
Supplemental Table S1. SNP marker name, GenBank dbSNP accession ID, polymorphism type, 

KASPar primer sequences (A1, A2 and Common Reverse) for all 96 SNP assays tested.   

SNP 
Nam

e 

GenB
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SS#1 
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P 
Ty
p
e 

A1 primer (5’3’)2 A2 primer (5’3’)2 
Common Reverse 

(5’3’)2 

L
G
3 

AM1
819

2 

ss161
14218

4 

G
/T 

GAAGGTGACCAAGTTCATGCTTTAGA
ACGTGAAACCAATCTGTGTTG 

GAAGGTCGGAGTCAACGGATTATTTA
GAACGTGAAACCAATCTGTGTTT 

GTTGATCGACAGATG
ATAAGGTCAGAAAT 

1 

AM1
859

8 

ss161
14259

0 

C/
T 

GAAGGTGACCAAGTTCATGCTAGTATT
TAAAGGAACAAATATACTCTATTACG 

GAAGGTCGGAGTCAACGGATTAGTAT
TTAAAGGAACAAATATACTCTATTACA 

GGTGGAATATTTAGC
TTCGGTTGGGAA 

1 

AM1
874

0 

ss161
14273

2 

A/
T 

GAAGGTGACCAAGTTCATGCTATTCGA
TTAATTTCAACTGCAAACAAAGTAAAA 

GAAGGTCGGAGTCAACGGATTCGATT
AATTTCAACTGCAAACAAAGTAAAT 

GATTGTGTTTAGTTTC
TGATTTCGTTTATT 

1 

AM1
874

1 

ss161
14273

3 

C/
T 

GAAGGTGACCAAGTTCATGCTAAGGC
GGCGAAAGAGGAAAGC 

GAAGGTCGGAGTCAACGGATTGAAGG
CGGCGAAAGAGGAAAGT 

CGTCCAATATTAAATT
TTCTCTCTCCTCTA 

1 

AM1
891

8 

ss161
14291

0 

C/
T 

GAAGGTGACCAAGTTCATGCTATAGA
AGTAAATTTGATATGACAAATTAAAAA
G 

GAAGGTCGGAGTCAACGGATTATAGA
AGTAAATTTGATATGACAAATTAAAAA
A 

TCTCAATAACTCTTCT
GCCCTACGAAATT 

1 

AM1
891

9 

ss161
14291

1 

A/
G 

GAAGGTGACCAAGTTCATGCTAAATTT
GTTCTATTTATCTTTTTTAATTTGTCA 

GAAGGTCGGAGTCAACGGATTAAATT
TGTTCTATTTATCTTTTTTAATTTGTCG 

TTATGGTGTGTGGTA
AAGTGAAAGA 

1 

AM1
900

8 

ss161
14300

0 

A/
T 

GAAGGTGACCAAGTTCATGCTGAGAA
GTATAGGGCTGTCATCGTTA 

GAAGGTCGGAGTCAACGGATTGAGAA
GTATAGGGCTGTCATCGTTT 

GTACTCCCTGCCTATG
TCTAAGACAA 

1 

AM1
900

9 

ss161
14300

1 

C/
T 

GAAGGTGACCAAGTTCATGCTAATAAT
GGGTAATTAATGAGTTAAGGGAC 

GAAGGTCGGAGTCAACGGATTCTTAAT
AATGGGTAATTAATGAGTTAAGGGAT 

CATCAGCAATTCTTCA
AGCGAACCGAT 

1 

AM1
901

0 

ss161
14300

2 

C/
T 

GAAGGTGACCAAGTTCATGCTGCGAA
CCGATTCTTGAGGGAAG 

GAAGGTCGGAGTCAACGGATTAAGCG
AACCGATTCTTGAGGGAAA 

GGAGTACTCAACCTA
TAAGTCATGACTTT 

1 

AM1
901

1 

ss161
14300

3 

C/
T 

GAAGGTGACCAAGTTCATGCTTTCTCG
GAAGCTAACATGTCTCG 

GAAGGTCGGAGTCAACGGATTCTTTCT
CGGAAGCTAACATGTCTCA 

GATTTGAACACTTAG
TGCGCAAGATTGAA 

1 

AM1
901

2 

ss161
14300

4 

C/
G 

