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MGRRAWSAKEGVKRGAWTSKEDETLASYVKAHGEGRWKQVPLKAGLRRCGKSCRLRWLNY
MGRRACSANEGVKRGAWTSKEDDTLASYVKAHGEGRWKEVPLKAGLQRCGKSCRLRWLNY
MGMRTCSAKEGVKRGAWTSKEDQTLASYIKAHGEGRWKEVPLKAGLRRCGKSCRLRWLNY
-MRRACSAKEGVKRGAWTSKEDETLASYIKAHGEGRWKEVPLKAGLRRCGKSCRLRWLNY

LRPSIKRGNISDDEEELIVRLHRLLGNRWSLIAGRLPGRTDNEIKNYWNSTLGRKALPER
LRPSIKRGNISDDEEELIIRLHRLLGNRWSLIAGRLPGRTDNEIKNYWNSTLGRKVLPAR
LRPSIKRGNISDDDEELIVRLHRLLGNRWSLIAGRLPGRTDNEIKNYWNSTLGRKALPAR
LRPSIKRGNISDDEEELIVRLHRLLGNRWSLIAGRLPGRTDNEIKNYWNSTLGRKALPER

SA-TRMVSTPCASPGSV---------- SSNSGAATSSNAATPPLSAAVWAPKPVRCTGGL
LDTTRMVASPGASAGSCSSTGAATSALSSNCGAGTSAKAAAPPLSIAVWAPKPVRCTGGL
LDTTRTVATPCPSASSGSSTGASTAWLSSNCGDGTSAKAAGLLSSASVWVPKPVRCTGGL
AA-TRVVATPCASASSGSSTGASTAGLSSNCGAGTSAKAAGLLSSASVWVPKPVRCTGGL

FEHED--------- ARAVGGDGDECSGSSLVASSGGGDWMDDVRALASFLESDDDW--VN
FFGRDAPP-PPVTETRAVGGDGDECSGSSLGASSGGGDWMDDVRALSSFLESDEDW--VN
FLSRDAPP-PPVMETRAVGGDADECSGSSLVASSGGGDWMDDVRALASFLESDEDWDWVK
FLSGDAPLPAPVTQTRAVGGDGDECSGSSLAASSGGGDWMDDVRALASFLESDEDW=--VN

SLQMAG 224
SLQMAD 243
SLQMAY 245
SLHMAD 242

MDQPKPTPSAAASPAGADAAPNPYAFTCELPQSIYALAFSPSAPVLAAGSFLEDLHNRVS
MDQPKPTPSAAASPAGADAAPNPYAFTCELPHSIYALAFSPSAPVLAAGSFLEDLHNRVS

LLCFDSVHPTAASFRAVPSLSFDHPYPPTKLQFNPRAASTPLLASSSDALRLWHAPLDDL
LLCFDSVHPTAASFRAVPSLSFDHPYPPTKLQFNPRAASTPLLASSSDALRLWHAPLDDL

SASAPAPELRSVLDNRKASASEFCAPLTSFDWNEIEPRRIGTASIDTTCTVWDIERGVVE
SASAPAPELRSVLDNRKASASDFCAPLTSFDWNEIEPRRIGTASIDTTCTVWDIERGVVE

TQLIAHDKAVHDIAWGEAGVFASVSADGSVRVFDLRDKEHSTIVYESPRPDTPLLRLAWN
TQLIAHDKAVHDIAWGEAGVFASVSADGSVRVFDLRDKEHSTIVYESPRPDTPLLRLAWN

RYDLRYMAALLMDSNAVVVLDIRAPGVPVAELHRHGGCVNAVAWAPQAARHLCSAGDDGQ
RYDLRYMAALLMDSNAVVVLDIRAPGVPVAELHRHGGCVNAVAWAPQAARHLCSAGDDGQ

ALIWELPEAPAAVPPEGIDPVLVYDAGAEINQLQWVAGHPDWMGISIENKVQLLRV 356
ALIWELPEAPAAVPPEGIDPVLVYDAGAEINQLQWVAGHPDWMGISIENKVQLLRV 356
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60
59

218
237
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Fig. S6. Amino acid sequence alignment of each copy of TaMYB and TaWD40. A. amino acid
sequence alignment of four copies of TaMYB (TraesCS4D02G319800.1, TraesCS4D02G319700.1,
TraesCS4B02G323300.1, TraesCD5A02G495500.1). B. Amino acid sequence alignment of two
copies of TaWD40 (TraesCS6A402G259400.1, TraesCS6B02G286700.1).



