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Figure S1 Electrophoresis results of cBrMYB2 and different phenotypes of Chinese cabbage. a
Electrophoresis results of cBrMYB2 from purple head Chinese cabbage ‘11S91’°, and its female
parent ‘94S17° and male parent ‘95T2-5’; b-d different white head Chinese cabbages; e orange
head Chinese cabbage; f-i different purple head Chinese cabbages; j electrophoresis results of
cBrMYB2 from different phenotypes of Chinese cabbage. M1: DL2000 Marker.
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Figure S2 Multiple sequence alignment analysis of BrMYBs in Brassica rapa.
a Multiple sequence alignment analysis of cBrMYB2 among purple head Chinese cabbage

‘11S91° and its parents ‘94S17° and ‘95T2-5". ‘95T2-5" and ‘11S91° had consensus coding

sequence (CDS). The cBrMYB2 of ‘Chifu’ was downloaded from BRAD database.
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¢ Multiple sequence alignment analysis of cBrMYB2 from different phenotypes of Chinese

cabbage. The cBrMYB2 of ‘Chifu’ was downloaded from BRAD database.
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d Multiple sequence alignment analysis of gBrMYB2 between purple head Chinese cabbage
‘11S91° and its female parent ‘94S17°. ‘95T2-5" and ‘11S91° had consensus genomic DNA

sequence (gDNA).

11591-gBrMYB2 ATGGAGGGTTCGTCCCAAGGGTTGRRRRRAGGTGCA TAATCTCTTGAGGCRATGCATTGATAAGIAT 100
94517-gBrmyb2 GGAGGGTTICGTCCCAAGGGTTIGARRRAAGGTGCATGGACTGCTGARGRAGATAATCTCTTGAGGCAATGCATTGATARAGTATGG. 100
Consensus atggagggttcgtcccaagggttgaaaaaaggtgcatggactgctgaagaagataatctcttgaggcaatgecattgataagtatggagaagggaaatgge
11591-gBrMYB2 [ACCAAGTTCCTITTAAGAGCTGGTATGTCH 7] C NCACACACACACACACACACATA, 197
94517-gBrmyb2 ACCRAAGTTCCTTTAAGAGCTGGTATGTCMTTITITITITGATARCATAAGAGCTGGTATGCTACTTTITATTIARTTTIT|MCACACACACACACACACACATA 200
Consensus accaagttcctttaagagctggtatgtc tttttttttgataacataagagectggtatgoctacttttattaatttt cacacacacacacacacacata
11591-gBrMYB2 297
94517-gBrmyb2 300
Consensus

11591-gBrMYB2 TTGTITITCTTITCGT T I TAATGAAGGAATCATAGATICATATGTTCTAATGTITITCAT R AR AR AR AR CATTTGCGTITCTTICATGTITTARTTACRRR) 39
94517-gBrmyb2 TIGTITTICTITITCGTITITAATGAAGGAATCATAGATTCATATGTICTAATGTITTITCATCGEMARRRARRACATTITGCGTICTTCATGTTTAATTACARA 39
Consensus ttgtttttcttttcgttttaatgaaggaatcatagattcatatgttctaatgtttttcaty aaaaaaaacatttgcgttcttcatgtttaattacaaa
11591-gBrMYB2 GAGRAAGAGCTTTTITGATTAGTGAACTTITCTGCACGRACCCGTIGTG 497
94517-gBrmyb2 TCAACTCTICTTTATTIGATTCGTCGTTTITICTTITITTITTTITTGAGARAGAGCTITITTIGATTAGTGRAACTTTITCTGCACGAAC G| 498
Consensus gcgagaaaatgtcaactctctttattgattcgtcgtttttctttttttttttgagaaagagcttttttgattagtgaacttttctgcacgaacccgtgtyg
11591-gBrMYB2 TTTGIGIGGRATATGTITGTTTATTCTGGTGTACTTIGATCCT TR TGATARAATTITACTICCTITGTIRTTARATATAAGATATTITTGGTAGRAGCA 597
94517-gBrmyb2 TTTGIGTIGGAATATGTITGTTTATTCTGGTGTACTTIGATCCTT(QeTGATARRATTITACTTCCTITGTI@TTARATATAAGATATTTITGGTAGRAGCA 598
Consensus tttgtgtggaatatgttgtttattctggtgtactttgatccttc tgataaaattttacttcctttgtt ttaaatataagatattttggtagaagea a
11591-gBrMYB2 697
94517-gBrmyb2 698
Consensus

11591-gBrMYB2 D I T P 749
94517-gBrmyb2 TCTAATACTATAAARGAAGACTATTCTICTICTITCTCAGCTTGCCACGTIC 798
Consensus

PUESOV=GRIMTED.  avrarvaaavara e o e o oo oo o oo oo (oo a0 a0 B B B AL R 749

94517-gBrmyb2 ACTGAATCGAATTICTAACAATGCGACACGTGTTICGTGCTCATGTIATACTCTGCGTTTICATIARAGCTTGATGTGGGCTGGTGTTTTICAATTACGGTTIT 898
Consensus

