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Figure legends 

Figure S1. Comparison of oleic acid (C18:1) and linoleic acid (C18:2) levels among seven accessions. 
The blue bar and red bar represents oleic acid level and linoleic acid level, respectively. There is a 
significant difference in the fatty acid level among accessions if the letters (lower case letter for oleic 
acid and upper case letter for linoleic acid) are different for the same color bars. 

Figure S2. DNA sequence alignment in the FAD2 gene coding region among accessions. Polymorphism 
was indentified in the position marked with the symbol of star.  

Figure S3. Amino acid sequence alignment for the FAD2 among accessions. 

 

 



 



(2)224663  0001  ATGGGAGCCGGAGGACGCATGTCTGATCCAACAACGAAAGACGAACAAAAGAAGAACCCCCTCCAACG 
(4)278164  0001  ATGGGAGCCGGAGGACGCATGTCTGATCCAACAACGAAAGACGAACAAAAGAAGAACCCCCTCCAACG 
(7)599435  0001  ATGGGAGCCGGAGGACGCATGTCTGATCCAACAACGAAAGACGAACAAAAGAAGAACCCCCTCCAACG 
(8)599442  0001  ATGGGAGCCGGAGGACGCATGTCTGATCCAACAACGAAAGACGAACAAAAGAAGAACCCCCTCCAACG 
(1)188815  0001  ATGGGAGCCGGAGGACGCATGTCTGATCCGACAACGAAAGACGAACAAAAGAAGAACCCCCTCCAACG 
(5)367899  0001  ATGGGAGCCGGAGGGCGCATGTCTGATCCAACAGCCAAAGACGAACAAAAGAAGAACCCCCTCCAACG 
(6)490268  0001  ATGGGAGCTGGAGGACGCATGTCTGATCCAACAACCAAAGACGAACAAAAGAAGAACCCCCTCCATCG 
                 --------*-----*--------------*---*-*-----------------------------*-- 
 
(2)224663  0069  GGTGCCTTACGCAAAGCCTCCATTCACACTCGGTGACATCAAGAAGGCCATTCCACCACACTGCTTCG 
(4)278164  0069  GGTGCCTTACGCAAAGCCTCCATTCACACTCGGTGACATCAAGAAGGCCATTCCACCACACTGCTTCG 
(7)599435  0069  GGTGCCTTACGCAAAGCCTCCATTCACACTCGGTGACATCAAGAAGGCCATTCCACCACACTGCTTCG 
(8)599442  0069  GGTGCCTTACGCAAAGCCTCCATTCACACTCGGTGACATCAAGAAGGCCATTCCACCACACTGCTTCG 
(1)188815  0069  GGTGCCTTACGCAAAGCCTCCGTTCACACTCGGTGACATCAAGAAGGCCATTCCACCACACTGCTTCG 
(5)367899  0069  GGTGCCTTACGCAAAGCCTCCGTTCACACTTGGTGACATCAAGAAGGCCATTCCACCACACTGCTTTG 
(6)490268  0069  GGTGCCCTACACAAAGCCTCCGTTCACACTAGGTGACATCAAGAAGGCCATTCCACCACACTGCTTTG 
                 ------*---*----------*--------*-----------------------------------*- 
 
(2)224663  0137  AGAGATCCGTCAGCCGTTCGTTCTCCTATGTCGTTTACGATCTCGTCATTGTTTTCCTTCTCTACTAC 
(4)278164  0137  AGAGATCCGTCAGCCGTTCGTTCTCCTATGTCGTTTACGATCTCGTCATTGTTTTCCTTCTCTACTAC 
(7)599435  0137  AGAGATCCGTCAGCCGTTCGTTCTCCTATGTCGTTTACGATCTCGTCATTGTTTTCCTTCTCTACTAC 
(8)599442  0137  AGAGATCCGTCAGCCGTTCGTTCTCCTATGTCGTTTACGATCTCGTCATTGTTTTCCTTCTCTACTAC  
(1)188815  0137  AGAGATCCGTCAGCCGTTCGTTCTCCTATGTCGTTTACGATCTCGTCATTGTTTTCCTTCTCTACTAC 
(5)367899  0137  AGAGATCCGTCAGCCGTTCGTTCTCCTATGTCGTTTATGATCTCATCATCGTGTTCCTTCTCTACTAC 
(6)490268  0137  AGAGATCTGTCAGCCGTTCGTTCTCCTATGTCGTTTACGATCTCGTCATCGTTTTCCTTCTCTACTAC 
                 -------*-----------------------------*------*----*--*--------------- 
 
