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ATGGGAGCCGGAGGACGCATGTCTGATCCAACAACGAAAGACGAACAAAAGAAGAACCCCCTCCAACG
ATGGGAGCCGGAGGACGCATGTCTGATCCAACAACGAAAGACGAACAAAAGAAGAACCCCCTCCAACG
ATGGGAGCCGGAGGACGCATGTCTGATCCAACAACGAAAGACGAACAAAAGAAGAACCCCCTCCAACG
ATGGGAGCCGGAGGACGCATGTCTGATCCAACAACGAAAGACGAACAAAAGAAGAACCCCCTCCAACG
ATGGGAGCCGGAGGACGCATGTCTGATCCAACAACGAAAGACGAACAAAAGAAGAACCCCCTCCAACG
ATGGGAGCCGGAGGACGCATGTCTGATCCGACAACGAAAGACGAACAAAAGAAGAACCCCCTCCAACG
ATGGGAGCCGGAGGGCGCATGTCTGATCCAACAGCCAAAGACGAACAAAAGAAGAACCCCCTCCAACG
ATGGGAGCTGGAGGACGCATGTCTGATCCAACAACCAAAGACGAACAAAAGAAGAACCCCCTCCATCG

GGTGCCTTACGCAAAGCCTCCATTCACACTCGGTGACATCAAGAAGGCCATTCCACCACACTGCTTCG
GGTGCCTTACGCAAAGCCTCCATTCACACTCGGTGACATCAAGAAGGCCATTCCACCACACTGCTTCG
GGTGCCTTACGCAAAGCCTCCATTCACACTCGGTGACATCAAGAAGGCCATTCCACCACACTGCTTCG
GGTGCCTTACGCAAAGCCTCCATTCACACTCGGTGACATCAAGAAGGCCATTCCACCACACTGCTTCG
GGTGCCTTACGCAAAGCCTCCATTCACACTCGGTGACATCAAGAAGGCCATTCCACCACACTGCTTCG
GGTGCCTTACGCAAAGCCTCCGTTCACACTCGGTGACATCAAGAAGGCCATTCCACCACACTGCTTCG
GGTGCCTTACGCAAAGCCTCCGTTCACACTTGGTGACATCAAGAAGGCCATTCCACCACACTGCTTTG
GGTGCCCTACACAAAGCCTCCGTTCACACTAGGTGACATCAAGAAGGCCATTCCACCACACTGCTTTG

AGAGATCCGTCAGCCGTTCGTTCTCCTATGTCGTTTACGATCTCGTCATTGTTTTCCTTCTCTACTAC
AGAGATCCGTCAGCCGTTCGTTCTCCTATGTCGTTTACGATCTCGTCATTGTTTTCCTTCTCTACTAC
AGAGATCCGTCAGCCGTTCGTTCTCCTATGTCGTTTACGATCTCGTCATTGTTTTCCTTCTCTACTAC
AGAGATCCGTCAGCCGTTCGTTCTCCTATGTCGTTTACGATCTCGTCATTGTTTTCCTTCTCTACTAC
AGAGATCCGTCAGCCGTTCGTTCTCCTATGTCGTTTACGATCTCGTCATTGTTTTCCTTCTCTACTAC
AGAGATCCGTCAGCCGTTCGTTCTCCTATGTCGTTTACGATCTCGTCATTGTTTTCCTTCTCTACTAC
AGAGATCCGTCAGCCGTTCGTTCTCCTATGTCGTTTATGATCTCATCATCGTGTTCCTTCTCTACTAC
AGAGATCTGTCAGCCGTTCGTTCTCCTATGTCGTTTACGATCTCGTCATCGTTTTCCTTCTCTACTAC