TESON GRTMIBD  oasaa s o s S R B B B F BFG T RIRSUSURURIRIRT 749
94517-gBrmyb2 GATACATATTGGATCTCAATAATAATAGGCCCATTTCARAATCATGAGAGATGCAAGCCGATTAGGGTTTCTGCTCTTICTTICTTCATCGACACCARRAACA 998
Consensus

L1591 -gGBIMYB2 ovaveaveerae e s e se s s s s sase s sisssessesesesssssssees/esessssesssessseseseesess’sssessssessssssseesesassessssn 749
94517-gBrmyb2 GTTCCCARACAARAATGATGGGAGTTTICGAGGTATCTCTITGTTGATCTTCGATGGCGTCGTTCTGGTTACTCTCCTAATTAGATGRAACGCTCCARAGTT 1098
Consensus

11591 -gBXMYB2 . e sceaaaaasas as e s s s asasassssssas’asas’sssss’ssas’assss’ssssassssssssssasassssssseassassssssssasasssssaas 749
94517-gBrmyb2 ACAGATCCATAGCCTTTATGACCTTCTTAACTCCARAGACCGAAATGAGGCACGATCTGACGTTGAATGCGAGTTTACTCTCTGTGAGGCGGTGTAATCT 1198
Consensus

e e 25 b d 2 L 749
94517-gBrmyb2 ACACAATATAAAGGTTAGCATCCTITCCCTTGAACATCATCCTCGCARATTCTAATAAAACTTCAAGGTAGTAGCTTITGTTITGATGTTITATCAAACTCTIA 1298
Consensus

PUSOV—GRIMTEED.  avrarvaa e e o e e o e o o oo oo oo oo a0 a0 B B L B B B L G 749
94517-gBrmyb2 GGTTTTIGTTIGGTTCTTTIGTCTTICTATTITCCTCTCCCCAAGATCGTTAGATARACATTITCGGATCGCTTTTGATARTTTTTITIGTCTTATCTACAGTT 1398
Consensus

L B e 1 h e d s T 749
94517-gBrmyb2 GGCTCAACACRAGCCACATGGTGATGGAAGATCTTTACAACAGTCGTTCACTGTGAAGCGGGGATTTTCGGAAGGCTATGGCARAGATTICTGTGTGAGGA 1498
Consensus

11591 -gGBIMYBL2 ovaveavearae e e es /e s ss s s’asesssss s sasases’sss’se’sea s/ s/sss’se’s s/as/as/sise’s e se;sessssss’ssasas/sss’ss’sea/esa’s/ssessas 749
94517-gBrmyb2 GATGAGTTGAGATGAGGATGAGAGTTCTTACTTTTCTITGAAGRAAATTGATTGACGGTTCRAGACAATTACTCCATTAGCGCCCGCGAACCTGTGGGRAG 1598
Consensus

11591 -gBTMYB2 . e e aae e s s s s e aaeasassssssesasassssssssssasassssssssasassssssssasasssssssssssssssessssssscasas 749
94517-gBrmyb2 AGCTTICGTAGTGTITGGTTTACTCGCCGGTGGCGTTGCGGAAGTTCARTTCGTCGGCACCGTTTARATGGCAACACCGACTCACTTCATCTTICATCTICT 1698
Consensus

e e 25 b d 2 T 7439
94517-gBrmyb2 TTGGGACGACATCTGCGCCGTGGTAACATGCTTICTTATIGTCGGTGTGGTGACGTCAGCCTCTCCACACATTICARACGCATGTTATTGACAATCAAATT 1798
Consensus
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94517-gBrmyb2
Consensus
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Consensus
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Consensus
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Consensus
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Consensus
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94517-¢Brmyb2
Consensus
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Consensus
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Consensus
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Consensus

11591-gBrMYB2
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Consensus
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94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-¢Brmyb2
Consensus