GAAGGTGACCAAGTTCATGCTCCAGT
GGTATAAAAACCCGATCAAAG 

GAAGGTCGGAGTCAACGGATTCCAGT
GGTATAAAAACCCGATCAAAC 

GAGACATGTTAGCTT
CCGAGAAAGAAATA 

1 

AM1
937

6 

ss161
14336

8 

C/
G 

GAAGGTGACCAAGTTCATGCTCGTCAC
ATTCCCTCACTCAC 

GAAGGTCGGAGTCAACGGATTCTCGT
CACATTCCCTCACTCAG 

CAATCCAATATCCACC
TCAAAAACAAGGT 

1 

AM1
937

8 

ss161
14337

0 

G
/T 

GAAGGTGACCAAGTTCATGCTCATCAT
CATCATCAATCCAATATCCC 

GAAGGTCGGAGTCAACGGATTATATC
ATCATCATCATCAATCCAATATCCA 

GTACAGGTATGGATT
GCTCGTCACAT 

1 

AM1
937

9 

ss161
14337

1 

C/
G 

GAAGGTGACCAAGTTCATGCTAGATA
ACGGTCAAATTGGATCACTTC 

GAAGGTCGGAGTCAACGGATTAGATA
ACGGTCAAATTGGATCACTTG 

ATGAATATTCTTCTTC
ACAATTGAGCTCAA 

1 

AM1
939

5 

ss161
14338

7 

G
/T 

GAAGGTGACCAAGTTCATGCTAGTGC
TAAGTATGTGTTCACAGAGG 

GAAGGTCGGAGTCAACGGATTAAGTG
CTAAGTATGTGTTCACAGAGT 

CAACATGTTCTTTCTG
GGGACATATGTTT 

1 

AM1
943

1 

ss161
14342

3 

C/
T 

GAAGGTGACCAAGTTCATGCTGGCTA
ATAAGTTAATATCATGTTATGGGG 

GAAGGTCGGAGTCAACGGATTGGCTA
ATAAGTTAATATCATGTTATGGGA 

TAAGCTTTGAACTCC
AACAAGATTGCGTA 

1 

AM1
945

2 

ss161
14344

4 

G
/T 

GAAGGTGACCAAGTTCATGCTCGCATT
TTACGTGCCGATTAACAC 

GAAGGTCGGAGTCAACGGATTCCGCA
TTTTACGTGCCGATTAACAA 

ATGATAGTAAGGTAA
CGTCGAACCATGAA 

1 

AM1
946

4 

ss161
14345

6 

A/
G 

GAAGGTGACCAAGTTCATGCTGAAAT
ATAAAACAATATCTCACTTGATTTGAAT 

GAAGGTCGGAGTCAACGGATTGAAAT
ATAAAACAATATCTCACTTGATTTGAAC 

CTGAAATTCACCCAA
AGACCTGAATGAA 

1 

AM1
966

ss161
14365

C/
T 

GAAGGTGACCAAGTTCATGCTCCGTTG
ACATTAGGGATGCTTGG 

GAAGGTCGGAGTCAACGGATTACCGT
TGACATTAGGGATGCTTGA 

GGATAATAACTAACA
AGAAAAGAAAGGAA

1 



2 4 A 

AM1
966

3 

ss161
14365

5 

C/
G 

GAAGGTGACCAAGTTCATGCTGACTTT
GATATAGCAAGTTACGATGAG 

GAAGGTCGGAGTCAACGGATTGACTT
TGATATAGCAAGTTACGATGAC 

GGATAATAACTAACA
AGAAAAGAAAGGAA
A 

1 

AM1
966

4 

ss161
14365

6 

A/
G 

GAAGGTGACCAAGTTCATGCTAATAA
GAATACCAGTGTTCCAGCTCT 

GAAGGTCGGAGTCAACGGATTATAAG
AATACCAGTGTTCCAGCTCC 

ACGGTGTCATCGTAA
CTTGCTATATCAAA 

1 

AM1
966

5 

ss161
14365

7 

G
/T 

GAAGGTGACCAAGTTCATGCTCAGAG
TCAGAGCTGGAACACG 

GAAGGTCGGAGTCAACGGATTCCAGA
GTCAGAGCTGGAACACT 

CACCCAATGGATAGC
GACAGTGAAT 

1 

AM2
143

2 

ss161
14542

4 

A/
C 

GAAGGTGACCAAGTTCATGCTGCATAT
ACTCATTAAGCCATTTATTGTAATGT 

GAAGGTCGGAGTCAACGGATTCATAT
ACTCATTAAGCCATTTATTGTAATGG 

GTTAAAAGTCGAAGA
