
File S1. Sequence of PCR amplicons containing analyzing SNPs. SNP position marked red and bold, 
genotype in the head of sequence 

 

SNP1 

>A1095_SNP1_TT 
TGAAGCGGTGTGCAGCAGTGGCGTAGTCGTCGATCCGTCCGCGTACAGACGCCCACGGGTTTTTCATTCGGTGTG
AACAAAGAATTCGCCAATATTTTACACTCGATTCGGATCCTGCGACTCGCGAATATCCGTGTTCCTTCCTCTCTT
TCTCACCTTCTCTCTTTCCATCTTCCTTTCTCTTTCTCCCGTGGTTCAATCGAACATACGATCCATAT 
>A1113_SNP1_CC 
TGAAGCGGTGTGCAGCAGTGGCGTAGTCGTCGATCCGTCCGCGTACAGACGCCCACGGGTTTTTCATTCGGTGTG
AACAAAGAATTCGCCAATATTTTACACTCGATTCGGATCCTGCGACTCGCGAATATCCGTGTTCCTTCCTCTCTT
TCTCACCCTCTCTCKTTCCATCTTCCTTTCTCTTTCTCCCGTGATTCAATCGAACATACGATCCATAT 
SNP2 

>A1998_SNP2_TT 
TTCCTGGCCACCGATGCCACCCACGTACCTCGAAGCTGCTGTTGCGAACAACGCTCCTCCTTTTTCTTCTTCTTT
TTTACCCATTTTTTCTCCTCTCCACTCCACTTTTCTCAACCTTCTTTCCTTCTTCTTTTTCTTCTTCTTCTTTTT
CTGTGCTCCACGAGAGAAAGAGAGAGATTCGTGGAAAGGATCTCGATCTTCAAGAATGGCCGTCGTTTGGAATCG
ACGACAAAAGCGCCCATGGGAGAACAAGGGTTTATCCTATGCCTACGTTAGCCGTATCCGCGATTGGGGGCGTTT
ATGGCGTTTTGTCTCTTT 
>A2466_SNP2_CC 
TTCCTGGCCACCGATGCCACCCACGTACCTCGAAGCTGCTGTTGCGAACAACGCTCCTCCTTTTTCTTCTTCTTT
TTTACCCATTTTTTCTCCTCTCCACTCCACTTTTCTCAACCTTCTTTCCTTCTTCTTCTTCTTCTTTTTCTTTTT
CTGTGCTCCATGAGAGAGAAAGAGATTCGCGAAAAGGATCTCGATCTTCAAGAGTGGCCGTCGTTTGGAATCGAC
GACAAAAGCGCCCATGGGAGAACAAAGGTTTATCCTATGCCTACGTTAGCCGTATCCGCGATTGGGGGCGTTTAT
GGGGTTTTGTCTCTTT 

SNP3 

>A074_SNP3_TT 
CGGAATCAAAAGCAGGATTTACGCCGCTACATTTGAGTGCACAAGAAGGCCATACTGATATGTCAACACTACTTA
TTGAGCACAAAGCAGATACAAATCACAAAGCAAAGGTAATAT 
>A447_SNP3_TC(Y) 
CGGAATCAAAAGCAGGATTTACGCCGCTACATTTGAGTGCACAAGAAGGCCATACYGATATGTCAACACTACTTA
TTGAGCACAAAGCAGATACAAATCACAAAGCAAAGGTAATAT 

SNP4 

>A1621_SNP4_TT 
AACGTTGGACCAATTGATGGAACCGTCCGATGTTGTGGGCAACATAAGATTCAGCCATCCAACATTATACGTCTT
CCCCGGTGGCCAAGGTGATGCCGCCCTCTTTGGCATAAACGGTTTTAACATGCTGGTCGACGGTGGTTTCGCAAG
GAAAGCCTGCTTTTGGGACTTTACCAGGCATCTCGACCGCCTCGACGCGGTCTTAGTTACTAGAATAAATAATAG
CAATGTCGGCGG 
>A3224_SNP4_CC 
AACGTTGGACCAATTGATGGAACCGTCCGATGTTGTGGGCAACATAAGATTCAGCCATCCAACATTATACGTCTT
CCCCGGTGGCCAAGGTGATGCCGCCCTCTTTGGCATAAACGGTTTTAACATGCTGGTCGACGGCGGTTTCGCAAG
GAAAGCCTGCTTTTGGGACTTTACCAGGCATCTCGACCGCCTCGACGCGGTCTTAGTTACTAGAATAAATAATAG
CAATGTCGGCGG 