(2)224663  0205  ATTGCGACTTCTTACTTCCATCTGCTGCCATCCCCATACTGCTACCTAGCTTGGCCCATTTACTGGGC 
(4)278164  0205  ATTGCGACTTCTTACTTCCATCTGCTGCCATCCCCATACTGCTACCTAGCTTGGCCCATTTACTGGGC 
(7)599435  0205  ATTGCGACTTCTTACTTCCATCTGCTGCCATCCCCATACTGCTACCTAGCTTGGCCCATTTACTGGGC 
(8)599442  0205  ATTGCGACTTCTTACTTCCATCTGCTGCCATCCCCATACTGCTACCTAGCTTGGCCCATTTACTGGGC  
(1)188815  0205  ATTGCGGCTTCTTACTTCCATCTGCTGCCATCCCCATACTGCTACCTAGCTTGGCCCATTTACTGGGC 
(5)367899  0205  ATTGTGACTTCTTACTTCCATCTGCTGCCATCCCCGTACTGCTACCTAGCTTGGCCCATTTACTGGGC 
(6)490268  0205  ATTGCGACTTCTTACATCCATCTGCTGCCATCCCCATACTCCTACCTAGCTTGGCCCATTTACTGGGC 
                 ----*-*--------*-------------------*----*--------------------------- 
 
(2)224663  0273  TGTACAAGGCTGCGTTTGCACCGGAATCTGGGTCATTGCCCATGAATGTGGCCACCATGCATTCAGCG 
(4)278164  0273  TGTACAAGGCTGCGTTTGCACCGGAATCTGGGTCATTGCCCATGAATGTGGCCACCATGCATTCAGCG 
(7)599435  0273  TGTACAAGGCTGCGTTTGCACCGGAATCTGGGTCATTGCCCATGAATGTGGCCACCATGCATTCAGCG 
(8)599442  0273  TGTACAAGGCTGCGTTTGCACCGGAATCTGGGTCATTGCCCATGAATGTGGCCACCATGCATTCAGCG  
(1)188815  0273  TGTACAAGGCTGTGTTTGCACCGGAATCTGGGTCATCGCCCATGAATGTGGCCACCATGCATTCAGCG 
(5)367899  0273  TGTTCAAGGCTGTGTGTGCACCGGAATCTGGGTCATCGCCCATGAATGTGGCCACCATGCGTTCAGCG 
(6)490268  0273  TTTTCAAGGCTGTGTTTGCACCGGAATCTGGGTCATCGCCCATGAATGTGGCCACCATGCATTCAGCG 
                 -*-*--------*--*--------------------*-----------------------*------- 
 
(2)224663  0341  ATTACCAGTGGCTTGACGACACAGTTGGCCTCATCCTGCACTCTGCCCTGCTCGTGCCCTATTTCTCA 
(4)278164  0341  ATTACCAGTGGCTTGACGACACAGTTGGCCTCATCCTGCACTCTGCCCTGCTCGTGCCCTATTTCTCA 
(7)599435  0341  ATTACCAGTGGCTTGACGACACAGTTGGCCTCATCCTGCACTCTGCCCTGCTCGTGCCCTATTTCTCA 
(8)599442  0341  ATTACCAGTGGCTTGACGACACAGTTGGCCTCATCCTGCACTCTGCCCTGCTCGTGCCCTATTTCTCA  
(1)188815  0341  ATTACCAGTGGCTTGATGACACAGTTGGCCTCATCCTGCACTCTGCCCTGCTCGTGCCCTATTTCTCA 
(5)367899  0341  ATTACCAGTGGCTTGATGACACAGTTGGCCTCATCCTGCACTCTGCCTTGCTTGTGCCCTATTTCTCT 
(6)490268  0341  ATTACCAGTGGCTTGACGACACGGTTGGCCTCATCCTGCACTCTGCCCTGCTCGTGCCCTATTTCTCA 
                 ----------------*-----*------------------------*----*--------------* 
 