ATTATGCAGGCTTTICTICTICARACATACAGAGCTTICCATAGTTATIGTITARATCTTAATCATGTCTGAGGATACCATCACCGTCCCTCTCAGCTGCTGGRAT

TIATAARCATGGTGGCTGATCCARGRARTACCTGAACATTGCAATCTTICTTARGAGCACCGAATGTAACATGTGACGAGGTGTCARARAGCTCTICTAGATT

GTARGATTIGGICICCCATTIGGTTTIGTTACTIAGGGGTAAAGTICTATTITGCTTITGATCACTTICAACTTIGCAAARTAGTGTTARCGGRACACATICTATG

CACTARTCTTATITCCATCATITTICTATTICACTCCACTARTCARGTTCAGTCCAACGACTATITATCATCCAGGRATCAAGTTCTATITGTTARATATAT

TTIGTGARATCACACACAGCCAAGCTATCCACARATTTATTGAACAATCTICTTCARAGACARACTTATAATACACTGCCACTTITCARARRATGTTTTIGTIGTA

TTCTIAACCACGAGGAGTTTAGTGTITGGAARRATATATIGGAGGTGCAGTGTTTATACCGRRAAGTTCTCAGGCAGAGATATTGTGTAGGTCTARATGTICAT

AARAGGARCAGRRAATATAGTAGATGGARTICTGTITTTGTGTCCAGTTATATICTCCGACTGTAGCTTIGRAGAGCARRCTATCTARGAGRAGGTGAGATIG

GITTTAATCTGCCATTTCTGGAGAGTTGTGAAGATGTTGAAGGAGAGCARGGTGAAGAATGTGATTGCTCACGCTGGGTTGTAAGAGACAGTCTTAGCTA

TIGIARGAGTATATTGTITATIATATARTGGTIGARAGAGTCGAAGTTGATGCTCACTGGAAGGAAATGAAGTAATGGARRRRRAACTCCACTAGATGCARGA

AACARATAGTTITTICTAARGTAGCGTTGARRTATTATCAATARARRATARAAGTATATARCARACAATGTTTATTTGATARGATTITCTARACARTARRGAGTGT

TAAAGATTCGGCARATARATTATITAGAARTGTACATGATACARAATATTGCARAGTTTITITITITITITITGCTARRAGTAARATGTIGTITGTIGTTIGATTITIA

ARATATTGCARAGTTGTTATGARRRATGTAATATCTGAAGATACCATCGARRACATTARAACATTARATITTAACACATTITCCAACAGTTARRRATATCA

ATGTATTATTAACCGRRAGICAARCATTITTATCTATTARARAGTATTATACATGCTTATCAACGTCCCTACCACARATTATAACTAATTARATCARAGTITGA

749
1898

749
1998

749
2098

749
2198

749
2298

749
2398

749
2498

749
2598

749
2698

749
2798

749
2898

749
2998

749
3098

749
3198

749
3298

749
3398

749
3498

749
3598

749
3698



11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBxrMYB2
94517-gBrmyb2
Consensus

11591-gBxrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

11591-gBrMYB2
94517-gBrmyb2
Consensus

AGCCARRTATCTARTACTCAATATICTTIGTITCCARARTCTTARTARTARAAATGARARAATATTAGCARARCATTIGTTITACTITTARTTTIATTITITIGARAR

ARAACTARTTTARAT T T T AT AR ACART AR A AT AT AR TTATGAAAGTAGTTTATATAATGAATARAATATACARAATTATAGTTAATTITAARTTARTARTG

ATATGARAARTAARARATATGICTTTACATARTCGAACARAGARRRARATATARAATAGTCTGACRACARACARAGATAGARGARRTGARATTAGTTIGATIT

tattggataatt aaacatcaaaa ttca taaaacatcctatttttaggaacatatggagtaggagacgcgaat

gcagtttttgctcgttcttttaataatattaaatgtcaattattggttttgtaggtctaaatcggtgcaggaagagttgtagactaagatggttgaacta

C g AGACA
TTTGRAGCCRAGTATCRAGAGAGGAARACTCAACTCCGATGAAGTTGATCTICTITA ECCCCTT ATAAGCTTTTAGGAAIACIAGGITTACATT
tttgaagccaagtatcaagagaggaaaactcaactccgatgaagttgatcttcttat cgccttcataagettttaggaaacaggtttacattc agaca

TATATCCCTAATTITTTCRAATGCATGCTTIAGGTIGGTCTITTAATTGC
AGTCRRATATATCCCTAATTITTICARATGCATGCTTAGGTGGICTITAATTGCIGGTIA

CRAGATGRRRRAGAGRRACATTCCITGCTCTTATACCACACCAGCCCA
GATGARRARRAGAGRRRCATTICCTTGCTCTTATACCACACCAGCCCA]
aaaattactggaacacccatttgagtaagaaacatgaaccgggttgtaagacccagatgaaaaagagaaacattccttgetcttataccacaccagecca

CGTTTTCAAACCTCGACCTCGRTCCTICACCGTT ACAGCGGCTGCAGCCATRAATARTGGCATGCCAGRAGCTHECATTGTTCCTCTATGC
CGTTTTICRRACCTCGACCTCGATCCTTCACCGTTARCAGCGGCTGCAGCCATRAATARTGGCATGCCAGRAGCTEECATTGTITCCTCTATGC

aaaaatcgacgttttcaaacctcgacctcgatccttcaccgttaacagcggetgcageccataataatggcatgccagaagctg cattgttectctatge

CITGGACACAACGATACTAATAATGITICTIGARARTATAATCACATGTAACARAGATGATGATARATCTGAGCTTGTTAGTICATITAATGGATGGTCAGA)
CTTGGACACAACGATACTAATAATGTITICTGARRRTATAATCACATGTARCARRAGATGATGATARATCTGAGCTTGTTAGTCATTITAATGGATGGTCAGA)
cttggacacaacgatactaataatgtttctgaaaatataatcacatgtaacaaagatgatgataaatctgagettgttagtcatttaatggatggtcaga