  



SNP5 

>A1366_SNP5_AA 
CGGATTCCAACGTAACGATCGGTGGACAAGAATCTGGGATAAAAAATTTTTCATTCGATCAGAATCAAGAATCTT
TGTTTTCGATCAATGATCAATCGGCCGATAAGATCTTGAACAAGAACGTCGAGGACAATTGGAACGAACGTGAGA
GGCGAAGAACGAGCGAATTTCAATTCGGGGCATCGATCGAATCCGATAATTCG 
>A3224_SNP5_GG 
CGGATTCCAACGTAACGATCGGTGGACAAGAATCTGGGATAAAAAATTTTTCATTCGATCAGAATCAAGAATCTT
TGTTTTCGATCAATGATCAATCGGCCGATAAGATCTTGAACAAGAACGTCGAGGACAATTGGAACGAACGTGAGA
GGCGGAGAACGAGCGAATTTCAATTCGGGGCATCGATCGAATCCGATAGTTCG 
SNP6 

>A1206_SNP6_AA 
CCTGCGCGACTGACTAGACATTATCGTACGCATACTGGTGAAAAACCGTATCAATGCGAATATTGTAGTAAATCG
TTTTCCGTAAAAGAGAATTTAAGCGTTCATCGTCGTATACATACAAAAGAACGGCCTTATAAGTGTGACGTGTGC
GAACGCGCGTTTGAACATAGTGGTAAACTACATCGACATATGCGAATTCATACCGGCGAACGACCGCATAAGTGT
ACTGTCTGTTCAAAAACGTTCATTCAAAGCGGACAATTAGTAATTCATATGCGCACGCATACCGGAGAAAAACCA
TACGTTTGCAAAGCATGTGGCAAGGGATTCACTTGCTCAAAGCAACTGAAGGTACATACGCGTACGCATACCGGG
GAAAAACCA 
>A1221_SNP6_GG 
CCTGCGCGACTGACTAGACATTATCGTACGCATACTGGTGAAAAACCGTATCAATGCGAATATTGTAGTAAATCG
TTTTCCGTAAAAGAGAATTTAAGCGTTCATCGTCGTATACATACAAAAGAACGGCCTTATAAGTGTGACGTGTGC
GAACGCGCGTTTGAACATAGTGGTAAACTACATCGACATATGCGAATTCATACCGGCGAACGGCCGCATAAGTGT
ACTGTCTGTTCAAAAACGTTCATTCAAAGCGGACAATTAGTAATTCATATGCGCACGCATACCGGAGAAAAACCA
TACGTTTGCAAAGCATGTGGCAAGGGATTCACTTGCTCAAAGCAACTGAAGGTACATACGCGTACGCATACCGGG
GAGAAACCA 

SNP7 

>A1621_SNP7_TT 
AGGCATCAGGCGTTCGAGGCTGAGATAGCGAGCAACAAGGATCGCTTGCAGCAGTTGCAACAGGCGGCCGAGGAG
TTGATCCAACAGAAGCCAGACCTGGCCGAGATCATCAAGCCGAAGGTGGCCGAATTGGCCGATCAATTCGAGGAG
CTCGAAACGACCACGCACGACAAAGGGGAACGATTGTTCGACGCGAATCGGGAGGTTCTCATCCACCAGACCTGC
GACGACATCGACTCGTGGATGAACGAGTTGGAGAAGCAAATCGAGAGCACGGACACCGGGTCAGATCTGGCCTCG
GTCAACATTCTGATGCAGAAGCAACAGATGATCGAGACGCAGATGGCGGTGAAGGCGAGGCAGGTTACC 
>A2475_SNP7_GG 
AGGCATCAGGCGTTCGAGGCTGAGATAGCGAGCAACAAGGATCGCTTGCAGCAGTTGCAACAGGCGGCCGAGGAG
TTGATCCAACAGAAGCCAGACCTGGCCGAGATCATCAAGCCGAAGGTGGCCGAATTGGCCGATCAATTCGAGGAG
CTCGAAACGACCACGCACGACAAAGGGGAACGGTTGTTCGACGCGAATCGGGAGGTGCTGATCCACCAGACCTGC
GACGACATCGACTCGTGGATGAACGAGTTGGAGAAGCAAATCGAGAGCACGGACACGGGGTCAGATCTGGCCTCG
GTCAACATTCTGATGCAGAAGCAACAGATGATCGAGACGCAGATGGCGGTGAAGGCGAGGCAGGTTACC 

