi AY392289 Yunnan China

 Nixi AY392292 Yunnan China

 Yanjing AF512324 Yunnan China

 Yanjing AY465996 Yunnan China

 Jiangbian AY392209 Yunnan Chin

 Jiangbian AY392220 Yunnan Chin

 Wenshanshandi AY392351 Yunnan

 Lverwu AY392237 Yunnan China

 Lverwu AY392239 Yunnan China

 Lverwu AY392241 Yunnan China

 Lverwu AY392251 Yunnan china

 Lverwu AY392260 Yunnan China

 Tenchongxue AY392335 Yunnan Ch

 Nixi AF512246 Yunnan China

 Nixi AY392290 Yunnan China

 Jiangbian AY392215 Yunnan Chin

 Nixi AY392282 Yunnan China

 Yanjing AY465997 Yunnan China

 G. g. gallus AB009435 Vietnam

 Wangfeng Wugu AF512285 Guangxi

 Shenggou AF512057 Yunnan China

 Nixi AY392262 Yunnan China

 Wenshanshandi AY392354 Yunnan

 Chigulu AY392173 Yunnan China

 Tenchongxue AY392305 Yunnan Ch

 Tenchongxue AY392309 Yunnan Ch

 Tenchongxue AY392311 Yunnan Ch

 Tenchongxue AY392312 Yunnan Ch

 Tenchongxue AY392314 Yunnan Ch

 Tenchongxue AY392328 Yunnan Ch

 G. g. jabouilei AF512153 Yunna

 G. g. spadiceus AF512157 Yunna

 G. g. spadiceus AF512161 Yunna

 G. g. spadiceus AF512185 Myanm

 G. g. gallus AB009443 Thailand

 G. g. gallus D82906 Unknown Lo

 G. g. gallus D82907 Unknown Lo

 G. g. gallus D82908 Unknown Lo

 Chabo AB268524 Chiba Japan C3

 Bantam AB268526 Bogor Indonesi

 Madagascar Game AB007742 Madag

 G. g. gallus D82901 Unknown Lo

 G. g. gallus AB009441 Thailand

 Uthai Chan AB007741 Japan D4

 G. g. gallus D82900 Unknown Lo

 G. g. gallus AB009432 Thailand

 G. g. gallus D82902 Unknown Lo

 AyamKokokBalenggek D82917 Indo

 AyamKokokBalenggek D82918 Indo

 G. g. spadiceus AF512158 Yunna

 Zhangzhou AY588636 Fujian Chin

 Domest ic AY644971 India

 Xianju AF128317 Zhejiang China

 Luxi AY588625 Shangdong China

 Zhangzhou AY588637 Fujian Chin

 AyamKokokBalenggek AB007726 In

 Ayam Cemani D82916 Indonesia D

 Ayam Pelung D82919 Indonesia D

 G. g. gallus AB009436 Indonesi

 G. g. gallus AB009437 Indonesi

 Domest ic AY704701 India

 Domest ic AY704704 India

 Domest ic AY704709 India

 Fighting AB268527 Bogor Indone

 Fighting AB268528 Bogor Indone

 Gushi AF512141 Henan China

 Sichuan Mt Wugu AF512265 Sichu

 Domest ic AY704708 India

 Domest ic AY704712 India

 Domest ic AY704713 India

 White Leghorn D82925 Japan

 Koeyoshi AB114059 Japan

 Koeyoshi AB114061 Japan

 Domest ic AY644978 Europe

 Araucana CHL10 Chile

 Caoke AF512107 Sichuan China

 Domest ic AY642130 Bali Indones

 Domest ic AY642131 Bali Indones

 Tokuji dori AB007738 Japan E7

 Sichuan Mt Wugu AF512271 Sichu

 Domest ic AY644973 India

 White Leghorn D82923 Japan

 Douji AY588630 Yunnan China

 Domest ic AY644967 India

 Tenchongxue AY392336 Yunnan Ch

 Cockfight  AY588615 Henan China

 Cockfight  AY588619 Henan China

 Xuefeng AF512301 Hunan China

 Xianju AF128318 Zhejiang China

 New Hampshire AY235571 UK

 Sichuan Mt Wugu AF512263 Sichu

 Yaan Wugu AF512329 Sichuan Chi

 Heikang Layer AF512210 Sichuan

 Wangfeng Wugu AF512284 guangxi

 Qinyuan AF512255 Quangdong Chi

 Xuefeng AF512302 Hunan China