(2)224663  0409  TGGAAATACAGCCACCGCCGCCACCACTCCAACACTGGATCCCTTGAGCGTGACGAAGTCTTCGTCCC 
(4)278164  0409  TGGAAATACAGCCACCGCCGCCACCACTCCAACACTGGATCCCTTGAGCGTGACGAAGTCTTCGTCCC 
(7)599435  0409  TGGAAATACAGCCACCGCCGCCACCACTCCAACACTGGATCCCTTGAGCGTGACGAAGTCTTCGTCCC 
(8)599442  0409  TGGAAATACAGCCACCGCCGCCACCACTCCAACACTGGATCCCTTGAGCGTGACGAAGTCTTCGTCCC  
(1)188815  0409  TGGAAATACAGCCACCGCCGCCACCACTCCAACACCGGATCCCTTGAGCGTGACGAAGTCTTCGTCCC 
(5)367899  0409  TGGAAATACAGCCACCGCCGCCACCACTCCAACACCGGATCCCTTGAGCGTGATGAAGTCTTCGTCCC 
(6)490268  0409  TGGAAATACAGCCACCGCCGTCACCACTCCAACACCGGATCCCTTGAGCGTGA1GAAGTCTT2GTCCC 
                 --------------------*--------------*-----------------*--------+----- 
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(2)224663  0477  AAAGCCAAAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATCACAC 
(4)278164  0477  AAAGCCAAAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATCACAC 
(7)599435  0477  AAAGCCAAAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATCACAC 
(8)599442  0477  AAAGCCAAAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATCACAC  
(1)188815  0477  AAAGCCGAAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATCACAC 
(5)367899  0477  AAAGCCGAAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCATCACAC 
(6)490268  0477  AAAGCC3AAATCCAGAGTCTCGTGGTACTCCAAATACTTGAACAATCCACTTGGCAGAGTCAT4ACAC 
                 ------*--------------------------------------------------------+---- 
 
(2)224663  0545  TTGTGGTTACTCTTACTCTCGGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC 
(4)278164  0545  TTGTGGTTACTCTTACTCTCGGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC 
(7)599435  0545  TTGTGGTTACTCTTACTCTCGGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC 
(8)599442  0545  TTGTGGTTACTCTTACTCTCGGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC  
(1)188815  0545  TTGTGGTTACTCTTACTCTCGGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC 
(5)367899  0545  TTGTGGTTACTCTTACTCTTGGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC 
(6)490268  0545  TTGTGGTTACTCTTACTCT5GGTTGGCCTCTATACTTGCTGTTTAATGTCTCTGGCAGGCCTTACAAC 
                 -------------------*------------------------------------------------ 
 
(2)224663  0613  CGTTTTGCATGCCACTTTGACCCATATGGTCCAATATATAATGACCGTGAGAGACTTCAAATCTTCAT 
(4)278164  0613  CGTTTTGCATGCCACTTTGACCCATATGGTCCAATATATAATGACCGTGAGAGACTTCAAATCTTCAT 
(7)599435  0613  CGTTTTGCATGCCACTTTGACCCATATGGTCCAATATATAATGACCGTGAGAGACTTCAAATCTTCAT 
(8)599442  0613  CGTTTTGCATGCCACTTTGACCCATATGGTCCAATATATAATGACCGTGAGAGACTTCAAATCTTCAT  
(1)188815  0613  CGTTTTGCATGCCACTTTGACCCATATGGTCCAATATATAATGACCGTGAGAGACTTCAAATCTTCAT 
(5)367899  0613  CGTTTTGCTTGCCACTTCGACCCGTACGGCCCAATATACAATGACCGTGAGAGACTTCAAATCTTCAT 
(6)490268  0613  CGTTTTGCTTGCCACTTCGACCCGTACGGCCCAATATACAATGACCGTGAGAGACTTCAAATCTTCAT 
                 --------*--------*-----*--*--*--------*----------------------------- 
 
(2)224663  0681  CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT 
(4)278164  0681  CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT 
(7)599435  0681  CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT 
(8)599442  0681  CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT  
(1)188815  0681  CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT 
(5)367899  0681  CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT 
(6)490268  0681  CTCCGATGCTGGTATAATTGCTGCTGTATGTGTGCTTTATCGTGTTGCTTTGGTCAAAGGGTTGGCTT 
                 -------------------------------------------------------------------- 
 
(2)224663  0749  GGCTGGTATGTGTTTATGGGGTACCGTTACTCATTGTCAACGGTTTCCTTGTTTTGATCACATTCCTT 
(4)278164  0749  GGCTGGTATGTGTTTATGGGGTACCGTTACTCATTGTCAACGGTTTCCTTGTTTTGATCACATTCCTT 
(7)599435  0749  GGCTGGTATGTGTTTATGGGGTACCGTTACTCATTGTCAACGGTTTCCTTGTTTTGATCACATTCCTT 
(8)599442  0749  GGCTGGTATGTGTTTATGGGGTACCGTTACTCATTGTCAACGGTTTCCTTGTTTTGATCACATTCCTT  
(1)188815  0749  GGCTGGTATGTGTTTATGGGGTACCGTTACTCATTGTCAACGGTTTCCTTGTTTTGATCACATTCCTT 
(5)367899  0749  GGCTCGTATGTGTCTACGGGGTACCGTTACTCATTGTCAACGGGTTCCTTGTTTTGATCACATTCCTT 
(6)490268  0749  GGCTCGTATGTGTCTACGGGGTACCGTTACTCATTGTCAACGGGTTCCTTGTTTTGATCACATTCCTT 
                 ----*--------*--*--------------------------*------------------------ 
 
