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Supplementary Table 1 Detailed information for polymorphic primer
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Marker Position Forward primer (5'-3") Reverse primer (5'-3") Tm (°C)

No. (bp)
1 LS003 chr_1:22255132:22255145 TTGCAATGGTTGACCAAGAA GCAGCACGTAGATGCCAGTA 60 231
2 LS004 chr_1:24192366:24192450 ACAATTTTGGCAGTTGGGTC TGACTTTCCGACATCCAAGTT 60 211
3 LS006 chr_1:40006840:40006875 AAGCAACCGTTCACGAAACT CTTTTCTGATTAGCCGCCAG 60 198
4 LS008 chr_1:53099316:53099325 CAATGGCAAGGGTAAAGCAT CCAGGGACCACTTCTCTGAC 60 205
5 LS009 chr_1:61249342:61249351 AGTGACGACTTATCGTCGGG ACAATTTGCCGAAAGAATGG 60 287
6 LS016 chr_1:140760340:140760355 TATTGACGTGGCATGGGATA TCTTAGACCGCCTGATGTCC 60 285
7 LS022 chr_1:205413575:205413589 AGATCCGCTAACACCAAGGA TTGGAGAAGCGAGCAATATG 60 300
8 LS029 chr_2:108243085:108243099 ACCACACAAACAGGGACCAT GGCAGCATAGAGGATGGTGT 60 186
9 LS031 chr_2:124799707:124799721 ACGGATTTTGGCTTCACAAC AGCCGGTGGTTCAAGAAACT 60 211
10 LS034 chr_2:167185504:167185518 TTTGGGCTAGTAATCGACCG TAAACCGGCATGACTCTGTG 60 227
11 LS036 chr_2:202949611:202949628 GAGTGCCACCTCCATTTTGT GAAAACCTTCTTGAAATGCCC 60 219
12 LS038 chr_3:5453266:5453305 GAGTCATGGGCAAACCCTAA TGTCCAATGCTTCTCCTCAA 60 204
13 LS042 chr_3:52639540:52639549 CACGAGCATGTCCTTTTGAC CGTTAAACCAAGTGCAGCAT 59 226
14 LS045 chr_3:87955540:87955554 CAGGTCAGGTCCAAACCCTA TAGACCCTGGATCCACAAGC 60 244
15 LS051 chr_3:193076731:193076743 ZCAAACATCTGTCGAAGAGTC TTCAAGGACTGCAGCAGCTA 59 285
16 LS053 chr_4:17635561:17635600 GGGAGAAGTGTCAACAGGGA CACAGTGGTGGTAGTGTCCG 60 275
17 LS054 chr_4:28226664:28226678 CATGCATGTATGCCTTGGAG TOCTCTGATACCAATIGTTGG 60 243
18 LS059 chr_4:76544126:76544145 AACTGGGATTAGCGATGTGG AACTCGGTTTTGCCTTGTTG 60 187
19 LS064 chr 4:121851357:121851394 i?CATCACTTTTCTTGGGAGA TGAGATGCAAACAAAGTGGC 58 287
20 LS072 chr_4:264876867:264876878 TGACCAATTTGCCTGTGTGT TGGCAACCAAAATCAAAACA 60 234
21 LS073 chr 4:286570743:286570772 AACCGGCTCTTCGTTTTCTT GCATTTCGTCGAACAGGTTT 60 241
22 LS077 chr_4:313284518:313284531 TGAGTCTTGAGCGTTTGGTG CCATGGAGACTACCCGACAT 60 300
23 LS078 chr_4:314577239:314577252 ATGCTTTAGTGGCCCAGTTG CAGATCGCCAATCATAGCAA 60 265
24 LS079 chr_4:317134947:317134996 TGTCGTTGTTTACTGCCTCG AACCCCCGTACGTTTGTGTA 60 226
25 LS084 chr_4:329040927:329040956 TCCCCGTAGATACGAAAGGA CTCTGGTGACACTCAAGGCA 60 196
26 LS085 chr_4:331094617:331094649 TGCTACGCATAAGAAACGCT TGCATGCTTTAATCCGACAA 59 227
27 LS086 chr_4:339436216:339436227 :CACAGAGGAGAACACGAAC AAAGCTAACCTACGCGCAAA 59 264
28 LS091 chr_4:366642538:366642555 TCCTTACCATCTCCACCAGG AACCGAGTCAGCAAAGGCTA 60 234
29 LS101 chr_5:154938646:154938675 TGTTCCCATGTTCTCCCAAT TAGAGCACAACACTCACCGC 60 253
30 LS103 chr 5:164313812:164313886 TGCCAAAAATCCCTAAGTTCT GAAGCATGGGCAACCTTCTA 58 298
31 LS108 chr_5:182087214:182087229 TCGGCTTATTCGTGGCTACT TGCACCAACCGTAATTTCAA 60 257
32 LS110 chr 5:211101389:211101406 CAATTGATTTGACAAGCGGA AGACCAACTTGAATGTGTGGG 60 284
33 LS115 chr_5:225640253:225640264 TTTCGGTCTAGCATTGGCTT CATATCCAATTGATGGTGCG 60 281
34 LS121 chr_5:249841412:249841439 CCAATGGCTCTAGGAGCAGTA  GGCTTACAAGCCAAGCACTC 59 292
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GGTGGTGGTGGTTACGATTC
GGCACTCATGGTGAAAGTGA
TTACCTTCAATCGCCCATTC
TTGAAATTTTAAGCACAAGGA
CTG
GAGCTTGTTTGCATTCCGAT
TCCTGAGTCTCCCACCATTC
CACAAACGGGGATCGTACTT
CAGAAGATGATCGGACAGCA