SNP8 

>A2466_SNP8_AA 
TTATCCTCCCCTCGAGCGATAAAATTTCTTCTTTCCTTATCGTAGATAACGTTCATACTGACGGCGATGACGCTG
GTCGCCTCGAGCACCGATACCGCGGATCTACCGAGGCCGAGCTACGCCAGGACGATGCTGAAGGTGTCGCGAAGC
CTTCCGAGCGAGACCGAAGAGT 
>A2649_SNP8_GG 
TTATCCTCCCCTCGAGCGATAAAATTTCTTCTTTCCTTATCGTAGATAACGTTCATACTGACGGCGGTGACGCTG
GTCGCCTCGAGCACCGATACCGCGGATCTACCGAGGCCGAGCTACGCCAGGACGATGCTGAAGGTGTCGCGAAGC
CTTCCGAGCGAGACCGAAGAGT 

 



SNP9 

>A1095_SNP9_GG 
AAGTTCCCGTCAGAGTCGGATTTATCCAGCCTAGAAGCGTCGTTAGAGAACGAAGGATCGTTGAGAAAAATAGTG
AAAAGACTGGCACCTGAGAAGAATGGCGAGTACCAAATTTATCAAGGTTCCTAACCAATAATCTTATACTAACTC
CTAAATGTACCGCAATTTACACTACTCTCTTCTCGTTCCATCTCTAAAGTAC 
>A1113_SNP9_AA 
AAGTTCCCGTCAGAGTCGGATTTATCCAGCCTAGAAGCATCGTTAGAGAACGAAGGATCGTTGAGAAAAATAGTG
AAAAGACTGGCACCTGAGAAGAATGGCGAGTACCAAATTTATCAAGGTTCCTAACCAATAATCTTATACTAACTC
CTAAATGTACCGCAATTTACACTACTCTCTTCTCGTTCCATCTCTAAAGTAC 

SNP10 

>A1233_SNP10_AA 
TTGGCGAATGGGAAACAGGAAAAGGTGGAGAGTATATATCGAAAAATGGCACGTATAAACGGGCTTCAAATCTCG
GAAGAGGCGATCGGAGCGTTCAAAGATTTGAACATGGTGAAGACTGAAAAGGTACGAGGAATCGACAATTTTTAT
TATATTTTAAATGAAATCGAATTAAATTAATTACGCCTAACTAAATTTATCTTATTTTTCAGACGGATCAAATAG
TGATGAAAAGTGACGAAAAGAAATCA 
>A3314_SNP10_GG 
TTGGCGAATTGGAAACAGGAAAAGGTGGAGAGTATATATCGAAAAATGGCGCGTATAAACGGGCTTCAAATCTCG
GAAGAGGCGATCGGAGCGTTCAAAGATTTGAACATGGTGAAGACTGAAAAGGTACGAGGAATCGACAATTTTTAT
TATATTTTAAATGAAATCGAATTAAATTAATTACGCCTAACTAAATTTATCTTATTTTTCAGACGGATCAAATAG
TGATGAAAAGTGACGAAAAGAAATCA 