(2)224663  0817  CAGCACACTCACCCTTCGTTGCCGCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC 
(4)278164  0817  CAGCACACTCACCCTTCGTTGCCGCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC 
(7)599435  0817  CAGCACACTCACCCTTCGTTGCCGCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC 
(8)599442  0817  CAGCACACTCACCCTTCGTTGCCGCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC  
(1)188815  0817  CAGCACACTCACCCTTCGTTGCCGCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC 
(5)367899  0817  CAGCACACTCACCCTTCATTGCCTCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC 
(6)490268  0817  CAGCACACTCACCCTTCATTGCCTCACTATGATTCTTCCGAGTGGGACTGGCTAAGGGGAGCTCTTGC 
                 -----------------*-----*-------------------------------------------- 
 
(2)224663  0885  AACTGTCGACAGAGATTATGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGACTC 
(4)278164  0885  AACTGTCGACAGAGATTATGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGACTC 
(7)599435  0885  AACTGTCGACAGAGATTATGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGACTC 
(8)599442  0885  AACTGTCGACAGAGATTATGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGACTC  
(1)188815  0885  AACTGTCGACAGAGATTATGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGACTC 
(5)367899  0885  AACCGTCGACAGAGATTACGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGGCTC 
(6)490268  0885  AACCGTCGACAGAGATTACGGGGTGCTAAATAAGGTGTTCCATAACATCACAGATACGCACGTGGCTC 
                 ---*--------------*---------------------------------------------*--- 
 



(2)224663  0953  ACCACCTTTTCTCAACGATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCCATACTG 
(4)278164  0953  ACCACCTTTTCTCAACGATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCCATACTG 
(7)599435  0953  ACCACCTTTTCTCAACGATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCCATACTG 
(8)599442  0953  ACCACCTTTTCTCAACGATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCCATACTG  
(1)188815  0953  ACCACCTTTTCTCAACAATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCCATACTG 
(5)367899  0953  ACCACCTTTTCTCGACGATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCAATACTG 
(6)490268  0953  ACCACCTTTTCTCGACGATGCCACATTACCATGCAATGGAGGCAACTAAGGCAATCAAGCCAATACTG 
                 -------------*--*--------------------------------------------*------ 
 
(2)224663  1021  GGCCAGTATTATCAGTTTGATGGAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT 
(4)278164  1021  GGCCAGTATTATCAGTTTGATGGAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT 
(7)599435  1021  GGCCAGTATTATCAGTTTGATGGAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT 
(8)599442  1021  GGCCAGTATTATCAGTTTGATGGAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT  
(1)188815  1021  GGCCAGTATTATCAGTTTGATGGAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT 
(5)367899  1021  GGCCAGTATTATCAGTTCGATGAAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT 
(6)490268  1021  GGCCAGTATTATCAGTTCGATGAAACCCCGTTTTACAAGGCGATGTGGAGGGAGGCAAAGGAATGTCT 
                 -----------------*----*--------------------------------------------- 
 
(2)224663  1089  GTATGTCGAGCCAGACGAGAGTACTCCAGACAAGGGTGTATTCTGGTACAAGAACAAGTTCTGA 
(4)278164  1089  GTATGTCGAGCCAGACGAGAGTACTCCAGACAAGGGTGTATTCTGGTACAAGAACAAGTTCTGA 
(7)599435  1089  GTATGTCGAGCCAGACGAGAGTACTCCAGACAAGGGTGTATTCTGGTACAAGAACAAGTTCTGA 
(8)599442  1089  GTATGTCGAGCCAGACGAGAGTACTCCAGACAAGGGTGTATTCTGGTACAAGAACAAGTTCTGA  
(1)188815  1089  GTATGTCGAGCCAGACGAGAGTACTCCAGACAAGGGTGTATTCTGGTACAAGAACAAGTTCTGA 
(5)367899  1089  GTATGTCGAGCCAGACGAGAGTACTGCAGACAAGGGTGTGTTCTGGTACAAGAACAAGTTCTGA 
(6)490268  1089  GTATGTCGAGCCAGACGAGAGTACTGCAGACAAGGGTGTGTTCTGGTACAAGAACAAGTTCTGA 
                 -------------------------*-------------*------------------------ 
 
