Figure S1 Nucleotide and amino acid alignments of MYB31 and MYB42

Sla: MYB3L1 nucleotide sequence alignment
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———————————— ACAGCAGCAACAACAACAACAACCTCCACTGCCGCAACCCACCGAGAG
GCATCGCACCTCACAGCAGCAGCAACAACAACAACCTCCACTGCCGCAACCCACCGAGAG

GCGAGACCGGCGGCGGCAAAAGGACGATACAAAAGCAGCCAGGGTTGCTGGCAACAGCGT
GCGAGACCGGCGGCGGCAAAAGGACGATACAAAAGCAGCCAGGGTTGCTGGCAACAGCGT

EAAEEAXEAAEXEAAEAAXAEAAXAAXAAXAEAAXAAXAXAALAAXAAAXAAAXAAXAXAAXAAAXAAXAAAXAAAXAAAAAXXX

———————————————————— ATGGGGAGGTCGCCGTGCTGCGAGAAGGCGCACACCAACA
CGGTCGCCCGCCCGCTCGCCATGGGGAGGTCGCCGTGCTGCGAGAAGGCGCACACCAACA
CGGTCGCCCGCCCGTACGCCATGGGGAGGTCGCCGTGCTGCGAGAAGGCGCACACCAACA

AGGGCGCGTGGACCAAGGAGGAGGACGAGCGCCTGGTCGCGCACATCAGGGCGCACGGCG
AGGGCGCGTGGACCAAGGAGGAGGACGAGCGCCTGGTCGCGCACATCAGGGCGCACGGCG
AGGGCGCGTGGACCAAGGAGGAGGACGAGCGCCTGGTCGCGCACATCAGGGCGCACGGCG

EAEAEEIXEAXAAEAAXAEAAXAAXAAXAAAXAXAAAXAAXAXAAXAAAXAAXAAAXAAAAAAAAXAAAXAAAAAXhX

AGGGGTGCTGGCGCTCGCTGCCCAAGGCCGCCGGCCTCCTGCGCTGCGGCAAGAGCTGCC
AGGGGTGCTGGCGCTCGCTGCCCAAGGCCGCCGGCCTCCTGCGCTGCGGCAAGAGCTGCC
AGGGGTGCTGGCGCTCGCTGCCCAAGGCCGCCGGCCTCCTGCGCTGCGGCAAGAGCTGCC

GCCTCCGCTGGATCAACTACCTCCGCCCCGACCTCAAGCGCGGCAACTTCACGGAGGAGG
GCCTCCGCTGGATCAACTACCTCCGCCCCGACCTCAAGCGCGGCAACTTCACGGAGGAGG
GCCTCCGCTGGATCAACTACCTCCGCCCCGACCTCAAGCGCGGCAACTTCACGGAGGAAG
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AGGACGAGCTCATCGTCAAGCTGCACAGCGTCCTCGGCAACAAGTGGTCCCTGATCGCCG
AGGACGAGCTCATCGTCAAGCTGCACAGCGTCCTCGGCAACAAGTGGTCCCTGATCGCCG
AGGACGAGCTCATCGTCAAGCTGCACAGCGTCCTCGGCAACAAGTGGTCCCTGATCGCCG

FAEXAAXAXAAAXAAAXAAAXAAXAXAAAXAAAAAAXAAXAAXXA AKX A A LA AXAALrdxrhdhhdrhdix

GAAGGCTGCCCGGCAGGACGGACAACGAGATCAAGAACTACTGGAACACGCACATCCGGA
GAAGGCTGCCCGGCAGGACGGACAACGAGATCAAGAACTACTGGAACACGCACATCCGGA
GAAGGCTGCCCGGCAGGACGGACAACGAGATCAAGAACTACTGGAACACGCACATCCGGA
T L L = o =
GGAAGCTGCTGAGCAGGGGGATCGACCCGGTGACGCACCGCCCGGTCACGGAGCACCACG
GGAAGCTGCTGAGCAGGGGGATCGACCCGGTGACGCACCGCCCGGTCACGGAGCACCACG
GGAAGCTGCTGAGCAGGGGGATCGACCCGGTGACGCACCGCCCGGTCACGGAGCACCACG
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CGTCCAACATCACCATATCGTTCGAGACGGAGGTGGCCGCCGCCGCCCGTGATGATAAGA
CGTCCAACATCACCATATCGTTCGAGACGGAGGTGGCCGCCGCCGCCCGTGATGATAAGA
CGTCCAACATCACCATATCGTTCGAGACGGAAGTGGCCGCCGCTGCCCGTGATGATAAGA