ATCAAGGAGGGAT 

1 

AM2
154

6 

ss161
14553

8 

C/
T 

GAAGGTGACCAAGTTCATGCTTTCAAG
GATATTCATGCTTTCAGTCG 

GAAGGTCGGAGTCAACGGATTCATTTC
AAGGATATTCATGCTTTCAGTCA 

ACAGTAACGGGAGT
GATGTGGTTATTATA 

1 

AM2
190

1 

ss161
14589

3 

A/
G 

GAAGGTGACCAAGTTCATGCTGAGTA
TGTCCGGCCAGAATTGGA 

GAAGGTCGGAGTCAACGGATTAGTAT
GTCCGGCCAGAATTGGG 

GGGATGAGGTATACC
GCTGGAAAAT 

1 

AM2
190

5 

ss161
14589

7 

C/
T 

GAAGGTGACCAAGTTCATGCTGATTAC
TGAACTTGAAATCTTATTGAACATC 

GAAGGTCGGAGTCAACGGATTATGAT
TACTGAACTTGAAATCTTATTGAACATT 

GCTTATTCATAAGGC
AACAACAAACATCAT 

1 

AM2
200

4 

ss161
14599

6 

A/
G 

GAAGGTGACCAAGTTCATGCTAGCTTA
GAGCCAAGGCACAACAA 

GAAGGTCGGAGTCAACGGATTGCTTA
GAGCCAAGGCACAACAG 

TCTTCTTCAGTCCAGA
GCCTCCAAA 

1 

AM2
247

1 

ss161
14646

3 

A/
C 

GAAGGTGACCAAGTTCATGCTCGGTG
GTTTGAGTGTTAGAGAAAGA 

GAAGGTCGGAGTCAACGGATTGGTGG
TTTGAGTGTTAGAGAAAGC 

CCACTTGATCCAGCCT
ACATTCCAT 

1 

AM2
248

7 

ss161
14647

9 

C/
G 

GAAGGTGACCAAGTTCATGCTATTAGC
TTGAATGCTAAGGATATGGC 

GAAGGTCGGAGTCAACGGATTATTAG
CTTGAATGCTAAGGATATGGG 

GCTTTAGACACAAGA
GAAATAAACTCCAAA 

1 

AM2
311

2 

ss161
14710

4 

C/
G 

GAAGGTGACCAAGTTCATGCTATCAA
GGAAAAATTTACTTTAAAGCTATGTTA
C 

GAAGGTCGGAGTCAACGGATTATCAA
GGAAAAATTTACTTTAAAGCTATGTTA
G 

ACTCGAAGTGGAATA
CTTGGTTACGTATT 

1 

AM2
315

8 

ss161
14715

0 

A/
G 

GAAGGTGACCAAGTTCATGCTCTCCCA
CGGATCATGTGCATAT 

GAAGGTCGGAGTCAACGGATTCTCCC
ACGGATCATGTGCATAC 

CCTGAAAAGTGTCCT
AATCGTCAATGATA 

1 

AM2
319

6 

ss161
14718

8 

C/
T 

GAAGGTGACCAAGTTCATGCTATATTC
AGCAAATGATTCCTTCAATGATC 

GAAGGTCGGAGTCAACGGATTCATATT
CAGCAAATGATTCCTTCAATGATT 

CACAACAGTGGCTTA
CTTTTTAATCAAGAT 

1 

AM2
385

7 

ss161
14784

9 

G
/T 

GAAGGTGACCAAGTTCATGCTAATTTT
ATTATCAGTGATAATTTGTCTTTGCTG 

GAAGGTCGGAGTCAACGGATTAATTTT
ATTATCAGTGATAATTTGTCTTTGCTT 

GTTGCTTTTGCAGAA
TCGAGCATAATGAT 

1 

AM2
389

1 

ss161
14788

3 

A/
T 

GAAGGTGACCAAGTTCATGCTGACGC
CTGCTGACCTGCATAAA 

GAAGGTCGGAGTCAACGGATTGACGC
CTGCTGACCTGCATAAT 

TAGAGTCTCATTTTAG
GCGAGTTACCAT 

1 

AM2
417

7 

ss161
14816

9 

A/
G 

GAAGGTGACCAAGTTCATGCTTATGGT
CGTTAAAAAATATACGAACCGAT 

GAAGGTCGGAGTCAACGGATTGGTCG
TTAAAAAATATACGAACCGAC 

AAAGTTTAGCACCTC
TTTGGTTGCTTCTT 

1 

AM2
417

9 

ss161
14817

1 

C/
T 

GAAGGTGACCAAGTTCATGCTTTTATG
GTCGTTAAAAAATATACGAACCG 