1 = C or T 
2 = C or T 
3 = A or G 
4 = G or C 
5 = C or T 
 



 
S. indicum R  001 MGAGGRMSDPTTKDEQKKNPLQR VPYAKPPFTLGDIKKAIPPHCFE RSVSRSFSYVVYDLVIVFLLYY IATSYFHLLPSPYCYLAWPIYWA  
S. indicum 2  001 MGAGGRMSDPTTKDEQKKNPLQR VPYAKPPFTLGDIKKAIPPHCFE RSVSRSFSYVVYDLVIVFLLYY IATSYFHLLPSPYCYLAWPIYWA  
S. indicum 4  001 MGAGGRMSDPTTKDEQKKNPLQR VPYAKPPFTLGDIKKAIPPHCFE RSVSRSFSYVVYDLVIVFLLYY IATSYFHLLPSPYCYLAWPIYWA  
S. indicum 7  001 MGAGGRMSDPTTKDEQKKNPLQR VPYAKPPFTLGDIKKAIPPHCFE RSVSRSFSYVVYDLVIVFLLYY IATSYFHLLPSPYCYLAWPIYWA  
S. indicum 8  001 MGAGGRMSDPTTKDEQKKNPLQR VPYAKPPFTLGDIKKAIPPHCFE RSVSRSFSYVVYDLVIVFLLYY IATSYFHLLPSPYCYLAWPIYWA  
S. indicum 1  001 MGAGGRMSDPTTKDEQKKNPLQR VPYAKPPFTLGDIKKAIPPHCFE RSVSRSFSYVVYDLVIVFLLYY IAASYFHLLPSPYCYLAWPIYWA  
S. radiatum 5 001 MGAGGRMSDPTAKDEQKKNPLQR VPYAKPPFTLGDIKKAIPPHCFE RSVSRSFSYVVYDLIIVFLLYY IVTSYFHLLPSPYCYLAWPIYWA  
S. radiatum 6 001 MGAGGRMSDPTTKDEQKKNPLHR VPYTKPPFTLGDIKKAIPPHCFE RSVSRSFSYVVYDLVIVFLLYY IATSYIHLLPSPYSYLAWPIYWA  
G. max 1      001 MGAGGRTDVPPANRKSEVDPLKR VPFEKPPFSLSQIKKVIPPHCFQ RSVFRSFSYVVYDLTIAFCLYY VATHYFHLLPSPLSFLAWPIYWA 
G. max 2      001 MGAGGRTDVPPANRKSEVDPLKR VPFEKPQFSLSQIKKAIPPHCFQ RSVLRSFSYVVYDLTIAFCLYY VATHYFHLLPGPLSFRGMAIYWA 
A. duranensis 001 MGAGGRVT----KIEAQKKPLSR VPHSNPPFSVGQLKKAIPPHCFE RSLFISFSYVVYDLLVAYLLFY IATTYFHKLPYPFSFLAWPIYWA 
A. hypogaea 1 001 MGAGGRVT----KIEAQKKPLSR VPHSNPPFSVGQLKKAIPPHCFE RSLFISFSYVVYDLLVAYLPFY IATTYFHQLPYPFSFLAWPIYWA 
A. hypogaea 2 001 MGAGGRVT----KIEAQKKPLSR VPHSNPPFSVGQLKKAIPPHCFE RSLFISFSYVVYDLLVAYLLFY IATTYFHKLPYPFSFLAWPIYWA 
A. hypogaea 3 001 MGAGGRVT----KIEAQKKPLSR VPHSNPPFSVGQLKKAIPPHCFE RSLFISFSYVVYDLLMAYLLFY IATTYFHKLPYPFSFLAWPIYWA 
A. monticola  001 MGAGGRVT----KIEAQKKPLSR VPHSNPPFSVGQLKKAIPPHCFE RSLFISFSYVVYDLLMAYLLFY IATTYFHKLPYPFSFLAWPIYWA 
A. ipaensis   001 MGAGGRVT----KIEAQKKPLSR VPHSNPPFSVGQLKKAIPPHCFE RSLFISFSYVVYDLLMAYLLFY IATTYFHKLPYPFSFLAWPIYWA 
 
