
Supplemental TableS6. Selection of primer sequences with polymorphism 

 

 FORWARD PRIMER2 (5'-3') REVERSE PRIMER2 (5'-3') Tm 

SSR1 GCAATTGAACAGCAAAATGC CTGCAGATACGGCTAGACCC 45 

SSR2 AGGTTCCAGGAAACCATCAA AAAGCTGGAGAGGGGATCAT 45 

SSR3 AGAGTTTTTCCAGAGCACGC AGAGTTTTTCCAGAGCACGC 45 

SSR4 TTGACTGGTGGGCAACAATA TTGACTGGTGGGCAACAATA 45 

SSR5 TCTGCAGCCCTTCTGTTCTT GGGATGACAGTGATGCTGAA 45 

SSR6 CTATGTCAACCGGCACGAC GGTACGTGCTCTAGCAACCC 45 

SSR7 CTTGTACACGTGCCCGAAC CCCCAGCGGATTTCTTCTAC 45 

SSR8 TGATGGCTTCCACATGAAAA AACGTCCAACAGGAACATCC 45 

SSR9 GCGAGGAAGAAGAGGGAAAT CACTGAGCCGCATCGTACT 45 

SSR10 TCGACAGACATCTTGAACCG CACATTTCCTTTCCAGAGGC 45 

SSR11 TATATTAACTCGCCGGTCGC ACGAACATTCAGGCGAGAAC 45 

SSR12 TTGACAAGCACAAACAAGGC TGGCTCGCTCAATCTATGTG 45 

SSR13 TTGACAAGCACAAACAAGGC CTAGTTCACAGCACCGTTGG 45 

SSR14 AACCACCACCGACATCTCA CACCATCTTCGGAAGGCTTA 45 

SSR15 GAACCCGTCTCCAACATCAT AATCGGGAGACGAGGAAAGT 45 

SSR16 TGTCCTGTCGTCTAGGCCAT GTCGGGCTTGCTCATGTACT 45 

SSR17 CCTCAGCCTCCGCTACAAC ACGAAGCGGTTGTTCTCG 45 

SSR18 CTAGGGAAAAAGACCACGCA GAAGTGGAGCTGCTTCTTGG 45 

SSR19 ATCCTGCCTTGTTTGTCCTG TCTGAGGCGACTTCTTCCAT 45 

SSR20 TCAGAGTCAAAGCTAGCGCA TCACCTTCGAGCATTAGCCT 45 

SSR21 GTCTCGCCGTACCCGTAGTA TGGAGGTGGTGAAGAAGGAC 45 

SSR22 AACCGATGATACATAGGCGG GCAAAGGCAGTAGCAACCAT 45 

SSR23 GATATGGCACTAGCCGAGGA AACGCCCAAAAAGAGCACTA 45 

SSR24 TCATCACCGTTCCTAGCTCC AGATGGCGACGGTAAATACG 45 

SSR25 CTCTCGTTTCGATGCTTCCT TTCAATTGCTCCGGTTTTTC 45 

SSR26 CGGCGGTTACCATATCAACT GTTAATTGGAGTTGGGCAGC 45 

SSR27 CGTGAGACTGAATTCCAGCA GAAGGAGAAGAGCAGCAGGA 45 

SSR28 TTAACGCGACACACACCCTA CAGCCTCGTCGTTCTTCTG 45 

SSR29 TGGATCTGCATGGACTTGAC ACGCAAATAGGGTTAGGAGGA 45 

SSR30 CTGTGAAGTCCTGCCCAAAT CTCCCCTCTCCTCTCCTCTG 45 

SSR31 GATGGCTGGCTAGCAAAGAG GCCTCAATTTTCCTTTTTCTTTC 45 

SSR32 TGTGCTAATCCAAAGGGCTC CAGCTACCCAAACCTAGCCA 45 

SSR33 TGAACTCCACGGCTAAATCC TGCCATCCATTACAAGAGCA 45 

SSR34 GCTCATGTTATGCGTTGTGG GCAAGATATCTCGGCTGGTC 45 

SSR35 CCCATCGATCTACCACCTGT GCGGACACCATCTTCCTATC 45 

SSR36 AATCGATCCTCCCTCCTCTC TCACCAGGATCGTCCTAACC 45 

SSR37 GAACTGGAACCCCAGGATG GGAGAAGGCGAGGAAGACAC 45 

SSR38 CGCATCAGTCCAAGAAATCA GCAAGCAAAGATCAAGGCTC 45 

SSR39 CCTTCACTCAGGGGACGAC GTACTGGAGCAGGCTGAAGG 45 

SSR40 ACTCCCGTCTCAACATTTGG GAACCAAAGAGCAGGAGTCG 45 

SSR41 TAGTGGTGACCATGGTGGTG GCGGAAGGAATAACAGGTCC 45 

SSR42 GCGGAAGGAATAACAGGTCC TCCATGAATTCCAGGCAAAT 45 

SSR43 CCAACTCGCTTGGGACTAAA CATTCTGATTGCTGGCATGT 45 

SSR44 CAGAAAGCCTCTCGATCCAA ACTAGCAGCAGCAGCAACAA 45 

SSR45 AGGCTGATCTTGGTTGCTGT GCCTTACGTGTTCACGCTCT 45 

 