 Tulufan AY588610 Xinjiang Chin

 Tulufan AY588612 Xinjiang Chin

 Chabo AB009427 Japan

 Chabo AB114072 Japan

 Chabo AB114075 Japan

 Shamo AB098636 Honshu Kyushu J

 Shamo AB098642 Honshu Kyushu J

 Shamo AB098648 Honshu Kyushu J

 Yamato gunkei AB098680 Japan

 Chabo AB268530 Chiba Japan D1

 Shamo AB268538 Okinawa Japan D

 G. g. gallus AB009434 Vietnam

 Domest ic AB009449 Vietnam I3

 G. g. gallus AB007756 Unknown

 Fighting AB268545 Bogor Indone

 Satsuma doriAB007729 Japan

 Shamo AB098660 Okinawa Japan

 Shamo AB098637 Honshu Kyushu J

 Shamo AB098641 Honshu Kyushu J

 Shamo AB098644 Honshu Kyushu J

 Shamo AB098649 Honshu Kyushu J

 Shamo AB098697 Okinawa Japan

 Shamo AB098699 Okinawa Japan

 G. g. jabouilei AF512152 Yunna

 Chigulu AY392176 Yunnan China

 Chigulu AY392185 Yunnan china

 Shamo AB098638 Okinawa Japan

 Shamo AB098639 Okinawa Japan

 Shamo AB098646 Okinawa Japan

 Shamo AB098662 Okinawa Japan

 G. g. gallus AB007720 Unknown

 G. g. gallus D82903 Unkown Loc

 G. g. gallus AB009439 Indonesi

 G. g. gallus D82904 Unknown Lo

 G. g. gallus AB009440 Indonesi

 G. g. gallus D82905 Unknown Lo

 G. g. bankiva AB007718 Indones

 G. g. bankiva AB009430 Indones

 G. g. bankiva AB009431 Indones

Fig. S6. Strict consensus MP tree. It was constructed from 30,276 trees left as described in Materials and Methods.
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Fig. S7. MJN showing eight haplotypes of 41 modern Chilean chickens based by using 530 bp of the mtDNA CR sequences. The area of each circle is proportional
to the frequency of the corresponding haplotypes described in supporting information (SI) Table S1. Clustering of these sequences among native chickens and
wild junglefowl from Asia, Africa, and Europe is shown in yellow in Fig. 1 and Figs. S4 and S5.
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Table S1. Voucher information of modern Chilean chicken samples collected from latitudes 33° to 40° S

Sample
ID Breed or type Flock Sex (�/�)

Chilean
haplotype name

Haplotype no. as
indicated in

network analyses

CHL1 Ketro A Pirque 1, Santiago (Lat 33° 40� S, Long
70° 28� W)

� 11-CH 11

CHL2 Kollonca � 8-CH 8
CHL3 Kollonca �

CHL4 Kollonca �

CHL5 Creole/naked neck � 17-CH 17
CHL6 Kollonca � 11-CH 11
CHL7 Creole B Pirque 2, Santiago (Lat 33° 39� S, Long

70° 27� W)
� 8-CH 8

CHL8 Kollonca C Antiquina, Arauco (Lat 38° 11� S, Long
73° 25� W)

� 8-CH 8

CHL9 Kollonca � 8-CH 8
CHL10 Ketro � 140-CH 140
CHL11 Kollonca de Aretes � 8-CH 8
CHL12 Kollonca � 8-CH 8
CHL13 Kollonca � 8-CH 8
CHL14 Creole D Malihue, Valdivia (Lat 39° 44� S, Long

72° 38� W)
� 8-CH 8

CHL15 Creole � 8-CH 8
CHL16 Kollonca G Cañete, Arauco (Lat 37° 47� S, Long

73° 23� W)
�

CHL17 Ketro � 11-CH 11
CHL18 Kollonca � 8-CH 8
CHL19 Creole E Ninhue, Chillán (Lat 36° 21� S, Long

72° 23� W)
� 8-CH 8

CHL20 Creole F Yumbel, Chillán (Lat 37° 02� S, Long
72° 32� W)

� 140-CH 140

CHL21 Kollonca G Cañete, Arauco (Lat 37° 47� S, Long
73° 23� W)