SNP11 

>A1206_SNP11_TT 
CAAAACATCTGTAAACGCCTCGAATCCGCCTTTGAAATTGGAACGAATCGAGGAAAAGACTTGTTTACAGATGTC
TACAAAGGGACTAACTATAGCAAAAAATTTAGATTACGAGGATATCGAATCGCTTCCGGAAATTATATCACCACC
TCCTAAAACACCTCCTGCCTTGCCYCCGAAACCRCAGTTTAAAAAYAACACGTTGATCTTGAAAAAAATTCCTAG
TCCTTCGTTTCTGATCGATGAGACACGAAAGAAACAACAACTTCTTGAATCCGG 
>A1221_SNP11_CC 
CAAAACATCCGTAAACGCCTCGAATCCGCCTTTGAAATTGGAACGAATCGAGGAAAAGACTTGTTTACAGATGTC
TACAAAGGGACTAACTATAGCAAAAAATTTAGATTACGAGGATATCGAATCGCTCCCGGAAATTATATCACCACC
TCCTAAAACACCTCCTGCCTTGCCTCCGAAACCACAGTTTAAAAATAACACGTTGATCTTGAAAAAAATTCCTAG
TCCTTCGTTTCTGATCGATGAGACACGAAAGAAACAACAACTTCTTGAATCCGG 

SNP12 

>A1621_SNP12_AA 
AAAAACATCCTCTAATCTATATCATGTAATGATACATAATACATGAATAAGAGTGGAAATTATASTTACTAAATG
AAATAAATTTATCATCTTACTAGTGTGTTCAAAAAATAGTGCAGAAATGGAGAATGACACCGCTCCAACTCTCCA
GTCATCTTTGGGTATTGGAGAATCGTATTTAGAAGTTCGGGGGATTGCAGCGGGTAGTATAGACATGCGGGAATT
CATCAACGAGTCCTCGTCTTCATATTCGAAATCTTCCATTCCCATTGCCAACAGATTCCTACCAGARATTCGCAT 
>A2475_SNP12_GA(R) 
AAAAACATCCTCTAATCTAYATCATSTAATGATACATAATACATGAATAAGAGTGGATTTTATACTTACTAAATG
AAATAAATTTATCATCTTACTAGTGTGTTCAAAAAATAGTGCAGAARTGGAGAATGACACCGCTCCAMCTCTCCA
GTCATCTTTGGGTATTGGAGAATCGTATTTAGAAGTTCGGGGGATTGCAGCGGGTAGTATAGACATGCGGGAATT
CATCAACGAGTCCTCGTCTTCATATTCGAAATCTTCCATTCCCATTGCCAACAGATTCCTACCAGAGATTCGCAT 

  



SNP13 

>A1560_SNP13_TT 
CAAGCTGCGATTCAATCTGGCGAATATGACCATACGAAAAATTATCCCTTCGATGTCGATCAATGGCGTGGTAAA
ATATTTGTATTTTAATTAATATTGTATTTTGCTTCTTGAATCACTTAATATTCTATTCACTTAATATTCAATTTC
GTTACTTGAATTTCTCAATTTTTAAATTGTTAGAATATATTCCACATTCTATTTCACGTTACTTGTTCAAGGTAT
GACTTTTGTAACCGTACCAAGATACAAAGGTGTACCTTCTTCTTTGAACGTGATATCTGAGAAAATTGGCAACGG
TGGACGACTTCTACAACCGTATCCTGATTGGTCGTGGG 
>A1893_SNP13_CC 
CAAGCTGCGATTCAATCTGGCGAATATGACCATACGAAAAATTATCCCTTCGATGTCGATCAATGGCGTGGTAAA
ATATTCGTATTTTAATTAATATTGTATTTTGCTTCTCGAATCACTTAATATTCCATTCACTTAATATTCAATTTC
GTTACTTGAATTTCTCAATTTTTAAATTGTTAGAATATATTCCACATTYTATTTCACGTTAYTTGTTCAAGGTAT
GACTTTTGTAACCGTACCAAGATACAAAGGTGTACCTTCTTCTTTGAACGTGATATCTAAGAAAATTGGCAACGG
TGGACGACTTCTACAACCGTATCCTGATTGGTCGTGGG 
 