                               H Box 1                               H Box 2 
S. indicum R  092 VQGCVCTGIWVIAHECGHHAFSD YQWLDDTVGLILHSALLVPYFSW KYSHRRHHSNTGSLERDEVFVP KPKSRVSWYSKYLNNPLGRVITL  
S. indicum 2  092 VQGCVCTGIWVIAHECGHHAFSD YQWLDDTVGLILHSALLVPYFSW KYSHRRHHSNTGSLERDEVFVP KPKSRVSWYSKYLNNPLGRVITL  
S. indicum 4  092 VQGCVCTGIWVIAHECGHHAFSD YQWLDDTVGLILHSALLVPYFSW KYSHRRHHSNTGSLERDEVFVP KPKSRVSWYSKYLNNPLGRVITL  
S. indicum 7  092 VQGCVCTGIWVIAHECGHHAFSD YQWLDDTVGLILHSALLVPYFSW KYSHRRHHSNTGSLERDEVFVP KPKSRVSWYSKYLNNPLGRVITL  
S. indicum 8  092 VQGCVCTGIWVIAHECGHHAFSD YQWLDDTVGLILHSALLVPYFSW KYSHRRHHSNTGSLERDEVFVP KPKSRVSWYSKYLNNPLGRVITL   
S. indicum 1  092 VQGCVCTGIWVIAHECGHHAFSD YQWLDDTVGLILHSALLVPYFSW KYSHRRHHSNTGSLERDEVFVP KPKSRVSWYSKYLNNPLGRVITL  
S. radiatum 5 092 VQGCVCTGIWVIAHECGHHAFSD YQWLDDTVGLILHSALLVPYFSW KYSHRRHHSNTGSLERDEVFVP KPKSRVSWYSKYLNNPLGRVITL  
S. radiatum 6 092 FQGCVCTGIWVIAHECGHHAFSD YQWLDDTVGLILHSALLVPYFSW KYSHRRHHSNTGSLERDEVFVP KPKSRVSWYSKYLNNPLGRVITL  
G. max 1      092 VQGCILTGVWVIAHECGHHAFSD YQLLDDIVGLVLHSGLLVPYFSW KYSHRRHHSNTGSLERDEVFVP KQKSCIKWYSKYLNNPPGRVLTL 
G. max 2      092 VQGCILTGVWVIAHECGHHAFSD YQLLDDIVGLILHSALLVPYFSW KYSHRRHHSNTGSLERDEVFVP KQKSCIKWYSKYLNNPPGRVLTL 
A. duranensis 092 IQGCILTGVWVIAHECGHHAFSK YQLVDDMVGLTLHSCLLVPYFSW KISHRRHHSNTGSLDRDEVFVP KPKSKVSWYNKYMNNPPGRAISL 
A. hypogaea 1 092 IQGCILTGVWVIAHECGHHAFSK YQLVDDMVGLTLHSCLLVPYFSW KISHRRHHSNTGSLDRDEVFVP KPKSKVSWYNKYINNPPGRAISL 
A. hypogaea 2 092 IQGCILTGVWVIAHECGHHAFSK YQLVDDMVGLTLHSCLLVPYFSW KISHRRHHSNTGSLDRNEVFVP KPKSKVSWYNKYMNNPPGRAISL 
A. hypogaea 3 092 IQGCILTGVWVIAHECGHHAFSK YQLVDDMVGLTLHSCLLVPYFSW KISHRRHHSNTGSLDRDEVFVP KPKSKVSWYNKYMNNPPGRAISL 
A. monticola  092 IQGCILTGVWVIAHECGHHAFSK YQLVDDMVGLTLHSCLLVPYFSW KISHRRHHSNTGSLDRDEVFVP KPKSKVSWYNKYMNNPPGRAISL 
A. ipaensis   092 IQGCILTGVWVIAHECGHHAFSK YQLVDDMVGLTLHSCLLVPYFSW KISHRRHHSNTGSLDRDEVFVL KPKSKVSWYNKYMNNPPGRAISL 
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S. indicum R  183 VVTLTLGWPLYLLFNVSGRPYNR FACHFDPYGPIYNDRERLQIFIS DAGIIAAVCVLYRVALVKGLAW LVCVYGVPLLIVNGFLVLITFL  
S. indicum 2  183 VVTLTLGWPLYLLFNVSGRPYNR FACHFDPYGPIYNDRERLQIFIS DAGIIAAVCVLYRVALVKGLAW LVCVYGVPLLIVNGFLVLITFL  
S. indicum 4  183 VVTLTLGWPLYLLFNVSGRPYNR FACHFDPYGPIYNDRERLQIFIS DAGIIAAVCVLYRVALVKGLAW LVCVYGVPLLIVNGFLVLITFL  
S. indicum 7  183 VVTLTLGWPLYLLFNVSGRPYNR FACHFDPYGPIYNDRERLQIFIS DAGIIAAVCVLYRVALVKGLAW LVCVYGVPLLIVNGFLVLITFL  
S. indicum 8  183 VVTLTLGWPLYLLFNVSGRPYNR FACHFDPYGPIYNDRERLQIFIS DAGIIAAVCVLYRVALVKGLAW LVCVYGVPLLIVNGFLVLITFL   
S. indicum 1  183 VVTLTLGWPLYLLFNVSGRPYNR FACHFDPYGPIYNDRERLQIFIS DAGIIAAVCVLYRVALVKGLAW LVCVYGVPLLIVNGFLVLITFL  
S. radiatum 5 183 VVTLTLGWPLYLLFNVSGRPYNR FACHFDPYGPIYNDRERLQIFIS DAGIIAAVCVLYRVALVKGLAW LVCVYGVPLLIVNGFLVLITFL  
S. radiatum 6 183 VVTLTLGWPLYLLFNVSGRPYNR FACHFDPYGPIYNDRERLQIFIS DAGIIAAVCVLYRVALVKGLAW LVCVYGVPLLIVNGFLVLITFL  
G. max 1      183 AVTLTLGWPLYLALNVSGRPYDR FACHYDPYGPIYSDRERLQIYIS DAGVLAVCYGLFRLAMAKGLAW VVCVYGVPLLVVNGFLVLITFL 
G. max 2      183 AVTLTLGWPLYLALNVSGRPYDR FACHYDPYGPIYSDRERLQIYIS DAGVLAVVYGLFRLAMAKGLAW VVCVYGVPLLVVNGFLVLITFL 
A. duranensis 183 FITLTLGWPLYLAFNVSGRPYDR FASHYDPYAPIYSNRERLLIYVS DSSVFAVTYLLYHIATLKGLGW VVCVYGVPLLIVNGFLVTITYL 
A. hypogaea 1 183 FITLTLGWPLYLAFNVSGRPYDR FASHYDPYAPIYSNRERLLIYVS DSSVFAVTYLLYHIATLKGLGW VVCVYGVPLLIVNGFLVTITYL 
A. hypogaea 2 183 FITLTLGWPLYLAFNVSGRPYDR FASHYDPYAPIYSNRERLLIYVS DSSVFAVTYLLYHIATLKGLGW VVCVYGVPLLIVNGFLVTITYL 
A. hypogaea 3 183 FITLTLGWPLYLAFNVSGRPYDR FASHYDPYAPIYSNRERLLIYVS DSSVFAVTYLLYHIATLKGLGW VVCVYGVPLLIVNGFLVTITYL 
A. monticola  183 FITLTLGWPLYLAFNVSGRPYDR FAGHYDPYAPIYSNRERLLIYVS DSSVFAVTYLLYHIATLKGLGW VVCVYGVPLLIVNGFLVTITYL 
A. ipaensis   183 FITLTLGWPLYLAFNVSGRPYDR FASHYDPYAPIYSNRERLLIYVS DSSVFAVTYLLYHIATLKGLGW VVCVYGVPLLIVNGFLVTITYL 
 