GAAGGTCGGAGTCAACGGATTTTTTAT
GGTCGTTAAAAAATATACGAACCA 

AAAGTTTAGCACCTC
TTTGGTTGCTTCTT 

1 

AM2
445

7 

ss161
14844

9 

A/
G 

GAAGGTGACCAAGTTCATGCTTATACA
GTGTGGCTTTGGAGGCA 

GAAGGTCGGAGTCAACGGATTATACA
GTGTGGCTTTGGAGGCG 

TAAATTGAGAGCACA
ACGCAGTGTCAA 

1 

AM2
466

1 

ss161
14865

3 

C/
T 

GAAGGTGACCAAGTTCATGCTTGCACT
TTGTGATTGTTTAACGATAAATC 

GAAGGTCGGAGTCAACGGATTCTTGC
ACTTTGTGATTGTTTAACGATAAATT 

GCCAAACATATGTTA
GAGGCAACTTCAAT 

1 

AM2
498

3 

ss161
14897

5 

C/
T 

GAAGGTGACCAAGTTCATGCTGTTGG
AGTAGTTCATTACGATAAGAG 

GAAGGTCGGAGTCAACGGATTCGTTG
GAGTAGTTCATTACGATAAGAA 

GTTCAAATCTGGTTG
GTGGATATGTTGAA 

1 

AM2
524

1 

ss161
14923

3 

C/
G 

GAAGGTGACCAAGTTCATGCTCATTTT
GAATATCAAATGTGATCATATGGC 

GAAGGTCGGAGTCAACGGATTCATTTT
GAATATCAAATGTGATCATATGGG 

CCTTTCTCTGACACAC
CAAAAATAAATCAA 

1 

AM2 ss161 A/ GAAGGTGACCAAGTTCATGCTGTTGA GAAGGTCGGAGTCAACGGATTGAAGC TCCTTCCTGACTGGC 1 



526
1 

14925
3 

G AGCCAAAGATTCAGGTCGT CAAAGATTCAGGTCGC GTGCTCA 

AM2
530

9 

ss161
14930

1 

A/
G 

GAAGGTGACCAAGTTCATGCTAAAAC
TATACTGAAAACTTACGCTATATAATTA 

GAAGGTCGGAGTCAACGGATTAAAAC
TATACTGAAAACTTACGCTATATAATTG 

CATGACTCTAAAAGG
TTGTCATTGTAACAA 

1 

AM2
613

3 

ss161
15012

5 

A/
C 

GAAGGTGACCAAGTTCATGCTCAGGC
AATGTGGCTGGTGATGAT 

GAAGGTCGGAGTCAACGGATTAGGCA
ATGTGGCTGGTGATGAG 

CTGCCTAAGTTTGCCT
ATCACACAGAT 

1 

AM2
643

8 

ss161
15043

0 

C/
T 

GAAGGTGACCAAGTTCATGCTGAATA
AATATTGAAGGTTGAACGTTGAAC 

GAAGGTCGGAGTCAACGGATTGTTGA
ATAAATATTGAAGGTTGAACGTTGAAT 

AACCTTCAATCTTCAA
CCATCTGCCAT 

1 

AM1
719

0 

ss161
14118

2 

C/
T 

GAAGGTGACCAAGTTCATGCTGAGCC
AACCTGACGAATATTCCC 

GAAGGTCGGAGTCAACGGATTAGAGC
CAACCTGACGAATATTCCT 

GTGTAGATGCAACAC
AGCTTCTCCTA 

2 

AM1
719

1 

ss161
14118

3 

A/
G 

GAAGGTGACCAAGTTCATGCTGGATA
GAAGTGTAGATGCAACACAGT 

GAAGGTCGGAGTCAACGGATTGATAG
AAGTGTAGATGCAACACAGC 

AAGTAAAATAATTAG
CGTCAGATAGGAGAA 

2 

AM1
808

1 

ss161
14207

3 

G
/T 

GAAGGTGACCAAGTTCATGCTAATCG
ACGGCGTTATTAAACTCAC 

GAAGGTCGGAGTCAACGGATTCTAAT
CGACGGCGTTATTAAACTCAA 

CTTAATGCATTTTAGA
TATTTTATACATTA 

2 

AM1
808

2 

ss161
14207

4 

C/
G 

GAAGGTGACCAAGTTCATGCTCATAA
AAATAACTTTTTGGGCATGATGCG 

GAAGGTCGGAGTCAACGGATTCATAA
AAATAACTTTTTGGGCATGATGCC 

CGTCGATTAGCATGT
GCACAACGAT 

2 

AM1
809

2 

ss161
14208

