Polymorphic sites

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
(GenBank 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5
accession nr.: 5 5 5 5 5 5 5 5 5 5 6 6 6 6 6 6 6 6 6 6 6 6 6 6 6 7
x79547) 2 2 3 3 4 4 4 8 9 9 ] ] ] ] ] 1 1 1 3 4 5 5 6 6 8 []
1 6 a4 8 L] 2 4 5 7 8 ] 1 2 3 4 5 6 7 5 9 [ 9 6 7 6 3
Reference sequences i
d 111 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 Individuals
(GenBank 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5 5
accession nr.: 5 5 5 5 5 5 5 5 5 5 5 5 5 6 6 6 6 6 6 6 6 6 6 6 6 7
JN398377) 1 2 3 3 3 3 4 8 9 9 9 9 9 0 0 1 1 1 3 4 4 5 6 6 8 0
8 3 1 5 7 9 1 2 4 5 7 8 9 0 1 2 3 4 2 6 7 6 3 4 3 0
Haplotypes Numberofmares|G T ¢ A A € T G A T G T C T GAATTCAATGAAT
HtLo 1000 12 115G 153G 154G 156G 185G 190G 192G 196G 197G 198G 201G 23G
249G 250G 252G 28G 31G 3G 43G 48G 53G 56 60G 61G 62G
Ht25100 4 T c 103G 104G 105G 106G
T08G 109G 164G 165G 167G 1716 1736 1756 209G 235G 238G
Ht3p.100p 15 T G 260G 4G 566G 9G
Htdp 1000 2 T A T coaA G 10G 123G 124G 1306 131G 132G 133G 134G 136G 137G 148G
149G 188G 19G 204G 26 55G 586 6G 79G 7G 85G
Ht5p,100 5 c T 110G 160G 161G 162G 187G
111G 112G 116G 120G 1226 139G 1406 141G 143G 144G 145G
Ht6p.100 a7 A cT 146G 147G 169G 170G 172G 174G 179G 180G 181G 182G 183G
184G 18G 199G 203G 20G 217G 218G 219G 227G 228G 231G 233G
240G 241G 242G 248G 25G 38G 52G 67G 76G 78G 86G 87G 89G
Ht7p.100p 7 c T G c ¢ 1136 1146 1426 2456 336 346 776
Ht8p.100p % A T 100G 101G 102G 127G 193G 195G 71G 926 93G 976 98G 99G
Ht9p.100p 8 A G A 117G 119G 136 151G 157G 158G 54G 74G
Ht10p.100p 2 T A G T T G A ¢ |1186376
Ht11o.00p u ¢ G A T G 11G 1506 186G 191G 1G 29G 41G 57G 66G 70G 8G
Ht125 100p 2 A cTcC 121G 596
Ht135, 100 4 A A G A 125G 126G 163G 236G
Ht14p.100p 1 c T T G N
Ht155, 100 2 T A T C G 129G 90G
Ht 1601000 35 T A c G 12G 152G 177G 178G 17G 189G 194G 200G 210G 211G 216G 220G
221G 222G 223G 224G 225G 226G 229G 230G 232G 234G 239G
253G 254G 255G 256G 257G 258G 27G 326 45G 46G 50G 88G
Ht175.100p 1 T A ¢ |13s6
Ht185.100p 1 A ACT 1386
Ht195.100p 7 G A 14G 168G 24G 259G 266 30G 84G
Ht205.100p 3 A .. A T G 155G 176G 83G
Ht215, 100 1 G A T G 156G
Ht225.100p 3 G T A G ¢ 1596 736 826
Ht23p.1005 10 T ¢ ¢ 166G 16G 21G 44G 51G 64G 68G 69G 75G 80G
Ht285.100p 1 T A G T G T G A ¢ 2026
Ht250.100p 7 A G A 205G 206G 207G 208G 237G 36G 81G
Ht265.100p 2 A T A ¢ |2436
Ht275,100p 1 T G T T G A ¢ |2466 2476
Ht285.100p 1 A cT A 63G
Ht295.100p 1 T c G c 65G
Ht30p.100p 1 A T c|726
Ht31p,100p 1 T . . . . A T C G ¢ [oi6
H325.100p 3 A T ¢ 94G 956 96G

Table S2: Variable site positions in 20

2 bp of mtDNA D-loop region of 32 Gidran haplotypes. New haplotypes are emphasized by gray colour.