� 8-CH 8

CHL22 Ketro � 140-CH 140
CHL23 Ketro � 5-CH 5
CHL24 Kollonca � 9-CH 9
CHL25 Ketro � 8-CH 8
CHL26 Kollonca � 5-CH 5
CHL27 Kollonca � 8-CH 8
CHL28 Ketro � 8-CH 8
CHL29 Ketro � 140-CH 140
CHL30 Kollonca � 8-CH 8
CHL31 Kollonca B Pirque 2, Santiago (Lat 33° 39� S, Long

70° 27� W)
� 17-CH 17

CHL32 Kollonca � 128-CH 128
CHL33 Ketro � 8-CH 8
CHL34 Japanese Long Tail ancestry � 8-CH 8
CCHL35 Kollonca � 8-CH 8
CHL36 Kollonca � 11-CH 11
CHL37 Ketro � 11-CH 11
CHL38 Creole � 8-CH 8
CHL39 Passion fowl � 8-CH 8
CHL41 Passion fowl H Viña del Mar, Valparaíso (Lat 32° 59�

S, Long 71° 33� W)
� 8-CH 8

CHL40 Passion fowl � 8-CH 8
CHL42 Passion fowl � 8-CH 8
CHL43 Ketro J Melipilla, Santiago (Lat 33° 42� S, Long

71° 13� W)
� 8-CH 8

CHL44 Passion fowl/Sebright ancestro I El Monte, Santiago (Lat 33° 42� S, Long
70° 58� W)

� 141-CH 141

Creole translates from ‘‘criollo’’ and stands for an unselected smallholder chicken typical of the countryside. DNA extraction precedures failed for samples 3,
4, and 16.
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Table S2. Calibration of one direct date on chicken bone with increasing proportion of
marine-derived carbon

�R Marine C, % Calibration dataset

Radiocarbon on chicken
bones from the El Arenal-1,

Chile (n � 622 � 35)

0 � 0 0 SHCal04 AD1304–1424
154 � 131 10 Mixed marine

SoHem
AD1387–1449

154 � 131 20 Mixed marine
SoHem

AD1395–1492

154 � 131 30 Mixed marine
SoHem

AD1412–1620

154 � 131 40 Mixed marine
SoHem

AD1440–1644

154 � 131 50 Mixed marine
SoHem

AD1439–1796

�R of 137 � 114 based on Ingram and Southon’s (1) single bivalve determination from Valparaiso, Chile
combined with Taylor and Berger’s (2) gastropod date from approximately the same location. Given the problems
inherent with the use of gastropods for characterizing marine reservoir effects, the derived �R value is used simply
for illustrative purposes. All calibrated dates are reported at 2�. Bold type denotes pre-Columbian values.

1. Ingram BL, Southon JR (1996) Reservoir ages in Eastern Pacific coastal and estuarine waters. Radiocarbon 38:573–582.
2. Taylor RE, Berger R (1967) Radiocarbon content of marine shells from the Pacific coasts of Central and South America. Science

158:1180–1182.
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Table S3. Frequency of modern Chilean chicken haplotypes

Haplotype Frequency

17-CH 2
11-CH 5
141-CH 1
140-CH 4
5-CH 2
9-CH 1
8-CH 25
128-CH 1
Total 41
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Other Supporting Information Files

Table S5 (XLS)
Table S6 (XLS)

Table S4. �R values for the west coast of South America (after Reimer and Reimer 2008)

Longitude Latitude �R Location Ref
Collection

year
Reservoir

age 14C age Lab no. Taxa Diet

�80.00 �3.00 �216 � 37 Guayaquil, Ecuador* 10 1927 85 � 38 235 � 37 UCIA-1249A Cerithidea valida Deposit feeder
�80.00 �3.00 84 � 45 Guayaquil, Ecuador* 10 1927 386 � 46 536 � 45 UCLA-1249B Thais biserialis Carnivore
�80.00 �10.00 243 � 49 Northern Peru* 10 1935† 544 � 50 700 � 49 UCLA-1282 Strombus peruvianus Herbivore/omnivore
�78.00 �14.00 670 � 44 Peru* 10 1935† 971 � 45 1127 � 44 UCLA-1279 Oliva peruviana Unknown
�70.00 �24.00 175 � 34 Antofagasta, Chile* 10 1925 477 � 35 626 � 34 UCLA-1277 Concholepas concholepas Carnivore
�72.00 �33.00 313 � 76 Valparaiso, Chile* 10 1935† 614 � 77 770 � 76 UCLA-1278 Tequla aler Unknown
�71.80 �33.10 61 � 50 Valparaiso, Chile 6 1939‡ 370 � 51 520 � 50 CAMS-17919/1 Mytilus californianus Suspension feeder
�72.65 �51.70 221 � 40 Puerto Natales, Chile 6 1939‡ 530 � 41 680 � 40 CAMS-17918 Mytilus californianus Suspension feeder