4 

A/
G 

GAAGGTGACCAAGTTCATGCTATAAA
CAGTACAATAATATTGTCTACAAAGCA
T 

GAAGGTCGGAGTCAACGGATTAACAG
TACAATAATATTGTCTACAAAGCAC 

CAAGTTGGATTCAGC
CCAGACTTCTA 

2 

AM1
896

0 

ss161
14295

2 

A/
T 

GAAGGTGACCAAGTTCATGCTAATTAT
GATTGGACACCATCAAGAAATAATATA 

GAAGGTCGGAGTCAACGGATTAATTA
TGATTGGACACCATCAAGAAATAATAT
T 

CCAATGGGTAATGGG
TGATAGAGTATATT 

2 

AM1
896

1 

ss161
14295

3 

A/
C 

GAAGGTGACCAAGTTCATGCTGATGTT
GGGTTTTATAGAGGAAATTTTGTTAT 

GAAGGTCGGAGTCAACGGATTGTTGG
GTTTTATAGAGGAAATTTTGTTAG 

ACCCATTGGCTATTAT
TTTCATATTGAAAT 

2 

AM1
913

3 

ss161
14312

5 

A/
G 

GAAGGTGACCAAGTTCATGCTATACTA
TAATTCGCAAATAATTCTTTATCAACT 

GAAGGTCGGAGTCAACGGATTATACT
ATAATTCGCAAATAATTCTTTATCAACC 

GGTGTGGGAAATAAC
ACTATTCTCACTAA 

2 

AM1
952

7 

ss161
14351

9 

C/
G 

GAAGGTGACCAAGTTCATGCTGATGA
GAAGTATAAGTAGGAGACATC 

GAAGGTCGGAGTCAACGGATTGATGA
GAAGTATAAGTAGGAGACATG 

CTTTAGGTTTCTCTTC
ATGTCCTTCACTT 

2 

AM1
993

0 

ss161
14392

2 

A/
C 

GAAGGTGACCAAGTTCATGCTATAGG
AGTATAATAGTTGAAATGATTATGATT
A 

GAAGGTCGGAGTCAACGGATTATAGG
AGTATAATAGTTGAAATGATTATGATTC 

GAGGGAAATTGCATG
TCACTCGGTT 

2 

AM1
993

1 

ss161
14392

3 

A/
G 

GAAGGTGACCAAGTTCATGCTGATTCA
GAATTAGTGTCAACCGAGTA 

GAAGGTCGGAGTCAACGGATTCAGAA
TTAGTGTCAACCGAGTG 

TTCTGCTTTTCTGACT
GCTGAGTATTGTT 

2 

AM1
993

2 

ss161
14392

4 

C/
G 

GAAGGTGACCAAGTTCATGCTACTAA
AATAAAAGTAATGTAGAATACTGTATA
C 

GAAGGTCGGAGTCAACGGATTACTAA
AATAAAAGTAATGTAGAATACTGTATA
G 

GCTGCTTTAGTTTGCA
AGCATATAAGCTT 

2 

AM2
051

2 

ss161
14450

4 

C/
T 

GAAGGTGACCAAGTTCATGCTTGTTAA
AGCTCTACAGTTCTTTGAGC 

GAAGGTCGGAGTCAACGGATTGTTGT
TAAAGCTCTACAGTTCTTTGAGT 

GCAACTTCACATAAA
TAAGTGCACATGATT 

2 

AM2
053

6 

ss161
14452

8 

A/
G 

GAAGGTGACCAAGTTCATGCTTAAAG
TCTATAATTGTTTAAATTAGATCGTAT 

GAAGGTCGGAGTCAACGGATTAAAGT
CTATAATTGTTTAAATTAGATCGTAC 

TGGCTTAATACTAAA
TAGCACTATCAATAT 

2 

AM2
053

8 

ss161
14453

0 

C/
T 

GAAGGTGACCAAGTTCATGCTGATAC
ATCTTGGCAATTTAATACAAGTTC 

GAAGGTCGGAGTCAACGGATTAATTG
ATACATCTTGGCAATTTAATACAAGTTT 

CGAATTATGAATTGT
ATCAATCTTATGAAA 

2 

AM2
088

6 

ss161
14487

8 

C/
T 

GAAGGTGACCAAGTTCATGCTCCATCT
AAAAATCAGGTTTGCTCTTTC 

GAAGGTCGGAGTCAACGGATTCTCCAT
CTAAAAATCAGGTTTGCTCTTTT 

CAAAAGTTGGGCACA
ACACAACAAACAA 

2 

AM2
112

0 

ss161
14511

2 

C/
T 

