Table S3. Information of 18 pairs of simple sequence repeat (SSR) primers

SSR primers Forward//Reserve ;);imer sequence (5'- P?g;:i::c Sizefrre;r;gnie(;ftsal(x;);;l)ified PIC NA NE H I

BrgMS135 iié&iﬁ%:&ﬂ&?&iiﬁg 8 200-600 0.843  1.8283 1.717 0.378 0.536
BrgMS13 ig‘éﬁgggéﬁéié&gggﬁi%iéﬁ 3 100-600 0.559 1.919 1.850 0.439 0.616

BrgM33 i?é%??ggggi?ggﬁggi%ﬁ? C// 3 300-500 0.579 1.424 1.272 0.160 0..237
BrgMS202 A;:f AG é: gggéég?f é fjit;GATﬁ(?:é C// 6 200-500 0.781 1.960 1.845 0.444 0.628
mgvsapy TCTCITGCAGGAGAAACIGTA ) w0 0w s amo ows ose
BrgMS217 Cégz,(;;:f é: : gé%%irg é‘TES{} é: A/ / 5 100-200 0.650 1.980 1.717 0.406 0.590
mavszss  TCACCATGIGTAMAAGACICGG) wa0 om0 s lew s 0
BrgMS287 T%%i?%?%iii?%iéﬁZTTng G// 6 400-500 0.797 1.758 1.655 0.346 0.491
mgvsns  AACGAAMGACICGACAGAMGG ! Y
BrgMS343 C(;,(C:é?,?; é%%é&irf é%??gg I 3 300-500 0.592 1.131 1.099 0.055 0.079
BrgMS383 T:gffgéggg%ﬁii&iﬁf:g Af/ 8 300-400 0.850 1.970 1.831 0.441 0.624
mvsiy  ACTICGAACCCCIATCCATITT) wsw  oss uss v om0 o
BrgMS513 TCICAGCCTITAACTICTCCCA J/ 4 300-400 0.701 1.303 1.236 0.126 0.182

AACTTTGTTTCAGCTCCTGCTC




Table S3. Continued

SSR primers Forward//Reserve p’rlmer sequence (5'- Polymorphic Size range of amplified PIC NA NE u I
3) fragments fragments (bp)
GTGCTTTCTGCGTTATTTCTCA //
BrgMS629 TTACGACCACCAACTAGCAAAA 6 300-500 0.807 1.616 1.530 0.282 0.399
GTGTTTCTCTTCAACGCCTTTT //
BrgMS635 CACAAAGAATCCCCACAGATTT 5 300-500 0.748 1.869 1.600 0.310 0.499
ACAAACCTTCTTGTCCTGTCGT //
BrgMS801 ATATCTTAGCTCTCCCACGATGC 5 200-300 0.693 1.970 1.779 0.424 0.608
AAAGAAGCTGCTCTTGTTGAGG //
BrgMS4508 TACCCATGAATCTCCGTCTTCT 5 200-600 0.760 1.636 1.570 0.296 0.417
ATTGGGTTCTGACCTTTTCTC //
BRAS078 CTTTTCCTCATCGCTACCAC 7 100-500 0.835 1.859 1.688 0.375 0.538
Total 101
Average 5.61 0.747 1.673 1.626 0.333 0.496

PIC, Polymorphic information content; NA, Observed number of alleles; NE, Effective number of alleles; H, Nei’s gene diversity; I, Shannon’s information index.