ATAGGTIGGIGGGARAGTTTGCTAGATGAGAGCCAAGATCCAGCTIGCGCTICITICCA ACTACAGCRAT. ARAGGGCGCRACCTCCGCGTITIGACGT
ATAGGTGGTGGGRARAGTTTGCTAGATGAGAGCCRAGATCCAGCTGCGCTCTTTICCAGRRACTACAGCAATARARRAGGGCGCARCCTCCGCGTITTIGACGT

GCCTIGTTIGGATGGAGARACTGGARACTIG
TGAGCRACTTTGGAGCCTIGTTGGATGGAGRRACTGGRACTIG

tgagcaactttggagcctgttggatggagaaactggaacttyg
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e Multiple sequence alignment analysis of gBrMYB2 from different phenotypes

cabbage. The gBrMYB2 of ‘Chifu’ was downloaded from

chifu-g

s93-g

o
G

BriYE2
Brmyb2

BriMyB2
3

BRAD database.

of Chinese
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Figure S3 Multiple sequence alignment analysis of BrMYB2 in different Chinese cabbages.
‘11S91° and ‘95T2-5’ had consensus BrMYB2 sequences, whereas ‘Chifu’ and ‘94S17° had

consensus BrMY B2 sequences.

BrMYB2-94517.txt MEGSSQGLRRGANTAEEDNLLRQCIDRKYGEGKWHQVELRA 40
BrMYB2-11591.txt MEGSSQGLRRGAWNTAEEDNLLRQCIDRKYGEGKWHQVELRA 40
Consensus nmegssqglkkgawtaeednllrqcidkygegkwhgvplra

BrMYB2-94517.txt GLNRCREKSCRLRWLNYIKPSIKRGKLNSDEVDLLIERLHKL 80
BrMYB2-11591.txt GLNRCRESCRLRWLNYIKPSIKRGKLNSDEVDLIMRLHKL 80
Consensus glnrcrkscrlrwlnylkpsikrgklnsdevdll rlhkl

BrMYB2-94517.txt LGNRWSLIAGRLPGRT2ZNDVENYWNTHLSKRHEPGCRTIQM 120
BrMYB2-11591.txt LGNRWSLIAGRLPGRT2ZNDVENYWNTHLSKRHEPGCRTIQM 120
Consensus lgnrwsliagrlpgrtandvknywnthlskkhepgcktgm

BrMYB2-94517.txt KRRNIPCSYTTPAQRIILVFRPRPRSFTVNSGCSENNGMPE 160
BrMYB2-11591.txt ' KRNIPCSYTTEPAQRILVFRPRPRSFTVNSGCSHNNGMEE 160
Consensus kkrnipcsyttpaqkicvikprprsftvnsgcshnngnpe

BrMYB2-94517.txt 8 IVPLCLGHNDTNNVEENIITCNKDDDKSELVSHLMDGQ 200
BrMYB2-11591.txt e TVPLCLGHNDTNNVEENIITCNREKDDDRSELVSHLMDGQ 200
Consensus a ivplclghndtnnvseseniitcnkdddkselvshlmdgg

BrMYB2-94517.txt NRWWESLLDESQUPAAILFPETTAIRKGATSAFDVEQLWSL 240
BrMYB2-11591.txt NRWWESLLDESQUPAALFPETTAIRKGATSAFDVEQLWSL 240
Consensus nrwweslldesqdpaalfpettaikkgatsafdveqlwsl

BrMYB2-94517.txt LDGETIG 246
BrMYB2-11591.txt LDGETIG 246

Consensus

ldgetg



Figure S4 Electrophoresis results of gBrMYB2 from different phenotypes of Chinese cabbage
and co-segregation analysis using markers ‘BrP1’ and ‘BrP2’ in the F. population. a
Electrophoresis results of gBrMYB2 from purple head Chinese cabbage ‘11591, and its female
parent ‘94517’ and male parent ‘95T2-5’; b electrophoresis results of gBrMYB2 from different
phenotypes of Chinese cabbage; c co-segregation analysis using marker ‘BrP1’ in the F»
population; d co-segregation analysis using marker ‘BrP2’ in the F> population. W: white head
Chinese cabbage; P: purple head Chinese cabbage; H: hybrid Chinese cabbage. M1: DL2000
Marker; M2: DL10000 Marker; M3: DL5000 Marker.
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Figure S5 Multiple sequence alignment analysis of MYBs in different Crucifer species. At:
Arabidopsis; Bo: B. oleracea; Br: B. rapa; Rs: Raphanus sativus. Arrowheads indicate
differential proteins produced by SNPs between purple head Chinese cabbage ‘11591’ and its

female parent ‘94S17°.