GAAGGTGACCAAGTTCATGCTCCTCAA
AATGATTTTATGAAAATCTACGATC 

GAAGGTCGGAGTCAACGGATTACCTC
AAAATGATTTTATGAAAATCTACGATT 

GGGAGATGTTTTGTA
CTTGATTTAGGCTT 

2 

AM2
112

1 

ss161
14511

3 

C/
T 

GAAGGTGACCAAGTTCATGCTAATAG
ACCTTTGGGCCTATCATCG 

GAAGGTCGGAGTCAACGGATTGAATA
GACCTTTGGGCCTATCATCA 

AAACATCTCCCGACT
ACACTTATTGAGAT 

2 



AM2
112

2 

ss161
14511

4 

A/
G 

GAAGGTGACCAAGTTCATGCTGATAG
GCCCAAAGGTCTATTCACA 

GAAGGTCGGAGTCAACGGATTATAGG
CCCAAAGGTCTATTCACG 

GCAAGTTGATCAGTA
TAATTACCAACCCAT 

2 

AM2
174

3 

ss161
14573

5 

A/
G 

GAAGGTGACCAAGTTCATGCTCCTTGT
TTATGTCACTTATGATCAAGTCA 

GAAGGTCGGAGTCAACGGATTCTTGTT
TATGTCACTTATGATCAAGTCG 

AAGAGAATTTGTACC
AAAGCCGTGGAAA 

2 

AM2
177

3 

ss161
14576

5 

A/
G 

GAAGGTGACCAAGTTCATGCTCAAATT
TGGTTTCTAATATATTTTAAAGTGTT 

GAAGGTCGGAGTCAACGGATTCAAAT
TTGGTTTCTAATATATTTTAAAGTGTC 

GGCACGCACACTTCA
CGCGAAT 

2 

AM2
184

2 

ss161
14583

4 

A/
G 

GAAGGTGACCAAGTTCATGCTGGCGC
CTCGATGCGCTTCAT 

GAAGGTCGGAGTCAACGGATTGCGCC
TCGATGCGCTTCAC 

CAAGGATAAGTTAAT
AACCAAACCCAACAA 

2 

AM2
209

9 

ss161
14609

1 

A/
G 

GAAGGTGACCAAGTTCATGCTACAAA
CTACTCCTGGATACTTTGAGAA 

GAAGGTCGGAGTCAACGGATTCAAAC
TACTCCTGGATACTTTGAGAG 

ATGACCCCGACACGC
ATCAATGATA 

2 

AM2
219

3 

ss161
14618

5 

A/
G 

GAAGGTGACCAAGTTCATGCTCAAAG
GGCATAACAGATTAGCTGAGA 

GAAGGTCGGAGTCAACGGATTAAAGG
GCATAACAGATTAGCTGAGG 

GTCCAGCCAGCTGGC
ATAACAAATT 

2 

AM2
239

3 

ss161
14638

5 

C/
T 

GAAGGTGACCAAGTTCATGCTGTTTGA
CTAACCAACAAGACAAAAACC 

GAAGGTCGGAGTCAACGGATTGTTTG
ACTAACCAACAAGACAAAAACT 

CCACTCAACAAATAC
AAATAAAAGACTCTT 

2 

AM2
242

6 

ss161
14641

8 

C/
T 

GAAGGTGACCAAGTTCATGCTATATTT
AATTCAAGTGAAAATGTTGATTGCAC 

GAAGGTCGGAGTCAACGGATTCATATT
TAATTCAAGTGAAAATGTTGATTGCAT 

TGCTCCCGACAAGAA
AGATCTTAATCTTA 

2 

AM2
255

8 

ss161
14655

0 

A/
G 

GAAGGTGACCAAGTTCATGCTATTTGT
AAAGGGTAAAATTTGAAATAGTGCATA 

GAAGGTCGGAGTCAACGGATTGTAAA
GGGTAAAATTTGAAATAGTGCATG 

GCACAAGGCCCCAAA
ATCAACAAAATTTT 

2 

AM2
278

1 

ss161
14677

3 

A/
G 

GAAGGTGACCAAGTTCATGCTGGTAC
TAACTACAATTCAAAACATCTTAATAA 

GAAGGTCGGAGTCAACGGATTGGTAC
TAACTACAATTCAAAACATCTTAATAG 

CAGTACGACTATTCA
TAGGCCTTAACATA 

2 

AM2
291

1 

ss161
14690

3 

A/
T 

GAAGGTGACCAAGTTCATGCTAATCA
AGTAGATTAAAAAGGGTTTTACTCTAA 

GAAGGTCGGAGTCAACGGATTAATCA
