
1:TATGTGTATGTATGTATGTATGTATGTATGTATGTATGTATGTATGTATGCAAGCGTAGGTGTATACGCATCCGCCTATCCATCTTTCTATCTAACCACA  100 

101:TTTAACGCTCTGCAAGTACAGGGGGGGTCCGAGGTGCAGTAGCTTATATTCACTGGGAGCAGCAGGGCCTTCGCTCCTCCCCACACTAGACTGCTCCGCC  200 

    201:TCTCTTCCGTGGAGGAGGCCGGGCTCACACTCACTCACTCACTCACTCGCACTGCGCCACACTGCCTGCTGATCATTCCTTCCCTCCGCTCTGCCCGTCC  300 

    301:TCCTCCCTGTCAGAGAGAGAATCTCGCTCGCTCTGCATTCCGCAGAGAAACATCATGGTACAGTCCAAGAAGAAGTTTCGCGGCGTCAGGCAGCGCCACT  400 
                                                               M  V  Q  S  K  K  K  F  R  G  V  R  Q  R  H  W 
             

401:GGGGCTCCTGGGTCTCCGAGATCAGGCATCCTCTCCTGTAAGCCTCTCGCTAGCTCTCTCTCTCTCTATAGCTGCTACCCCTACTCTCCGGCCTACGACT  500 
              G  S  W  V  S  E  I  R  H  P  L  L 

 
501:CGTGTGGCTATCCCACCGTGTCCTGAGAGATAGATACATTGACTCTAGTTTGAATTGCCAACTGCTTTAAGGCTGCTTTCGTTGATTTTCTCTTGATGTG  600 

               
601:TTCAAAATGCATGCATGTATGTGTGTATGGTTTACAGGAAGAGGAGGGTGTGGTTGGGCACCTTTGAGACGGCGGAGGAGGCTGCGCGGGCGTACGATGA  700 

                                              K  R  R  V  W  L  G  T  F  E  T  A  E  E  A  A  R  A  Y  D E 
  

701:GGCTGCCATCCTGATGAGCGGGCGCAACGCCAAGACCAACTTCCCCGTACCGAGGAGTGCCAACGGGGAGATCATCGTCGCCCCAGCAGCAGCAGCACGG  800 
   A  A  I  L  M  S  G  R  N  A  K  T  N  F  P  V  P  R  S  A  N  G  E  I  I  V  A  P  A  A  A  A  R 

  
801:GACATTCGCGGTGGCGTTGGCTCGTCGTCCTCCGGGGCCGCCGGCGCCAGCAGCCTGTCACAGATCCTCAGCGCCAAGCTCCGCAAGTGCTGCAAGACAC  900 

            D  I  R  G  G  V  G  S  S  S  S  G  A  A  G  A  S  S  L  S  Q  I  L  S  A  K  L  R  K  C  C  K  T  P 
  

901:CGTCCCCGTCCCTCACCTGCCTCCGCCTCGACACCGAGAAGTCCCACATTGGCGTCTGGCAGAAGCGCGCGGGTGCCCGTGCCGACTCCAGCTGGGTCAT 1000 
              S  P  S  L  T  C  L  R  L  D  T  E  K  S  H  I  G  V  W  Q  K  R  A  G  A  R  A  D  S  S  W  V M 

 
1001:GACCGTCGAGCTCAACAAGGAGCCGGCCGCAGCGGCACCACCAACGCCCAGCGACAGCACGGTGTCGGCGACTCCTTCCTCGTCCACGTCCACGTCCACA 1100 

            T  V  E  L  N  K  E  P  A  A  A  A  P  P  T  P  S  D  S  T  V  S  A  T  P  S  S  S  T  S  T  S  T 
 

1101:ACGGGCTCCCCACCGGAGGCAATGGAGGACGAAGAGAGGATCGCGCTGCAGATGATAGAGGAGCTGCTGAGCAGGAGCAGCCCGGCTTCGCCGTCACATG 1200 
           T  G  S  P  P  E  A  M  E  D  E  E  R  I  A  L  Q  M  I  E  E  L  L  S  R  S  S  P  A  S  P  S  H  G 
  

1201:GGCTGCTGCACGGTGAAGAAGGCAGCCTCCTCATCTGAAGAAAAATATTGCACGGTTAAGAAAGTGTGATCAGGTCACCATCCCAGATCAAGGATCTGGT 1300 
             L  L  H  G  E  E  G  S  L  L  I  * 
   

1301:AGGGTGGTTGGCGCACAAGCAGTTAAGATCATTGCTCCACATCGTAGGTACCAGCCGAGTATCTCTCCATTACGCACTACGTAAAATCAAGCTTAGGAAA  1400 

      1401:CGATTAATTACTACTGTGTATGTACGCGTGTGTGTGAAGCCCTGTGTATTTATAAATTAATCAAAGGCTTACTTGTATGTAACTAAGTATATGCCGTCAC  1500 

      1501:CGTCATGATAGTCACACTATGTATCAACATCATCAGACTATATAGTACTACATGATTACGTATATATCAATGATATCGCTTTCTAATAAATGTAATAAAC  1600 

      1601:ACCTTGTAATGCAGTACTCTTGTGCATTTGATTTCCTTTGTTAGAGAACCTCAATGATATCGCTTTCTAATAAATGTAATAAACACCTTGTAATGCAGTA  1700 

      1701:CTCTTGTGCATTTGATTTCCTTTGTTAGAGAACCGATGATGTGTTGTTTT                                                    1750 

                                                      

SI Fig. 6 Nucleotide and deduced amino acid sequence (227 aa) of the Nud candidate gene of the standard cultivar 
Haruna Nijo. TATA box, 5'-UTR (178 bp)，exon 1 (83 bp), intron (200 bp), exon 2 (598 bp), and 3'-UTR (374 bp) are 
underlined. The putative polyadenylation signal (AATAAA) is boxed. The 84-bp tandem duplication in the 3' 
non-coding region is colored in yellow and green to portray each repeat unit. A 1-bp change in the mutant allele 
nud1.b is shown in pink. A 1-bp deletion site in the mutant allele nud1.c is marked in blue. Microsatellite regions 
with different motifs, (GTAT)n, (ACTC)n, and (CT)n, are shaded in gray. 
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