TableS4 Details of all designed markers in the fine mapping region of A08

Primer Product Start
Forward Primer (5'—3') Reverse Primer (5'—3")
Name Length(bp) position(bp)
SSR1 ATCACCTTGATTGGCACACA TAAACAAGCCCATGCAAACA 209 7267
SSR2 GCATCAATTCCATGGTGTCTT TGAAATTTCCACTAACTAGGATGAA 235 7906
SSR3 AGGGAAAGAAGCTGAGAGGG TTAACTTGGGCCAGATACAAA 198 8899
SSR4 TTTGCTTAAGTCTATTTCGGTTGA GGCTTGAGCTTAACCCGTTT 286 35886
SSR5 AATGACACTCTCCCGACGAC TGAAGTGATGATATGGCACTTTG 169 36414
SSR6 TTCTCTGAGCTTGCTGGGAT GGGACGTCAAGTAAATTAATCCT 278 61694
SSR7 AAACAAAGGTTGATGGCAAA TTGGGTCGCTATCAATCTAAA 302 68265
SSR8 TTAAAGGTCCAACATCGCGT TGCATGTATAGGTGAATCTTGAGG 251 78387
SSR9 GACCATGTTAATGACAACGATGA TGCGCACTATCACATACCGT 182 79010
SSR10 ACCACATGACACATGGTAATTAGA CCAATCAATGCCAGTCAACA 133 81310
SSR11 GAATTCCCTCACAGCTCCAA GTCTCGCTGCGATTTCTAGG 329 82272
SSR12 GGGCCATTAAGCAATAGGGA GGGAACCAACGAACTCAGTC 350 88280
SSR13 AAGCATAATAGCCCGTATGACAA TTTAACGGCTTACTTCATGTTGA 181 88901
SSR14 CAATCAAGATCTGAACAAAGTCG GCTCAAGCTCGACCTGATCT 259 103185
SSR15 CTCTCCCATTGCCATCACTT TGGTTGGTATATGTAGTTGAGGGA 225 104037
SSR16 ATATGCATGGACGGATGGAT CCGAGTTCGAAGCTGAAAGT 190 112969
SSR17 GTGCCAAGAACAAGGAGGAG GTGCAATATTCATTGGACCG 296 114472
SSR18 CACGAGTGCTAATGGGACAA ATCCAGGCAAATTGCGTACT 190 114727
SSR19 GCTAACACGCTCAGCAAGTG TACTGGTGTCAACGATCCGA 293 115407
SSR20 TCGGATCGTTGACACCAGTA ATCCTCCTCCTCCTCCTCCT 195 115718
SSR21 ACGCATAAACGAACTCGACA AAATTCCAGGAAACTGCAAA 322 115733
SSR22 ATTCGGATATGCTCAGTGCC TTGATGGTTAGTGCAATCCG 312 130308
SSR23 CCAATTGGAGAACACAAATTAAA CCTTGGGATTTAGGCTTTCC 251 133736
SSR24 GTTTGGTGGCTTTGTTGGTT CGAAGTTCAAACCTATATTCTCCAA 224 135323
SSR25 TTTGCGAGTACAATTATGTGAAA CAAATCATGCTAGTAGTCCCTTTG 239 139953
SSR26 CTGTCGTATCCCTCCGTGTT GATTTCAATGCCTGATCGCT 313 141729
SSR27 TCGATGTTATATCAATTAGGTCATTC CGACTTTAGATCTCATATGGCGT 273 144282
SSR28 AAATGTCTCCGTTTCCATCG CCTTCACCTGATTTCCCAAA 267 178822
SSR29 TTTGGGAAATCAGGTGAAGG AGCTGAATGAGCAGCAAATG 264 179193
SSR30 TGCAAACCCACGTTATGTGT GGTTAAAGGAGATGGGAGGG 250 189112
SSR31 GCGAATTTCTCTACCTCTGCAA CACACATCAAACTTCTAATTGGAATAC 251 201766
SSR32 CTCATCCTCTCCATTGGCAT ATCAATTCCCACATCAAGCC 283 216626
SSR33 AAGACGATGAAGAGCACGGT GAAAGTCCACAAGCTGCTCC 205 217094
SSR34 AAATTGTTAAGTTTGCCCGC CACTCTTGCTCCACCATCAA 241 217621
SSR35 TGTCATTTCTATCACAGCAGCA TTGTTAGCAAGCATTCGTCG 282 219094
SSR36 TTGATAAATTCGATTGTTTGATTG CCCTAGATTTGCATTGCATGA 313 234864
SSR37 GGGAGGGACTATGAGCAGTTC AAGTTTAAGCCTCATCACATTCAA 126 235763
SSR38 ATGCTTGAACCCTGCCATTA TCCCTTCAGCAACAATTGAA 262 251584
SSR39 AAGATTCAAAGTTTAGGACGTATGG AAATCTTAAACTCTCGAAATGATTG 239 258303
SSR40 AGGGAAAGCGTTTCCAGTAA ATGAATTCGGCCTGTCACTC 325 266237
SSR41 CGAAGAGGCTGAAACCCATA ATGTTGCAGTTGGTGCTGAG 341 268367
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CGGGCCATGAACATCTCTAA

ATGCCAGTAGGTGTTGGTCC

ATGAGGAGGACGAGCAAGAA

ATGAGGAGGACGAGCAAGAA

TTTATGATCCCTTTCACCCAA

TGAAGGAAGAAGGGATTAATTTCA

TCGATGGTGTATTTGGCTCA
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TGTTGTTAAATTGCTTACTTGGGA

TTATTATCCGCCCAAACAGC

TCCTATTTGCTGGCGAGATT

TGAACGTATACGAAGATTTGGTT

AATGCCTTACCTTTGAAATGC

AACAGGAGCATTGATGCAAA

GTATCTGCAAGGGTGGAGGA

TTTGAGTTTAAATTGAACGGATTT

TGTGAACTCCACCACCAAGA

TGTGAACTCCACCACCAAGA

GGGCAAACTGCAATACGAGT

TTGTTTCGCAACGAATTAAATG

AATTGTGGGATCTGCTGCAT

GGCTGCCACCcccce

CCAAACATCCATGTGGACCAATTTG

CATCAACGTGGCAAGTAGCAACA

GCCCCTCCAGATTTGCCTC

CGAATCCTGAACCCCAAACCTAAAC

CGCGAGGACTAAAATTTGAAAGTTTGGA

CCATAATTAGAGTTTCACGTGTATAATTGTACC

GGCTTGTGCAGCCATTGTG

GATTTCCCTTTCATCAAATATTCTATGTTAGCG
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AACTTGGCAGGTGGATTGAT
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Note: markers in highlight are polymorphic between two mapping parents.