ATTGCGACTTCTTACTTCCATCTGCTGCCATCCCCATACTGCTACCTAGCTTGGCCCATTTACTGGGC
ATTGCGACTTCTTACTTCCATCTGCTGCCATCCCCATACTGCTACCTAGCTTGGCCCATTTACTGGGC
ATTGCGACTTCTTACTTCCATCTGCTGCCATCCCCATACTGCTACCTAGCTTGGCCCATTTACTGGGC
ATTGCGACTTCTTACTTCCATCTGCTGCCATCCCCATACTGCTACCTAGCTTGGCCCATTTACTGGGC
ATTGCGACTTCTTACTTCCATCTGCTGCCATCCCCATACTGCTACCTAGCTTGGCCCATTTACTGGGC
ATTGCGGCTTCTTACTTCCATCTGCTGCCATCCCCATACTGCTACCTAGCTTGGCCCATTTACTGGGC
ATTGTGACTTCTTACTTCCATCTGCTGCCATCCCCGTACTGCTACCTAGCTTGGCCCATTTACTGGGC
ATTGCGACTTCTTACATCCATCTGCTGCCATCCCCATACTCCTACCTAGCTTGGCCCATTTACTGGGC

TGTACAAGGCTGCGTTTGCACCGGAATCTGGGTCATTGCCCATGAATGTGGCCACCATGCATTCAGCG
TGTACAAGGCTGCGTTTGCACCGGAATCTGGGTCATTGCCCATGAATGTGGCCACCATGCATTCAGCG
TGTACAAGGCTGCGTTTGCACCGGAATCTGGGTCATTGCCCATGAATGTGGCCACCATGCATTCAGCG
TGTACAAGGCTGCGTTTGCACCGGAATCTGGGTCATTGCCCATGAATGTGGCCACCATGCATTCAGCG
TGTACAAGGCTGCGTTTGCACCGGAATCTGGGTCATTGCCCATGAATGTGGCCACCATGCATTCAGCG
TGTACAAGGCTGTGTTTGCACCGGAATCTGGGTCATCGCCCATGAATGTGGCCACCATGCATTCAGCG
TGTTCAAGGCTGTGTGTGCACCGGAATCTGGGTCATCGCCCATGAATGTGGCCACCATGCGTTCAGCG
TTTTCAAGGCTGTGTTTGCACCGGAATCTGGGTCATCGCCCATGAATGTGGCCACCATGCATTCAGCG

ATTACCAGTGGCTTGACGACACAGTTGGCCTCATCCTGCACTCTGCCCTGCTCGTGCCCTATTTCTCA
ATTACCAGTGGCTTGACGACACAGTTGGCCTCATCCTGCACTCTGCCCTGCTCGTGCCCTATTTCTCA
ATTACCAGTGGCTTGACGACACAGTTGGCCTCATCCTGCACTCTGCCCTGCTCGTGCCCTATTTCTCA
ATTACCAGTGGCTTGACGACACAGTTGGCCTCATCCTGCACTCTGCCCTGCTCGTGCCCTATTTCTCA
ATTACCAGTGGCTTGACGACACAGTTGGCCTCATCCTGCACTCTGCCCTGCTCGTGCCCTATTTCTCA
ATTACCAGTGGCTTGATGACACAGTTGGCCTCATCCTGCACTCTGCCCTGCTCGTGCCCTATTTCTCA
ATTACCAGTGGCTTGATGACACAGTTGGCCTCATCCTGCACTCTGCCTTGCTTGTGCCCTATTTCTCT
ATTACCAGTGGCTTGACGACACGGTTGGCCTCATCCTGCACTCTGCCCTGCTCGTGCCCTATTTCTCA
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TGGAAATACAGCCACCGCCGCCACCACTCCAACACTGGATCCCTTGAGCGTGACGAAGTCTTCGTCCC
TGGAAATACAGCCACCGCCGCCACCACTCCAACACTGGATCCCTTGAGCGTGACGAAGTCTTCGTCCC
TGGAAATACAGCCACCGCCGCCACCACTCCAACACTGGATCCCTTGAGCGTGACGAAGTCTTCGTCCC
TGGAAATACAGCCACCGCCGCCACCACTCCAACACTGGATCCCTTGAGCGTGACGAAGTCTTCGTCCC
TGGAAATACAGCCACCRCCGCCACCACTCCAACACTGGATCCCTTGAGCGTGACGAAGTCTTCGTCCC
TGGAAATACAGCCACCGCCGCCACCACTCCAACACCGGATCCCTTGAGCGTGACGAAGTCTTCGTCCC
TGGAAATACAGCCACCGCCGCCACCACTCCAACACCGGATCCCTTGAGCGTGATGAAGTCTTCGTCCC
TGGAAATACAGCCACCGCCGTCACCACTCCAACACCGGATCCCTTGAGCGTGALIGAAGTCTT2GTCCC

AAAGCCAAAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATCACAC
AAAGCCAAAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATCACAC
AAAGCCAAAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATCACAC
AAAGCCAAAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATCACAC
AAAGCCAAAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATCACAC
AAAGCCGAAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATCACAC
AAAGCCGAAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATCACAC
AAAGCC3AAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATAACAC

TTGTGGTTACTCTTACTCTCGGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC
TTGTGGTTACTCTTACTCTCGGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC
TTGTGGTTACTCTTACTCTCGGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC
TTGTGGTTACTCTTACTCTCGGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC
TTGTGGTTACTCTTACTCTCGGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC
TTGTGGTTACTCTTACTCTCGGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC
TTGTGGTTACTCTTACTCTTGGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC
TTGTGGTTACTCTTACTCTS5GGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC

CGTTTTGCATGCCACTTTGACCCATATGGTCCAATATATAATGACCGTGAGAGACTTCAAATCTTCAT
CGTTTTGCATGCCACTTTGACCCATATGGTCCAATATATAATGACCGTGAGAGACTTCAAATCTTCAT
CGTTTTGCATGCCACTTTGACCCATATGGTCCAATATATAATGACCGTGAGAGACTTCAAATCTTCAT
CGTTTTGCATGCCACTTTGACCCATATGGTCCAATATATAATGACCGTGAGAGACTTCAAATCTTCAT
CGTTTTGCATGCCACTTTGACCCATATGGTCCAATATATAATGACCGTGAGAGACTTCAAATCTTCAT
CGTTTTGCATGCCACTTTGACCCATATGGTCCAATATATAATGACCGTGAGAGACTTCAAATCTTCAT
CGTTTTGCTTGCCACTTCGACCCGTACGGCCCAATATACAATGACCGTGAGAGACTTCAAATCTTCAT
CGTTTTGCTTGCCACTTCGACCCGTACGGCCCAATATACAATGACCGTGAGAGACTTCAAATCTTCAT

CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT
CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT
CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT
CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT
CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT
CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT
CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT
CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT

GGCTGGTATGTGTTTATGGGGTACCGTTACTCATTGTCAACGGTTTCCTTGTTTTGATCACATTCCTT
GGCTGGTATGTGTTTATGGGGTACCGTTACTCATTGTCAACGGTTTCCTTGTTTTGATCACATTCCTT
GGCTGGTATGTGTTTATGGGGTACCGTTACTCATTGTCAACGGTTTCCTTGTTTTGATCACATTCCTT
GGCTGGTATGTGTTTATGGGGTACCGTTACTCATTGTCAACGGTTTCCTTGTTTTGATCACATTCCTT
GGCTGGTATGTGTTTATGGGGTACCGTTACTCATTGTCAACGGTTTCCTTGTTTTGATCACATTCCTT
GGCTGGTATGTGTTTATGGGGTACCGTTACTCATTGTCAACGGTTTCCTTGTTTTGATCACATTCCTT
GGCTCGTATGTGTCTACGGGGTACCGTTACTCATTGTCAACGGGTTCCTTGTTTTGATCACATTCCTT
GGCTCGTATGTGTCTACGGGGTACCGTTACTCATTGTCAACGGGTTCCTTGTTTTGATCACATTCCTT
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CAGCACACTCACCCTTCGTTGCCGCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC
CAGCACACTCACCCTTCGTTGCCGCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC
CAGCACACTCACCCTTCGTTGCCGCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC
CAGCACACTCACCCTTCGTTGCCGCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC
CAGCACACTCACCCTTCGTTGCCGCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC
CAGCACACTCACCCTTCGTTGCCGCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC
CAGCACACTCACCCTTCATTGCCTCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC
CAGCACACTCACCCTTCATTGCCTCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC

AACTGTCGACAGAGATTATGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGACTC
AACTGTCGACAGAGATTATGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGACTC
AACTGTCGACAGAGATTATGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGACTC
AACTGTCGACAGAGATTATGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGACTC
AACTGTCGACAGAGATTATGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGACTC
AACTGTCGACAGAGATTATGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGACTC
AACCGTCGACAGAGATTACGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGGCTC
AACCGTCGACAGAGATTACGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGGCTC

ACCACCTTTTCTCAACGATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCCATACTG
ACCACCTTTTCTCAACGATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCCATACTG
ACCACCTTTTCTCAACGATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCCATACTG
ACCACCTTTTCTCAACGATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCCATACTG
ACCACCTTTTCTCAACGATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCCATACTG
ACCACCTTTTCTCAACAATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCCATACTG
ACCACCTTTTCTCGACGATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCAATACTG
ACCACCTTTTCTCGACGATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCAATACTG

GGCCAGTATTATCAGTTTGATGGAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT
GGCCAGTATTATCAGTTTGATGGAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT
GGCCAGTATTATCAGTTTGATGGAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT
GGCCAGTATTATCAGTTTGATGGAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT
GGCCAGTATTATCAGTTTGATGGAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT
GGCCAGTATTATCAGTTTGATGGAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT
GGCCAGTATTATCAGTTCGATGAAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT
GGCCAGTATTATCAGTTCGATGAAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT

GTATGTCGAGCCAGACGAGAGTACTCCAGACAAGGGTGTATTCTGGTACAAGAACAAGTTCTGA
GTATGTCGAGCCAGACGAGAGTACTCCAGACAAGGGTGTATTCTGGTACAAGAACAAGTTCTGA
GTATGTCGAGCCAGACGAGAGTACTCCAGACAAGGGTGTATTCTGGTACAAGAACAAGTTCTGA
GTATGTCGAGCCAGACGAGAGTACTCCAGACAAGGGTGTATTCTGGTACAAGAACAAGTTCTGA
GTATGTCGAGCCAGACGAGAGTACTCCAGACAAGGGTGTATTCTGGTACAAGAACAAGTTCTGA
GTATGTCGAGCCAGACGAGAGTACTCCAGACAAGGGTGTATTCTGGTACAAGAACAAGTTCTGA
GTATGTCGAGCCAGACGAGAGTACTGCAGACAAGGGTGTGTTCTGGTACAAGAACAAGTTCTGA
GTATGTCGAGCCAGACGAGAGTACTGCAGACAAGGGTGTGTTCTGGTACAAGAACAAGTTCTGA

= A/G heterozygote
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Figure S1A.
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Alignment of FAD2 gene DAN sequences from eight sesame accessions.
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Figure S1B. Identification of an amino acid substitution of R142H in the H-Box2 by comparison of the partial
deduced amino acid sequences from F4D2 genes among species from three different genera.

The yellow color highlighted amino acids is the H-Box2 in the partial deduced amino acid sequences started from position 92. The red color H is
shown the amino acid substitution of R142H. S. indicum is from sesame. S. radiatum is from sesame wild species. G. max is from soybean. 4.
hypogaea is from peanut. The rest is from peanut wild species.