Marine reservoir effects for Chile are poorly resolved. There are eight �R values published for the west coast of South America between the equator and Cape
Horn. All but one of these values can be shown to be problematic. Six of these values were published by Taylor and Berger (10) on the basis of dating of gastropods.
Over the last 20 years, several studies have indicated that detrital feeders are potentially problematic because ingested organic carbon from diverse sources can
become incorporated into shell structures through metabolic action (5, 9). These effects have been found to be particularly problematic in limestone-dominated
areas (1, 4). It is for this reason that the use of suspension feeders, herbivores, and omnivores is recommend in �R research. Taylor and Berger’s sample contains
two carnivores, a deposit feeder, and two other gastropods for which dietary information is lacking. Only the determination on Strombus peruvianus from
northern Peru is unproblematic as a herbivore/omnivore, resulting in �R � 243 � 49. In Ingram and Southon’s (6) more recent study focused on California included
two samples of the suspension-feeding bivalve Mytilus californianus from Chile. The sample from Puerto Natales is an estuarine reservoir value, potentially
influenced by terrestrial runoff and incomplete exchange with the open ocean and therefore may not reflect open water reservoir conditions (11). This leaves
the determination from Valparaiso in central Chile, resulting in �R � 61 � 50. This single �R value provides the single reliable estimate for marine reservoir effect
in near-shore open waters in southern South America. However, this value is likely to underestimate �R in the region because of heavily depleted Antartic source
waters brought to the Chilean coastline by the Antartic circumpolar current. Seven values are reported in the Marine Reservoir Database for northern Antartica
(7) giving a combined �R � 871 � 176 (see refs. 2, 3, 8). We believe, therefore, that the �R � 61 � 50 from Valparaiso should be treated as a conservative estimate
of open water marine reservoir effect in Chile.
*Approximate location.
†Mid-point. Collected between 1930–1940 (10).
‡Ingram and Southon (1996:574) state that ‘‘n most cases, it is uncertain whether these specimens were collected live or not.’’

1. Anderson AT, Higham FG, Wallace R (2001) The radiocarbon chronology of the Norfolk Island archaeological sites. Rec Australian Mus 27(Supplement):33–42.
2. Berkman PA, Forman SL (1996) Pre-bomb radiocarbon and the reservoir correction for calcareous marine species in the Southern Ocean. Geophys Res Lett 23:363–366.
3. Bjorck S, Hjort C, Ingolfsson O, Skog G (1991) Radiocarbon dates from the Antarctic peninsula region—problems and potential. Radiocarbon Dating: Recent Applications and Future

Potential, ed Lowe JJ (Quaternary Research Association, Cambridge, UK), Quaternary Proceedings 1, pp 55–65.
4. Dye T (1994) Apparent ages of marine shells: Implications for archaeological dating in Hawaii. Radiocarbon 36:51–57.
5. Hogg AG, Higham TFG, Dahm J (1998) 14C dating of modern marine and estuarine shellfish. Radiocarbon 40:975–984.
6. Ingram BL, Southon JR (1996) Reservoir ages in Eastern Pacific coastal and estuarine waters. Radiocarbon 38:573–582.
7. Reimer P, Reimer R (2008) Marine reservoir correction database. http://calib.qub.ac.uk/marine, accessed February 10, 2008.
8. Peck LS, Brey T (1996) Bomb signals in old Antarctic brachiopods. Nature 380:207–208.
9. Tanaka N, Monaghan MC, Rye DM (1986) Contribution of metabolic carbon to mollusk and barnacle shell carbonate. Nature 320:520–523.

10. Taylor RE, Berger R (1967) Radiocarbon content of marine shells from the Pacific coasts of Central and South America. Science 158:1180–1182.
11. Ulm S (2002) Marine and estuarine reservoir effects in central Queensland, Australia: Determination of �R values. Geoarchaeology 17:319–348.
12. Taylor RE, Berger R (1967) Radiocarbon content of marine shells from the Pacific coasts of Central and South America. Science 158:1180–1182.
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