Table S7. The primers of Sanger sequencing for validation

Individual Position Forward primer Reverse primer Tm(TC)
ACC1-1I-1 15:80878576 ACATCCTGCACACTGCGTTA ATGGACATGCTGTTGCTTGC 60
ACC1-1I-1 4:165099831 AGGCCTGACTGAGGGATACA TGGGGTGGTTCTAGGGGAAG 60
ACC1-l1I-1 6:85605629 TGCTTGGCACTGTCCTGAAA GCCCAGAAGTGCCTACGTTA 60.5
ACC1-II-1 10:115352263 AACTCATCAGTGACCGCAGG GCCTCTATCGGTGATGTGGG 60
ACC1-II-1 6:154692299 TTCTGTTCCAGCCTCCGATG TAAGTCGGCATCCCTGTGGA 60.5
ACC1-l1I-1 18:31333885 TCTGGGATGTTACAGCGTCG AGGTGAGGACGTTCAGTGAG 59
ACC1-II-1 15:45732364 TGTTTGACTATATCAGTTGCCTGT ATGCCCACTCTCCAAATAAGCA 69
ACC1-II-1 6:76955874 GGGAACCGGTCATAGAGACA GTGATGGTGGCTGACTTCTCA 59
ACC1-II-1 3:158917393 TCTTCTGGGTATCTGCCTCCA CTCCTGTGGGTCTTGGTGTC 60
ACC1-1I-1 8:11688362 GTGGATACGGGGCTAAAGGG CAATGCCAGGGGGAGAACAA 60
ACC1-II-1 19:4032107 CCGGGCTTAACTCCTCAGTG GTAGCTCAGGAGAGACCCCA 60
ACC1-II-1 7:19343958 CAGGAACCCAGACAGAGTGG GAAAGCACCGACACTTTGTAGT 59.5
ACC1-II-1 18:70512197 CGTATCTGGCGTCTCACTCA CATGTGCGTAATGTGGGGTG 59
ACC1-II-1 7:147539364 TGGTCAAAGTTGCCATTAATTGTT CCCCTTGTTCTCAGAGCTGC 59
ACC1-II-1 6:123036854 ATGTACCATGGGAGGGCTCA AGCACTCAGGCATGCAAATC 60
DS1-11-2 17:52287119 GCTCCAGGAAGCAAAGACCAT CCAAGGCTTCAGGCTATGAAA 62
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