AGTAGATTAAAAAGGGTTTTACTCTAT 

AGTAACATGTTGTTC
CTTTTGCAGGTCTA 

2 

AM2
300

6 

ss161
14699

8 

A/
C 

GAAGGTGACCAAGTTCATGCTACTAAT
AAGGTGACCCATATAGCTCT 

GAAGGTCGGAGTCAACGGATTCTAAT
AAGGTGACCCATATAGCTCG 

CGCTAATATTTGATAT
CAATGGGTCACTAA 

2 

AM2
335

4 

ss161
14734

6 

A/
G 

GAAGGTGACCAAGTTCATGCTGTCCCC
GGTGGGGAGAGAT 

GAAGGTCGGAGTCAACGGATTCCCCG
GTGGGGAGAGAC 

CGATTAATTTGCTGC
AGAAAACTACTTCTT 

2 

AM2
380

8 

ss161
14780

0 

C/
T 

GAAGGTGACCAAGTTCATGCTCATTGA
GTTTACCACGCTGATAAGC 

GAAGGTCGGAGTCAACGGATTATCATT
GAGTTTACCACGCTGATAAGT 

GCAAAGCGGCTTTTG
CAGGTGTCT 

2 

AM2
389

5 

ss161
14788

7 

A/
G 

GAAGGTGACCAAGTTCATGCTGTCCTT
ACACGACTAAAAAACACCTTAT 

GAAGGTCGGAGTCAACGGATTCCTTAC
ACGACTAAAAAACACCTTAC 

AATGGAGTATAGCAT
GTCAAGATCCAATAT 

2 

AM2
402

9 

ss161
14802

1 

A/
G 

GAAGGTGACCAAGTTCATGCTATAATT
TTTTCAAACTGTAAGTACTGATTGCTA 

GAAGGTCGGAGTCAACGGATTTTTTCA
AACTGTAAGTACTGATTGCTG 

GGTCGAACATGTTGA
ACATGCTCAGAA 

2 

AM2
451

5 

ss161
14850

7 

A/
T 

GAAGGTGACCAAGTTCATGCTAAGCC
TAATTTGCTGCAGGAATAGATA 

GAAGGTCGGAGTCAACGGATTAAGCC
TAATTTGCTGCAGGAATAGATT 

TCAAAGAATGTTCTTC
TGGGGTGTTTCTT 

2 

AM2
532

6 

ss161
14931

8 

C/
T 

GAAGGTGACCAAGTTCATGCTGTAAA
TAGTCCCCATATGATATCTCG 

GAAGGTCGGAGTCAACGGATTCTGTA
AATAGTCCCCATATGATATCTCA 

CACCTCAAGTACTCAT
GACAAATGTTCAA 

2 

AM2
549

7 

ss161
14948

9 

A/
G 

GAAGGTGACCAAGTTCATGCTGTTAGT
TTTGTAGAATCAAATGACAATGTCTT 

GAAGGTCGGAGTCAACGGATTAGTTT
TGTAGAATCAAATGACAATGTCTC 

TCGACACTGATCTCCT
CGGTAACAT 

2 

AM2
591

9 

ss161
14991

1 

A/
G 

GAAGGTGACCAAGTTCATGCTGTTATT
GTTATGTATTCGAGGTGTAATTGT 

GAAGGTCGGAGTCAACGGATTATTGT
TATGTATTCGAGGTGTAATTGC 

CACAATATCTCTTTCA
GCCATACCATCAA 

2 

AM2
595

3 

ss161
14994

5 

C/
T 

GAAGGTGACCAAGTTCATGCTTCATTT
AAATTACAAAAATTACATTACATGCG 

GAAGGTCGGAGTCAACGGATTCATTTA
AATTACAAAAATTACATTACATGCA 

ATGTGTATAAACACA
TCACAATACTCTCTA 

2 

AM2
617

ss161
15016

C/
T 

GAAGGTGACCAAGTTCATGCTAGGCT
TTCCAGCAACACTCGTG 

GAAGGTCGGAGTCAACGGATTCAGGC
TTTCCAGCAACACTCGTA 

TGAGCATAGCTGACT
AAATAACACTAACAA 

2 



1 3 

AM1
950

1 

ss161
14349

3 

A/
G 

GAAGGTGACCAAGTTCATGCTAGATTC
CAGACACATATCATAACTTCTTT 

GAAGGTCGGAGTCAACGGATTCCAGA
CACATATCATAACTTCTTC 

GTAAATCAACAAGTG
AATGCTCTTCCTCAT 

1
5 

AM1
950

2 

ss161
14349

4 

C/
T 