                                                             H Box 3 
S. indicum R  273 QHTHPSLPHYDSSEWDWLRGALA TVDRDYGVLNKVFHNITDTHVTH HLFSTMPHYHAMEATKAIKPIL GQYYQFDGTPFYKAMWREAKECL  
S. indicum 2  273 QHTHPSLPHYDSSEWDWLRGALA TVDRDYGVLNKVFHNITDTHVTH HLFSTMPHYHAMEATKAIKPIL GQYYQFDGTPFYKAMWREAKECL  
S. indicum 4  273 QHTHPSLPHYDSSEWDWLRGALA TVDRDYGVLNKVFHNITDTHVTH HLFSTMPHYHAMEATKAIKPIL GQYYQFDGTPFYKAMWREAKECL  
S. indicum 7  273 QHTHPSLPHYDSSEWDWLRGALA TVDRDYGVLNKVFHNITDTHVTH HLFSTMPHYHAMEATKAIKPIL GQYYQFDGTPFYKAMWREAKECL  
S. indicum 8  273 QHTHPSLPHYDSSEWDWLRGALA TVDRDYGVLNKVFHNITDTHVTH HLFSTMPHYHAMEATKAIKPIL GQYYQFDGTPFYKAMWREAKECL  
S. indicum 1  273 QHTHPSLPHYDSSEWDWLRGALA TVDRDYGVLNKVFHNITDTHVTH HLFSTMPHYHAMEATKAIKPIL GQYYQFDGTPFYKAMWREAKECL  
S. radiatum 5 273 QHTHPSLPHYDSSEWDWLRGALA TVDRDYGVLNKVFHNITDTHVAH HLFSTMPHYHAMEATKAIKPIL GQYYQFDETPFYKAMWREAKECL  
S. radiatum 6 273 QHTHPSLPHYDSSEWDWLRGALA TVDRDYGVLNKVFHNITDTHVAH HLFSTMPHYHAMEATKAIKPIL GQYYQFDETPFYKAMWREAKECL  
G. max 1      273 QHTHPALPHYTSSEWDWLRGALA TVDRDYGILDKVFHNITDTHVAH ELFSTMPHYHAMEATKAIKPIL GEYYRFDETPFVKAMWREARECI 
G. max 2      273 QHTHPALPHYTSSEWDWLRGALA TVDRDYGILNKVFHNITDTHVAH HLFSTMPHYHAMEATKAIKPIL GEYYRFDETPFVKAMWREARECI 
A. duranensis 273 QHTHASLPHYDSSEWDWLRGALA TVDRDYGILNKAFHHITDTHVAH HLFSTMPHYHAMEATNAIKPIL GDYYQFDGTPFYKALWREAKECL 
A. hypogaea 1 273 QHTHASLPHYDSSEWDWLRGALA TVDRDYGILNKAFHHITDTHVAH HLFSTMPHYHAMEATNAIKPIL GDYYQFDGTPFYKALWREAKECL 
A. hypogaea 2 273 QHTHASLPHYDSSEWDWLRGALA TVDRDYGILNKAFHHITDTHVAH HLFSTMPHYHAMEATNAIKPIL GDYYQFDGTPFYKALWREAKECL 
A. hypogaea 3 273 QHTHASLPHYDSSEWDWLRGALA TVDRDYGILNKAFHHITDTHVAH HLFSTMPHYRAMEATNAIKPIL GDYYQFDGTPVYKALWREAKECL 
A. monticola  273 QHTHASLPHYDSSEWDWLRGALA TVDRDYGILNKAFHHITDTHVAH HLFSTMPHYHAMEATNAIKPIL GDYYQFDGTPVYKALWREAKECL 
A. ipaensis   273 QHTHASLPHYDSSEWDWLRGALA TVDRDYGILNKAFHHITDTHVAH HLFSTMPHYHAMEATNAIKPIL GDYYQFDGTPVYKALWREAKECL 
 