ATMYBB113 WM EETMLLRSCIPKYGEGKWHEVE ;INQCRKSCRLRWTN&L"E-iIZ—;GZGSEEVE RLEBL 80
ATMYB114 R EEDE LLRSCIeKYGEGRKWHeVEH FINRCR&SCRLRNTN&LlEiIEiGZE*SDEVE ISR L 80
ATPAP] ‘M EEDSLLREC YGINRCREKSCRLRWLNYLK i FEGKME SDEVDIISIRLES L 80
ATPAP2 WM EEDELLReC RIEGINRCRESCRLRWLNYLKFP = I:.CIL*SEEVE JSIRTLHSL 80
BOMYB2 RS EEDR LLR@eC REMGINRCRESCRLRWLNYLKP S IFRGKM SDEVDLMMRLHAL 80
BRMYB1 W EEDELLREC REGINRCRKSCRLRWLNYLKPR IF G SOEVDLSIRLEA L 80
BRMYB2-115/95T e EEDR LLReC Ry FINRCR&SCRLRWTN&LlEiI hC I SCEVDI3MRLESL 80
BRMYBZ_CHIFU_ W EEDR LLReC RIFGINRCRESCRLRWLNYLK hC 8 SOEVDLIME RLES L 80
BRPAP1 340 T2 EEI"LLWQC RIEGINRCRESCRLRWLNYLK BGIL*SEEVE ISIRTLEHSL 80
RSMYB1 YO TR 8 LLReCi}uE REGINRCRKSCRLRWLNYLKE = IE SGKIMS SDEVDIIMRRTL.HAL 80
Consensus gl kg W eed 1lr ci kygegkwh vp r glnrcrkscrlrwlnylkp i gk sdevdl fArlh 1

R2 R3
ATMYBB113 LGNRWSLIAGRLPGRTA Nti RO IR, DERCIETEMIN . . ENITSEPIS NOVNI 158
ATMYB114 LGNRWSLI GRLPGRTANEH?N;NNT-ILG' OKTKIKR. . INIITPPNTRAOKRVDIH. . .. ... .| ......... 139
ATPRP1 LGNRWSLIA GRLPGRIM-H‘:.NYWNIHLS: E @K TKMEE . .RDITPIPTT NNDCNHLNA 157
ATPRP2 LGNRWSLIA GRLPGRTAHI‘,N&NNTiLS~KZ K TKMEE . .RDITPIPTT NNDCNHLNA 157
BOMYB2 LGNRWSLIAGRLPGRTANDEKENYWNTHLSEKE SKTCOMEE . .RNIPCSYTT NNGCSHING 157
BRMYB1 LGNRWSLIZ GRLPGRTANEE?NHNNTﬂLS:KI OKTKMER . .RNVTFSSTT NNGCSHLHG 157
BRMYB2-115/95T] LGNRWSLIAGRLPGRTANWKNYNNT:—IL OETCMER . .RNIPCSYTIT NSGCSHNNG 157
BRMYB2 CHIFU_ LGNRWSLIZ GRLPGRIAN[‘?NYWNI‘-{LS' E OETCMER . .RNIPCSYTIT NSGCSHNNG 157
BRPAP1 LGNRWSLIA GRLPGRTAHI‘?N&NNTHLSZ.' ONTKMEE . .RNIPCSSTIC NNGCSHFNG 157
RSMYB1 LGNRWSLIAGRLPGRTANDEKENYWNTHLSEKRE SKTCMEREXRNIPCSPTT NNGCSHIIG 158
Consensus lgnrwsliagrlpgrtand knywnthlsikh c KPRPRSET
ATMYBB113 LERVDVVELHEGLN . NNYNVCESSITCNRDEQRCKEININELLGOCNMANWESLEEAD. . . . VEGBEATETARGVILEELFEQ 233
BEMYBENE  aaeaaaaaaa e e e e e e e e e e e e e BB B B B 0 0 8 0 S B B S S S S S e 139
ATPAP1 PERVEVNEPCEGLN . INNVCDNSIIYNKEXKKECQEVN . NETLGDNMWNLEXKFLEESQEVDILVEEATTTERGCILAFDVDO 235
ATPRP2 PPRVEBVNEPCLEGLN . INNVCDNSIIYNKDRKKDQLVN . NEILGDNMWLEXKFLEESQEVDILVPEATTTERGDT LAEDVDQ 235
BOMYB2 MPEADIVPLCLGLNDTNNVSENIITCNKODDKFELVS . NEMIGONRWWESLLDESQUPAALFPEATATKRGATSAEDVEQ 236
BRMYB1 LEEVODVVEPCLGLNNINNVCENSMTCNEAGEKYELYS . NEMCGENMWWESLEEESKQPDGEVEKGIATKRGATFAEDVEQ 236
BRMYB2-115/95T MPEAGIVELCLGHNDTNNVSENIITCNEDDDKSELVS . HEMIGONRWWESLLDESQUPAALFPETTAIKKGATSAEDVEQ 236
BRMYB2 CHIFU_ MEEZDIVELCLGHNDTNNVSENIITCNKELDKSELVS . HEMIGCNRWWESLLDESQLPAALFPETTIAIKKGATSAEDVEQ 236
BRPAP1 QERVBVIPLFEGVNNTNNVCENSITYKEDAERYELVN . NEMIGENMENWKSLEEESQEPVAIVEESTETERLATSAEDVEQ 236
RSMYB1 MERPODVVELCERSNNTKNVCESIATCNKODDKSELDS . NEMIGONMWWEGLENENPDPAALFPEATATERGATSAEDVEQ 238
Consensus
ATMYBB113 IWARFDEETLEL 245
ATMYBIIE = . eesieesiesies 139
ATPAP1 LWSLFBGETVKF 247
ATPARP2 LWSLFDGETVKF 247
BOMYB2 LWSLLDGETIGT. 247
BRMYB1 LWNMLBGETIVEL 248
BRMYB2-115/95T LWSLLDBGETIGT. 247
BRMYB2 CHIFU_ LWSLLBGETCGT. 247
BRPAP1 LWNLLBGETVEL 248
RSMYB1 LWSLLDGETIV. . 248