EAEEAXEAAXEAAXAAXAAXAXAXAXAAAXAAXAXAAXAAKX AXXAAXAAXAAAXA KAAAAXAAAkxALAhhAiix

AGGGCGCCGTCTTCCGGCTGGAGGACGAGGAG—~-——————- CGCAACAAGGCGACGATGG
AGGGCGCCGTCTTCCGGCTGGAGGACCAGGAG-———————- CGCAACAAGGCGACGATGG
AGGGCGCCGTCTTCCGGTTGGAGGACGAGGAGGAGGAGGAGCGCAACAAGGCGACGATGG

FTEAEAAIAAAXAAAXAAXAAA XK KAXAhAXxAAhhAhkihix o o o S S e

TCGTCGGCCGCGACCGGCAGAGCCAGAGCCACAGCCACAGCCACCCCGCCGGCGAGTGGG
TCGTCGGCCGCGACCGGCAGAGCCAGAGCCACAGCCACAGCCACCCCGCCGGCGAGTGGG
TCGTCGGCCGCGACCGGCAGAGCCAGAGCCACAGCCACAGCCACCCCGCCGGCGAGTGGG

GCCAGGGGAAGAGGCCGCTCAAGTGCCCCGACCTCAACCTGGACCTCTGCATCAGCCCGC
GCCAGGGGAAGAGGCCGCTCAAGTGCCCCGACCTCAACCTGGACCTCTGCATCAGCCCGC
GCCAGGGGAAGAGGCCGCTCAAGTGCCCCGACCTCAACCTGGACCTCTGCATCAGCCCGC

EAAEEAXEAAEXEAAEAAXAEAAXAAXAAXAEAAXAAAAAXAAXAAAXAAAXAAXAAAXAAAXAAAAAAAAXAALAAAXAX
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CGTGCCAGGAGGAGGAGGAGATGGAGGAGGCTGCGATGAGAGTGAGACCGGCGGTGAAGC
CGTGCCAGGAGGAGGAGGAGATGGAGGAGGCTGCGATGAGAGTGAGACCGGCGGTGAAGC
CGTGCCAGGAGGAGGAGGAGATGGAGGAGGCTGCGATGAGAGTGAGACCGGCGGTGAAGC

GGGAGGCCGGGCTCTGCTTCGGCTGCAGCCTGGGGCTCCCCAGGACCGCGGACTGCAAGT
GGGAGGCCGGGCTCTGCTTCGGCTGCAGCCTGGGGCTCCCCAGGACCGCGGACTGCAAGT
GGGAGGCCGGGCTCTGCTTCGGCTGCAGCCTGGGGCTCCCCAGGACCGCGGACTGCAAGT

EAAEEAXEAAXEAAEAAXAAAXEAAXAXAAAXAAAAAXAAXAAAXAAAXAAXAAAXAAAXAAAAAXAAAXAAAAAXXX

GCAGCAGCAGCAGCTTCCTCGGGCTCAGGACCGCCATGCTCGACTTCAGAAGCCTCGAGA
GCAGCAGCAGCAGCTTCCTCGGGCTCAGGACCGCCATGCTCGACTTCAGAAGCCTCGAGA
GCAGCAGCAGCAGCTTCCTCGGGCTCAGGACCGCCATGCTCGACTTCAGAAGCCTCGAGA

EAAEEAXEAAXEAAEAAXAEAAXAAXAXAAAXAAAXAAXAAXAAAXAAAXAAXAAAXAAAXAALAAAXAAAXAAAAAXXX

TOAAATGA— —— = = — m
TGAAATGAGCGCGCTTCTACCCTCTCTGTGTAGCTTCTCCCCCCCGTCGTCCTCGTTTTT
TGAAATGAGCGCGCTTCT-CCCTCTCTGTGTAGCTTCTCCCCCCCGTCGTCCTCGTTTTT

GTTTTGCCACACCTCACATGGATGATGAATTGATGATACGTGGTTGGTTAGTTTTTTCGT
GTTTTGCCACACCTCACATGGATGATGAATTGATGATACGTGGTTGGTTAGTTTTTTCGT