CAAGTCCCAAACAATTGCTAA

CGACAAACCAAACACCATCA
AAATCCATATGGGGTGGGTT
TGTCTCCAGGGAAATTGGAA
CATGGTGGTGTTGGATCAAG
CGAAGGATGGATCTTCTTGC
CCAGGAAAGCCTGAAAACTG
GGAATGGAATGGGTGAGAGA
ACCTCTCGATCATTGTTGCC
AAGGAGGAGGAGGTGATCGT
AGAGCGTTTTCAGCTTCGAG
GGAGCCAACATTGGATGAAT
TAAATTAGCCACCACGAGCC
TCACGCTTAGATCATTCGGA
TGATTGATGCTCCCTTCTCC
TCCCTTGAAATGTGTGTTGG

GTGATTAAACATTGCGCCCT

AACAGCTTGGTGTTTACGGC
CCGCATAGATACGAGAGGGA
ATAGCCCAATCAAGTTTGACA
TTGCAACCATAACCATTCCA
CCACACAAACAGAACAAACA
AAA
CCTGAAGGACCATTTTATGAT
GA
TCAATTCACAAATAAGGTCGT
TTC
TGTGTGCATTTAAACACGGG
GACGGCAGTATCGGGTAGAA
TGTCAAACATCAAATTAAGGC
G

TGGATGCAAAGTTCTTCACG

ATGTCAGCCACCTATCGGAC
TTGTAGCTTGTATATAGTTGTG
CTTCA
GAAACCCAGGAAAGTTGGAA
TAGGGAGCTTGAAGATGGGA
TTTCCCAAAACTCATCAATGC
CAACAAATCCCTTCCATGCT
TCGAGTCACGACAACACTGA
TGTGGTTTCAAATTTGGGGT
CAAGATGAAGATCTCGCACG
TCGAATGTCCAAAATCACCA
CCAGTGGCAAACACAAAATG
TTTTCCTTTGATTTTCGCCA

CACCACCGTGAGGTGATAGA
ACTTCGTGAGGATTCGGTTG
AGCTAGGGTTTGGTCCACCT
TCAGTTCACGCAATAAAGGTT
TT
CGAAATTGTCTCATGCAACG
CTCAAGAGGCCGATGGTCTA
GTGCATGGGGAAGAAAGAAA
GAATCCGGGCTGTTACACAC
AGGCTGCAATACTTACTCTAT
TGAC
GCCGAACGAAGTAGAGGAAA
CAGCGCAAAGGTTTTTGAGT
GCCCGTGTTCCAGTTCTTTA
GCCTTCTCCTACCGGACTTC
GCACCTCAAATCAAGTTGGC
TTTCCTGGGTTTCCATGTTC
CCCATCCTACAAAACCAACAA
CTAATGAGGGAAACGTCGGA
TTTGGCAGTAGGGGATGTTC
CAACTTCATCATCAAGGCCC
TCAGTCTCAGTCCCAGTCCA
GTGGTCGTGTTGATTTGTGG
ATAATTGAACCGGTCACCCA
TCGTAACCCTAAATCCCCCT
TTTCATATCCAAACACCCCC
CAAAAACAATTTGGTGGTTGT
T
TCCCAATCAAGCTGATGATG
AGGCATGCTTTCGTATTCGT
GGTTTATCGCTTGAGGTTGC
TAAAGTGGCCGAAATTTGAA

TCGGTCTATTTTGCTTCACTCA

GCCTCCTTTGCCTCTTGAGT

CAGTTTGTGTTTCATTTTCCGA

AAACCAAAAATTCAATGGCCT
GGCCGTAAACTCCTCTTCCT
TCCAATGTAGGATATATGCAA
AAAG
TCAATCATGGTGATGAGTTAC
AAA
TCGTTCATGCAAAATCCGTA
CGACATTTTAGAACAACTTGC
C
TCCCCCAAAGTCAGGATAGA
TTTCGTCTTCCTTCCCCAC
CAACACAATGGTCCAAATGA
ATTGCCCTCATTCTGAAAAA
ATAATGCAAACCAGTTGCGG
TGTTGGCAGGGAACTTCTTC
AATTCTCCCCTACCACCACC
TGCCATCATCTTAGGTTGTCA
TAGCTTGTCCCCCTCATTCA
GCTTGCAATGGATGAAGGAT
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