Consensus



Figure S6 Multiple sequence alignment analysis of MYBs in different Solanaceae species.

Can NTAIIBKS
LEANT1 NST.SMSS
NTAN2 NICTNKSS
PHAN2 STS.NAST
SMMYB NTZ . TVAKE
Consensusm
Ccan E @NRCRKSC
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NTAN2 E @NRCRKSC
PHAN2 4% ¥ GINRCRKSC
SMMYB wd ANRCRKSC
Consensus r g
Can LERLIGECE L TAGRL PRV NIRUIRAR SHLGRERLITAP
LEANT1  LERLLERENELTAGRL POINASHRAINI TNLLRELNTTK
NTAN2 LHRLION:NE L IAGRL PQIAINUIN4N SHLREELILPH
PHAN2 LHRLIOU:0E L IAGRL P9IV THLRERLILPH
SMMYB . IRHKERENEIZE. . . THIKBRTNSRMR
Consensus gnrws
Can HRQE .KKYNTALEIIT . KNVIRERHSTFSFSAXNNISHET
LEANT1  IVPREKINNRCGEISTKIEIZ KYFFSTMEN. . .VT
NTAN2 DGK..ESKQRAKRIL. . . . IHRERERTFSKTINT. . . .. cv
PHAN2 DQKQ.ESKNRAVRITIE . NNI PAMNNF . BCW
SMMYB KHN....NARITENT .WET
Consensus r

[K/R]PRPRTFS
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CAR TSEZENC . KEIEECVAAVCIFEEKNKLVESEEHDE IN
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Consensus ww
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LEANT1
NTANZ
PHANZ
SMMYB

SADID.LWNLL
SAREID.LWNLL

Consensus

40
39
40
39
32

120
119
120
119

33

158
156
149
156
139

197
186
185
193
155

236
223
217
223
187

251
263
220
243
192

261
273
220
254
192



Figure S7 Prediction of elements of BrMYB2 promoter in 11S91. Sequence marked with

different color was in accordance with element showing in figure statement, and figure mainly

showed results at the upstream region of 1500 bp started from ATG translation start site.
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Figure S8 Alignment analysis of BrMYB2 promoter in different Chinese cabbages. Results

showed the different CT repeat region.

Line94517-ProBrmyb2 TA CAACTTTGTIGICTCGGTTACAGTIGGA. C TRAG. 1300
Line95T2-5-ProBrMYB2 A AAGTCCRACTTITIGIGTICTCGGTTACAGTGGA. AGT GA 1300
Linel1591-ProBrMYB2 T. AAGTCCARACTTIGTGTCTCGGTTACAGTGGAA. C GT G. 1300
Cons

TTGCGTCIGATACTACAGGRA GT TAT. TR TARAT 1400
TTGCGTICTGATACTACAGGA. TARTGTAGGCTACTTCTGTIGGTARAT. 1400
TTGCGTCIGATACTACAGGR GT. TA. TCTAGGCTACTICTGTGGTAAAT 1400

CATGCACATACC. ¥ A AGA A ACH 1500
CRIGCACATRCCAA ATA AT 1500

Ll?e lSQ’—PrO“rHYBc 1500
Consensus

Line94517-ProBrmyb2 TGTAGTCARACGATTATGATGGATITCATCARATCTTATTIGTITITITAATA ATATTTCTGRACTCCCTAGCCA. 1600
Line95T2-5-ProBxrMYB2 TGTAGTICARAACGATTIATGATGGATTITCATCARATCTTATIGTITTTAATATCA ATH TTTCTCARCTCCCTAGCCHAAAG 1600
LinellS91-ProBrMYB2 TGTAGTCARACGATTATGATGGATTITCATCARATCTTATIGTTITTAATATCARR ACATA 1600
Consensus