 
 
 
 
 
 
 
 
 



S. indicum R  364 YVEPDESTPDKGVFWYKNKF  
S. indicum 2  364 YVEPDESTPDKGVFWYKNKF  
S. indicum 4  364 YVEPDESTPDKGVFWYKNKF  
S. indicum 7  364 YVEPDESTPDKGVFWYKNKF  
S. indicum 8  364 YVEPDESTPDKGVFWYKNKF  
S. indicum 1  364 YVEPDESTPDKGVFWYKNKF  
S. radiatum 5 364 YVEPDESTADKGVFWYKNKF  
S. radiatum 6 364 YVEPDESTADKGVFWYKNKF  
G. max 1      364 YVEPDQSTESKGVFWYNNKL 
G. max 2      364 YVEPDQSTESKGVFWYNNKL  
A. duranensis 364 YVEPDDGASKKGVYWYKNKF  
A. hypogaea 1 364 YVEPDDGASKKGVYWYKNKF  
A. hypogaea 2 364 YVEPDDGASKKGVYWYKNKF  
A. hypogaea 3 364 YVEPDDGASQKGVYWYKNKF  
A. monticola  364 YVEPDDGASQKGVYWYKNKF  
A. ipaensis   364 YVEPDDGASQKGVYWYKNKF 
 
Sesame indicum R  = AAX11454.1  Sesame oleate desaturase 383 aa 
S. indicum 2 = PI 224663 
S. indicum 4 = PI 278164 
S. indicum 7 = PI 599435 
S. indicum 8 = PI 599442 
S. indicum 1 = PI 188815 
S. radiatum 5 = PI 367899 
S. radiatum 6 = PI 490268 
Glycine max 1 = BAD89862.1 Glycine max (soybean) ω6 desaturase 383 aa 
G. max 2  = P48631  Soybean ω6 desaturase 383 aa 
A. duranensis = AAF82294.1 oleate desaturase 379 aa 
A. hypogaea 1 = AAY53559.1 A.hyp oleate desaturase 379 aa 
A. hypogaea 2 = AAB84262.1 A.hyp ω6 desaturase 379 aa 
A. hypogaea 3 = AAK67829.1 A.hyp Δ12 desaturase 379 aa 
A. monticola = AAX14399.1 oleate desaturase 379 aa 
A. ipaensis  = AAF82295.1 oleate desaturase 379 aa 