GAAGGTGACCAAGTTCATGCTGCAAG
CAGATTCCAGACACG 

GAAGGTCGGAGTCAACGGATTACTGC
AAGCAGATTCCAGACACA 

CTCATAGGACGAATC
GTTTTGCCGAA 

1
5 

AM1
950

3 

ss161
14349

5 

C/
T 

GAAGGTGACCAAGTTCATGCTCATCAT
GCAACATACGCACCTAC 

GAAGGTCGGAGTCAACGGATTAGCAT
CATGCAACATACGCACCTAT 

GAAGAAGTGCATATG
CTCTCCCCAT 

1
5 

AM2
033

3 

ss161
14432

5 

A/
C 

GAAGGTGACCAAGTTCATGCTGGGTA
ATATCATTATTCTTCAATTTTCAGTT 

GAAGGTCGGAGTCAACGGATTGGGTA
ATATCATTATTCTTCAATTTTCAGTG 

CACGTACATCAGTAC
AGCTACACCTA 

1
5 

AM2
053

3 

ss161
14452

5 

C/
T 

GAAGGTGACCAAGTTCATGCTCGATA
AAAGAAAAATATTTCTCCGCCTTC 

GAAGGTCGGAGTCAACGGATTCGATA
AAAGAAAAATATTTCTCCGCCTTT 

CCAATCTTTAATGGG
ACTGACCCAGAT 

1
5 

AM2
156

8 

ss161
14556

0 

C/
T 

GAAGGTGACCAAGTTCATGCTAAATG
TTGTGTACTTACGTTGTGTCG 

GAAGGTCGGAGTCAACGGATTCAAAT
GTTGTGTACTTACGTTGTGTCA 

TACCTTCTCCATACTC
CTCGGTCAT 

1
5 

AM2
213

7 

ss161
14612

9 

A/
C 

GAAGGTGACCAAGTTCATGCTGCATG
CATACAAGCTTTAATTTGTCGAT 

GAAGGTCGGAGTCAACGGATTCATGC
ATACAAGCTTTAATTTGTCGAG 

CATTGCCCCACCCAAT
TGTTCCTTT 

1
5 

AM2
422

4 

ss161
14821

6 

A/
G 

GAAGGTGACCAAGTTCATGCTGGATG
GGAACAAAGAAATGATGGCA 

GAAGGTCGGAGTCAACGGATTGATGG
GAACAAAGAAATGATGGCG 

GGTTACATAACATGA
TGAGCATGAACCAA 

1
5 

AM2
446

0 

ss161
14845

2 

A/
G 

GAAGGTGACCAAGTTCATGCTTAGATC
AAGTCAGACACTGATTAACA 

GAAGGTCGGAGTCAACGGATTAGATC
AAGTCAGACACTGATTAACG 

GATCTTGTTCTTTTTT
CCTACCATAGTTAT 

1
5 

AM2
465

5 

ss161
14864

7 

A/
T 

GAAGGTGACCAAGTTCATGCTGAATCT
TCTCCAAATGAAAAGTTACTTCAAT 

GAAGGTCGGAGTCAACGGATTGAATC
TTCTCCAAATGAAAAGTTACTTCAAA 

CAATTGTTAGGAACC
CTTCAGGGGAT 

1
5 

AM2
500

2 

ss161
14899

4 

A/
T 

GAAGGTGACCAAGTTCATGCTACTCAA
TTTTGAACTTATAATCTTAATTCAATA 

GAAGGTCGGAGTCAACGGATTACTCA
ATTTTGAACTTATAATCTTAATTCAATT 

CAATTAACTTAATGC
GTTGCAGTAACTCAA 

1
5 

AM2
649

8 

ss161
15049

0 

A/
T 

GAAGGTGACCAAGTTCATGCTGATTTG
TTGCTGCTGGTTTGAGA 

GAAGGTCGGAGTCAACGGATTCTGAT
TTGTTGCTGCTGGTTTGAGT 

CAAACAACTCAGCAG
AACCAGCACAA 

1
5 

1dbSNP in GenBank under the handle MAUGHAN in batch number 2009A, build B131. 
2KASPar primers: A1 are A2 primers are SNP allele specific.  Bolded portions of the primers 

identify the sequence tags used in the KASPar secondary PCR reaction.   
3Linkage Groups are numbers as described by Maughan et al. [22]. 

 