Line94517-ProBrmyb2 AT ARATAGTGATTIGTGTACTCATAATTATTGTAGCTGATITTIGTCTACATACACTITIGTITIG 1700
Line95T2-5-ProBrMYB2 IT AAATAGTGATTIGTIGTACTCATAATTATTIGTAGCTGATTITIGICTACATACACTIGTIIG 1700
inellS91-ProBrMYB2 b ye ACAATTTGCAARATAGTGATITGIGTACTCATAATTIATIGTAGCTGATITITGTICTACATACACTIGTIG 1700

QK
o
o
w
m
o
w
o
w

Line94517-ProBrmyb2 [ ACAGARRARCARTACGCTACTTATCAAGTITGIGTACTCATACATCAACCCTCIGTICTICICTCTICICTCTCTICTCTICTICTCTICTICTCTICTICTCTICTICTCIC
Line95T2-5-ProBrMYB2 [ ACAGARARACAATACGCTACTTATCAAGTITGIGTACTCATACATCAACCCTCTIGTCTICTICTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTICTCTCTIC|
LinellS91-ProBrMYB2 [ACAGRRRAACARTACGCTACTTATCAAGTITGIGTACTCATACATCAACCCTCIGTICTICICTCTICTICTCTCTICTCTCTICTCTICTICTCTICTICTCTICTICTCTIC|
Consensus acagaaaaacaatacgctacttatcaagttgtgtactcatacatcaaccctctgtctctctctetctctctctctctctctctctetctctctctctete
Line94517-ProBrmyb2 TCTCTCTCTCTCTCICTCTCTICTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCyNosNossoyNe TCTATTCTGTTTTTAACTCTGGTGCATGRAAGC] 1900
Line95T2-5-ProBxrMYB2 TCTICTCTICICTCTICICTCTICICTCTCTICTCTICTICTCTCTICTCTCTCTCTCTCTCTCTCT CRu TCTATTICTGTITTTITAACTCTGGTGCATGARAGC 1892
LinellS91-ProBrMYB2 TCTCTCTCTCTCTCTCTICTCTCTCTCTICTCTCTCTICTCTCTCTCTCTCTCTCTCTCTCTCu o NesNoN TCTATTCTGTTITTTAACTCTGGTGCATGAAGC] 1898
Consensus tctctetctetctetctctetctetctetctectctctetctetctetctectctctetcte tctattctgtttttaactctggtgcatgaage
Line94517-ProBrmyb2 TGTTCICTCTTTITAATCATATARACCACCTTITCCACCAATCATTAATCGTCCTTITCTGCTAACTTTGCTAAGAGGCATGTTTITTCCTTITARAGTACT 0
Line95T2-5-ProBxrMYB2 TGITCICTCTTITAATCATATARACCACCTITITCCACCAATCATTAATCGTCCTITCTIGCTAACTTTIGCTAAGAGGCATGTTITITICCTTITARAGTACT 1992
LinellS91-ProBrMYB2 TGTTCTICTCTTTTAATCATATAARACCACCTTITCCACCAATCATTAATCGTCCTTTCTGCTAACTTTGCTAAGAGGCATGTTTITTCCTTITARAGTACT 1998
Consensus

Line94517-ProBrmyb2 HT GARRATGGACTARAGTGCTATGAACCTITTICTGTATTITAGTTITGAATCAGTA! 2100
Line95T2-5-ProBxrMYB2 iL G ALL, ATGGACTAAGTGCTATGAHCCTTTTCTCTATTTAGTTTGARTCAGTA 2092
LinellS91-ProBrMYB2 2098
Consensus

Line94517-ProBrmyb2 G C ATGTGCTATGAACCTTTITIGTITICTGCATCGTACCCTGGAAGTTIGTTARRRARRRAGACACGACARARA 2200
Line95T2-5-ProBrMYB2 G C ATGTGCTATGAACCTTTTITTIGTTICTGCATCGTACCCTGGAAGTIGTTARRRARRRAGACACGACARRRA 2192
LinellS91-ProBrMYB2 BACTAR AGCRARTTAGACAC CAR ATGTGCTATGAACCTTTTITTIGTTICTGCATCGTACCCTGGAAGTTIGTTARRRRARRRAGACACGACARARRA 2198
Consensus taactaaattagcaaattagacacgacaaaatgtgctatgaaccttttttgtttctgcatcgtaccctggaagttget aagacacgac a
Line94517-ProBrmyb2 TGTGGATGITAGACATGCACGTICACTICICTITGCCCGTICACGTGTATARATARAGTCCTICGRAAGGATTITGTCAAGCCACAATAGRAACCCTITITCCTCA| 2300
Line95T2-5-ProBxrMYB2 TGIGGATGTITAGACATGCACGTICACTICTCTITIGCCCGTCACGTGTATARATARAGTCCTCGAAGGATTITGTCARAGCCACAATAGRRAR 92
LinellS91-ProBrMYB2 TGTIGGATGTITAGACATGCACGTICACTICTCITIGCCCGTCACGTGTATARATARAGTCCTCGAAGGATTITGTCRAGCCACARTAG 2298
Consensus tgtggatgttagacatgcacgtcacttctctttgcccgtcacgtgtataaataaagtcctcgaaggatttgtcaagccacaatagaaacccttttectea

