Table S8 PCR primers used for amplification of the candidate barcode regions

Primer number FORWARD PRIMER?2 (5'-3") REVERSE PRIMER?2 (5'-3") start (bp) end (bp) Length Gene or Intergenic loci SNP Indel
ZDJO01 GCGAACGACGGGAATTGAAC TCAGGAAGGCGTTATTGTTCC 2 399 397 trnH-GUG _psbA 131snp/209snp 2 0
ZDJ02 CCATAGGCTTTCGCTTTCGC AAACCAGTCTGGGCCGATTT 1484 2396 912 psbA-trnK-UUU/trnK-UUU 1573snp/2126snp/2197snp 3 0
ZDJ03 TGCTTGCGGAGAAAAACGAA ATCTCAGCAACACGACTTCG 2878 3516 638 matK 2970snp/3085snp/3311snp 3 0
ZDJ04 ACACATCCACCTCCATTCCA TTAGTGCCTGTTGCGGGAAA 3828 3930 102 trnK-UUU 3901snp 1 0
ZDJ05 CCGTTGAGTTAGCAACCCGA TGCTCCCATAGAGTCCCATG 4302 4984 682 trnK-UUU rpsl6 4413indel/4440snp/4798indel/4818indel 1 3
ZDJ06 TTTCTCCTCGTACGGCTCGA AACGTGCGACTTGAAGGACA 5366 6174 808 rpsl6_rpsl6 5514indel/5894snp 1 1
ZDJ14 GTCGGCTCGAATGGTTACCA AGGGCGGTTAATCAAGTCCG 12536 12768 232 atpA_atpF 12592indel 0 1
ZDJ15 TCGGACTTGATTAACCGCCC GGTTCGGGAAGGGATCATGG 12748 13082 334 atpF 12955snp 1 0
ZDJ25 ATTGCCGATTCTAGTCCGCT GTGAAAGGTGAGACAGGGGG 30954 31962 1008 psbM/psbM_trnD-GUC 31081snp/31750snp/31823snp 3 0
ZDJ39 CTCCCCGTGCTCTGATTCAT AGGTGCCAAACAGAACCCAT 53684 53972 288 trnV-UAC 53711snp 1 0
ZDJ40 TTTCGTGCTCTTGCTACGGT TGGGTTCGGTTGGATGGTAC 55219 56639 1420 atpB 55447snp/56183snp/56534snp 3 0
CCCTCTTGACAGTGGTATATG
ZDJ41 TCCAACCGAACCCAATTCCA 56626 56975 349 atpB_rbcL 56836snp-56889indel 1 1
TTGT
ZDJ42 TGTAGTTTCCGTGGATCGAGC TCTTGCCCCCTATTTGCATGA 58926 59251 325 rbeL_aceD 59107indel 0 1
59625snp/59681snp/59840snp/59989sn
ZDJ43 GGATAGTAATGGGGGCGGTT TAGGATCCCAAGTGCCTGGA 59510 60093 583 accD 4 0
p
GAGGCTTCCGGATTACTAATC
ZDJ44 AGGTTCACAAGCAGCCGAAT 60611 60939 328 accD_psal 60891indel 0 1
AGT
ZDJ45 TATGGAAATCCGAGGCCAGG CACCTCATTCGCCGACTCTA 62441 63446 1005 vef4_cemA 62688snp/62845snp/63272indel 2 1
AGGAATCACTCGATTTCCTGG
ZDJ46 TGTACCGCACACATTCCTGG A 65512 66129 617 petd_psbJ 65588indel/66012snp/66100indel 1 2
ZDJ47 TGGTCTGAGCAAGATACGACT  AGGTCCAACTGATCACCACG 68540 68859 319 petL_petG 68593snp 1 0
ZDJ48 ACCGAGCACCTGTGTGTTAC ATTGGATCGGGGGTAAACGC 70491 70753 262 rpsl8 70702indel 0 1
ZDJ49 GAGCCCCTCGAAAGCTTGAT TCATGGGCTGGGACAAAACA 71516 72363 847 rpl20 _rpsi2 71616snp/72331snp 2 0
ZDJ50 TGTGACGCTGAACTGGACTC ACGTCTAGCATTCCCTCACG 73243 73492 249 clpP 73443indel/73457indel 0 2
ZDJ51 TAATGGGTGTCGCAATGGCT CGCGGTCGAACTACCAAAAC 77313 77504 191 psbH_petB 77467snp/77478snp 2 0
ZDJ52 ATCGCCACAAAGGAAGAGCT TCGCCTGAATTTCGAGACGT 78120 78359 239 petB 78152indel 0 1
ZDJ53 GCAGATCCATTTGCAACCCC CGACTGGACGACGAAATGGA 80089 80278 189 petD 80211snp 1 0
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