Supplementary Tables

Table 1 Sequences of molecular markers

Marker Chr  Positio o o Product
a Forward (5'-3") Reverse (5'-3") .
name n (M) size (bp)
01MO0.45 1 0.45 TGCATGCACATTCATTTTAT GCACAGAGCTAGGGTACAAT 200
M001 1 33 TCACCCGATATTCCCATCAT TAAGACGGATGGTCAAAACG 191
M004 1 7.4 GAGCTATGTTGTTATGTCGT TAGTCACTTAGTCGTGATCG 178
MO005 1 9.4 CCTCGCAAATGAAGTTCTTG CCGAAAGAAGTTACAGGAGT 131
RM1081
3 1 12.9 AACCCGCTAACAGATTCAAA TTGGAAATGTGCTCAACTGA 389
MO008 1 18.7 CGCACATCTGAAATATGC TGTCATCCATATCAGGAC 194
RM1125
8 1 22.9 GCTCCACCATTCATCCATACA CAATATCAGCCTAGCACAAA 167
RM488 1 24.8 CAGCTAGGGTTTTGAGGCTG TAGCAACAACCAGCGTATGC 110
M012 1 28 CCACGAGTAGAGCTACTATG AGCCCGTTTAATGATCATGC 164
MO013 1 321 CAATGACCACGTCAAGCATAA TCCATCCATTTCAGCCTTTC 146
RM226 1 34 GAAGCTAAGGTCTGGGAGAA AATGGCCTTAACCAAGTAGG 289
RM1186
5 1 36.3 CAACTCATTCGGCTTCTCTT GCAATTGCATGAGTTGGAAT 395
RM1202
1 1 39.1 TAATTTCTGGCACGTACGC GTAGCGATGCAACTACCAGT 464
MO015 2 1.8 GGGTGTTGGTTATATCACCT AATCTAGTTTGCTGGCGTGC 185
M01763 2 3.94 TGCACCCAAGAAAAATATAA GCCAAGCATATTTTGATCTC 171
RM1267
8 2 5.8 AGGAGAGCAGCCCACTACTC TCTGAGAGGCCTACCCGCAT 559
MO05076 2 7.68 CTATTCATCATATCGGCTGG AGCTTGTCTTCCGCTCGT 147
02M11.1
6 2 11.16 AAGCGTAACTTTTCGTTTTT ATACTGTCACGGTCCTTCAA 149
Mo18 2 15.2 GTATTGGTATGCCACTATGC CGAAAGCATATGCACGGCAG 157
GACACGGGTTATCAGTGATGTCAG GCCATCACGCATGTTAGTTAGAAAC
RM1211 2 18.55 154
C G
RM1342
9 2 21.2 ACTCACACCTATGTGTCCGTT AAGGAGTGCTCTAGAAATCG 296
MO020 2 28 ATGTCAAGTTGAGAACGTGA AGCATGAACATTTGCCAGAG 158
RM250 2 32.79 GGTTCAAACCAAGCTGATCA GATGAAGGCCTTCCACGCAG 219
RM1412
4 2 34.2 CTCAGTCAGCAACTCAGCATGG ATCCTCTTCCTGCTCAATTTG 191
M023 3 0.33 TTCAATCCCTTCCGAACC AGCTTGGCTGAAATGATC 113
RM1439
1 3 2.7 GGGAGCAAATTTGATAGGTA ATGTGACTGCTGCTGGAATTA 293
03M6.79 3 6.79 GGGAAGTGCAAGAAAAATAA ACAAAACTTAAAGTGGCAGC 142
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Note: * Physical position of the markers on the chromosomes referred to Nipponbare genomic DNA sequences.