EAAEEAXEAEXEAAEAAXAEAAXAAXAXAEAAXAAXAXAAXAAXAXAAXAAAXAAXAAAXAAAXAAAAAXAAAXAALAAAXXX

AGGTGAAAAATACGCGATGGTGAGCGAGTGAAAGAGAGATTTTGTGCCCTGGGTCCTCCT
AGGTGAAAAATACGCGATGGTGAGCGCGTGAAAGAGAGATTTTG-GCCCTGGGTCCTCCT

CCCTGCTCTCTCGTGGTGCCCCATTGCGCCTCCTCTGTCCCCCCTCTCTCTCTCTGTATC
CCGTGCTCTCTCGTGGTGCCCCATTGCGCCTCCTCTGTCCCCCCTCTCTCTCTCTGTATC

FE AEXEAAXEAAXAAXAEAAXAAXAAXAEAAXAAAXAAXAAXAAAXAAAXAAXAAAXAAAXAAAAAXAAAXAAAAAXXX

TCTGTAATCACCATCGCCA-——— == ———mmm oo
TCTGTAATCACCATCGCCAAATGATCATGGGGGGCAATATAATATAATACATGCTGCTAA
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S1b: MYB31 amino acid sequence alignment
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MGRSPCCEKAHTNKGAWTKEEDERLVAH IRAHGEGCWRSLPKAAGLLRCGKSCRLRWINY
MGRSPCCEKAHTNKGAWTKEEDERLVAH IRAHGEGCWRSLPKAAGLLRCGKSCRLRWINY
MGRSPCCEKAHTNKGAWTKEEDERLVAH IRAHGEGCWRSLPKAAGLLRCGKSCRLRWINY

LRPDLKRGNFTEEEDEL I'VKLHSVLGNKWSL TAGRLPGRTDNE IKNYWNTHIRRKLLSRG
LRPDLKRGNFTEEEDEL IVKLHSVLGNKWSL IAGRLPGRTDNEIKNYWNTH IRRKLLSRG
LRPDLKRGNFTEEEDEL I VKLHSVLGNKWSL TAGRLPGRTDNE IKNYWNTHIRRKLLSRG

EAEAXEAETEAAEAAXAEAAXEAAXAAXAEAAXAXAAAXAAXAAAXAAAXAAXAAAXAAAAAAAAAAAXAALAA A XXX

IDPVTHRPVTEHHASNI T ISFETEVAAAARDDKKGAVFRLEDEE---RNKATMVVGRDRQ
IDPVTHRPVTEHHASNIT I SFETEVAAAARDDKKGAVFRLEDEE---RNKATMVVGRDRQ
IDPVTHRPVTEHHASNI T ISFETEVAAAARDDKKGAVFRLEDEEEEERNKATMVVGRDRQ

SQSHSHSHPAGEWGQGKRPLKCPDLNLDLC I SPPCQEEEEMEEAAMRVRPAVKREAGLCF
SQSHSHSHPAGEWGQGKRPLKCPDLNLDLC ISPPCQEEEEMEEAAMRVRPAVKREAGLCF
SQSHSHSHPAGEWGQGKRPLKCPDLNLDLC ISPPCQEEEEMEEAAMRVRPAVKREAGLCF

GCSLGLPRTADCKCSSSSFLGLRTAMLDFRSLEMK
GCSLGLPRTADCKCSSSSFLGLRTAMLDFRSLEMK
GCSLGLPRTADCKCSSSSFLGLRTAMLDFRSLEMK
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Slc: MYBA42 nucleotide sequence alignment
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-------------------------------------- ACTCGCTGCCTTCTCAAATCCA
CGGGCGCAGGAATTCGGCACGAGGGGAAACCCGCGCCCACTCGCTGCCTTCTCAAATCCA

—————————————————————————————————————————— ATGGGGCGGTCGCCGTGC
AACGCGAAGTAGCAACAAGCAAAAGCCCAGATCGATAATACGATGGGGCGGTCGCCGTGC
AACGCGAAGTAGCAACAAGCAAAAGCCCAGATCGATAATACGATGGGGCGGTCGCCGTGC

EAAEEAIXEAAXEAAXAAXAEAAXAAXAAXAEAAXAAAXAAXAAXAAAXAAAXAAXAAAXAAAXAAXAAAXAAAXAAAAAXAKX

TGCGAGAAGGCGCACACCAACAGGGGCGCGTGGACCAAGGAGGAGGACGAGCGGCTGGTG
TGCGAGAAGGCGCACACCAACAGGGGCGCGTGGACCAAGGAGGAGGACGAGCGGCTGGTG
TGCGAGAAGGCGCACACCAACAGGGGCGCGTGGACCAAGGAGGAGGACGAGCGGCTGGTG

GCCTACGTCCGCGCGCACGGCGAAGGGTGCTGGCGCTCGCTGCCCAGGGCGGCGGGCCTG
GCCTACGTCCGCGCGCACGGCGAAGGGTGCTGGCGCTCGCTGCCCAGGGCGGCGGGCCTG
GCCTACGTCCGCGCGCACGGCGAAGGGTGCTGGCGCTCGCTGCCCAGGGCGGCGGGCCTG

CTGCGCTGCGGCAAGAGCTGCCGCCTGCGCTGGATCAACTACCTCCGCCCGGACCTCAAG
CTGCGCTGCGGCAAGAGCTGCCGCCTGCGCTGGATCAACTACCTCCGCCCGGACCTCAAG
CTGCGCTGCGGCAAGAGCTGCCGCCTGCGCTGGATCAACTACCTCCGCCCGGACCTCAAG
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CGAGGCAACTTCACCGCCGACGAGGACGACCTCATCGTCAAGCTGCACAGCCTGCTCGGG
CGCGGCAACTTCACCGCCGACGAGGACGACCTCATCGTCAAGCTGCACAGCCTGCTCGGG
CGAGGCAACTTCACCGCCGACGAGGACGACCTCATCGTCAAGCTGCACAGCCTCCTCGGG
I o o SR
AACAAGTGGTCGCTCATCGCCGCGCGGCTCCCGGGGCGGACGGACAACGAGATCAAGAAC
AACAAGTGGTCGCTCATCGCCGCGCGGCTCCCGGGGCGGACGGACAACGAGATCAAGAAC
AACAAGTGGTCGCTCATCGCCGCGCGGCTCCCGGGGCGGACGGACAACGAGATCAAGAAC
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TACTGGAACACGCACATCCGGCGCAAGCTGCTGTGCAGCGGCATCGACCCCGTCACGCAC
TACTGGAACACGCACATCCGGCGCAAGCTGCTGTGCAGCGGCATCGACCCCGTCACGCAC
TACTGGAACACGCACATCCGGCGCAAGCTGCTGGGCAGCGGCATCGACCCCGTCACGCAC

AEEEEAEAXAAXAXAEAAXAAAALAALAAAAAAAXA AAAXAAAXAAXAAAXAAAXAAAAAAAAAAXX

CGCCGTGTCGCGGGTGGCGCCGCGACCACCATCTCGTTCCAGCCCAGCCCCAACTCCGCC
CGCCGTGTCGCGGGTGGCGCCGCGACCACCATCTCGTTCCAGCCCAGCCCCAACTCCGCC
CGCCGCGTCGCGGGGGGCGCCGCGACCACCATCTCGTTCCAGCCCAGCCCCAACTCCGCC

GCCGCCGCCGCC---GCAGAAGCAGCAGCGCAGGCGCCGATCAAGGCCGAGGAGACGGCG
GCCGCCGCCGCC---GCAGAAGCAGCAGCGCAGGCGCCGATCAAGGCCGAGGAGACGGLG
GCCGCCGCCGCCGCCGCAGAAACAGCAGCGCAGGCGCCGATCAAGGCCGAGGAGACGGCG

GGCGTCAAGGCGCCCAGGTGCCCTGACCTCAACCTGGACCTCTGCATCAGCCCGCCGTGC
GGCGTCAAGGCGCCCAGGTGCCCTGACCTCAACCTGGACCTCTGCATCAGCCCGCCGTGC
GCCGTCAAGGCGCCCAGGTGCCCCGACCTCAACCTGGACCTCTGCATCAGCCCGCCGTGC
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CAGCATGAGGACGACGGCGAGGAGGAGGACGAGGAGCTGGACCTCAAGCCCGCCTTCGTC
CAGCATGAGGACGACGGCGAGGAGGAGGACGAGGAGCTGGACCTCAAGCCCGCCTTCGTC
CAGCATGAGGACGACGGCGAGGAGGAGGACGAGGAGCTGGACCTCAAGCCCGCCTTCGTC
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AAGCGGGAGGCGCTGCAGGCCGGCCACGGCCACGGCCACGGCCTCTGCCTCGGCTGCGGC
AAGCGGGAGGCGCTGCAGGCCGGCCACGGCCACGGCCACGGCCTCTGCCTCGGCTGCGGC
AAGCGGGAGGCGCTGCAGGCCGGCCACGGCCACGGCCACGGCCTCTGCCTCGGCTGCGGC
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CTGGGCGGACAGAAGGGAGCGGCCGGGTGCAGCTGCAGCAACGGCCACCACTTCCTGGGG
CTGGGCGGACAGAAGGGAGCGGCCGGGTGCAGCTGCAGCAACGGCCACCACTTCCTGGGG
CTGGGCGGACAGAAGGGAGCGGCCGGGTGCAGCTGCAGCAACGGCCACCACTTCCTGGGG

CTCAGGACCAGCGTGCTCGACTTCAGAGGCCTGGAGATGAAGTGA-—————————————-
CTCAGGACCAGCGTGCTCGACTTCAGAGGCCTGGAGATGAAGTGAACGAAACGAAGCCCA
CTCAGGACCAGCGTGCTCGACTTCAGAGGCCTGGAGATGAAGTGAACGAAACGAAGCCCA

EAAEEAXEAAXEAAEAAXAAAXEAAXAXAAAXAAAAAXAAXAAAXAAAXAAXAAAXAAAXAAAAAXAAAXAAAAAXXX

CACGTCCTTTCTTCTCC == ——mm oo
CACGTCCTTTCTTCTCCTTTTGTTGTCGGTTGTAGTCTTGGCTTGTTGGATTTGGATAGA
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TACTTATAAGGTGTTTGGGTTGAGAAATGAACTAGTCTATTATCTTTTC



S1d: MYB42 amino acid sequence alignment
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MGRSPCCEKAHTNRGAWTKEEDERLVAYVRAHGEGCWRSLPRAAGLLRCGKSCRLRWINY
MGRSPCCEKAHTNRGAWTKEEDERLVAYVRAHGEGCWRSLPRAAGLLRCGKSCRLRWINY
MGRSPCCEKAHTNRGAWTKEEDERLVAYVRAHGEGCWRSLPRAAGLLRCGKSCRLRWINY

LRPDLKRGNFTADEDDL I VKLHSLLGNKWSL TAARLPGRTDNE IKNYWNTHIRRKLLCSG
LRPDLKRGNFTADEDDL I VKLHSLLGNKWSL IAARLPGRTDNEITKNYWNTHIRRKLLCSG
LRPDLKRGNFTADEDDL I'VKLHSLLGNKWSL IAARLPGRTDNE IKNYWNTHIRRKLLGSG

EAEAXEEAEXEAXAXAEAAXEAAXAAXAAAXAXAAAXAAXAAAXAAAXAAXAAAXAAAXAAAAAAAAXAAAAKA Kk

IDPVTHRRVAGGAATT I SFQPSPNSAAAAA-AEAAAQAP IKAEETAGVKAPRCPDLNLDL
IDPVTHRRVAGGAATT I SFQPSPNSAAAAA-AEAAAQAP I KAEETAGVKAPRCPDLNLDL
IDPVTHRRVAGGAATT I SFQPSPNSAAAAAAAETAAQAP IKAEETAAVKAPRCPDLNLDL

*x -

CISPPCQHEDDGEEEDEELDLKPAFVKREALQAGHGHGHGLCLGCGLGGQKGAAGCSCSN
CISPPCQHEDDGEEEDEELDLKPAFVKREALQAGHGHGHGLCLGCGLGGQKGAAGCSCSN
CISPPCQHEDDGEEEDEELDLKPAFVKREALQAGHGHGHGLCLGCGLGGQKGAAGCSCSN

EEAEEAXEAAXEAAX AKX A AKX EAAX AKX A AXAAAXA AL A XA AXAXAAXAXAXAAXAAAXAAXAXAAXAAAXAAAAXdK
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GHHFLGLRTSVLDFRGLEMK
GHHFLGLRTSVLDFRGLEMK
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