Line [ AGCCTGCCTTTACGTATAACTTITTARRATARRATTTGGTTAGATACTTICTARRATTATAGCTGGTIC 2367
Line Y RGCCTGCCTTTACGTATHRCTTTTTARRRT""IITFGTTAGATACITCT'"ATTHTAGCTGGTC 2359
Line [AGCCTGCCTTTACGTATAACTTITTARRATA, 2365
COnSEPSJS agcctgcctttacgtataactttttaaaataaaatttggttagatacttctaaaattatagetggte



Figure S9 Results of PCR screening on T1 and Tz homozygous transgenic Arabidopsis. a T1
CaMV35S:cBrMYB2 lines detected by BrMYB2 clone primer; b T: CaMV35S:cBrmyb2 lines

detected by BrMYB2 clone primer; ¢ Tz transgenic lines detected by BrMYB2 clone primer. M:

DL2000 Marker.

(a) CK M T1-35S:cBrMYB2
G —
744 bp
(b) CK M T1-35S:cBrmyb2
—
744 bp

T3 T3
(c) M 35S:cBrMYB2 35S:cBrmyb2

E o



Figure S10 Identification of T1 and T3 homozygous transgenic Arabidopsis on MS solid medium
containing 50mg 1. kanamycin (Kan). a WT Arabidopsis without Kan; b WT Arabidopsis with
Kan; ¢ T1 CaMV35S:cBrMYB2 lines with Kan; d T1 CaMV35S:cBrmyb2 lines with Kan; e-k T3

CaMV35S:cBrMYB?2 lines with Kan; I-o Tz CaMV:cBrmyb2 lines with Kan. Scale bar is 1.2 cm.

(e) T3-35S:cBrMYB2-02 (f) T3-35S:cBrMYB2-06 (g) T3-35S:cBrMYB2-14 (h) T3-35S:cBrMYB2-27

|

(i) T3-35S:cBrMYB2-32 (i) T3-35S:cBrMYB2-46 (k) T3-35S:cBrMYB2-49

(I) T3-35S:cBrmyb2-01




Figure S11 Gene expression patterns of anthocyanin biosynthesis in T3 CaMV35S:cBrMYB2
Arabidopsis. a WT Arabidopsis; b-h seven different CaMV35S:cBrMYB2 lines; samples were
50-day Arabidopsis seedlings; i gRT-PCR and semi-gRT-PCR analysis of BrMYB2, and Line06
of T3 cBrMYB2 lines served as the control. j-ab Expression patterns of ABGs in Arabidopsis,
and WT Arabidopsis served as the control in data analysis. Values are presented as means =SD
(n = 3). The different letters above each column are significantly different at p < 0.05 by

Duncan’s test. The scale bar is 2 cm.
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Figure S12 Results of PCR detecting on T1 and Tz homozygous transgenic Arabidopsis using
BrMYB2 clone primer. a T: CaMV35S:gBrMYB?2 lines; b T: CaMV35S:gBrmyb2 lines; ¢ Ts of
CaMV35S:gBrMYB2 transgenic Arabidopsis; d Tz of CaMV35S:gBrmyb2 transgenic

Arabidopsis, M1: DL2000 Marker; M2: DL10000 Marker.

1+
(a) S Sm T1-35S:9BrMYB2

<4— 1665 bp

CK+

(b) &5 M2 T1-35S:gBrmyb2

5441 bp

(d)

C
() M1 T3 35S:gBrMYB2 M2 T3 35S:gBrmyb2

1665 bp o441 bp




Figure S13 Identification of T1 and T3 homozygous transgenic Arabidopsis on MS solid medium
containing 50mg L. Kan. a WT Arabidopsis without Kan; b WT Arabidopsis with Kan; ¢ T1
CaMV35S:gBrMYB2 lines with Kan; d T: CaMV35S:gBrmyb2 lines with Kan; e 50-day WT
Arabidopsis; f 50-day T1 CaMV35S:cBrMYB?2 lines; g 50-day T1 CaMV35S:gBrmyb2 lines; h
50-day T: CaMV35S:gBrMYB2 lines. i-k Tz CaMV35S:gBrMYB2 lines with Kan; I-n T3

CaMV35S:gBrmyb2 lines with Kan. Scale bar is 1.2 cm.

(I) T3-35S:gBrmyb2-01 (m) T3-35S:gBrmyb2-02 (n) T3-35S:gBrmyb2-03



Figure S14 Sequence alignment analysis of identified BrMYB2 and Brmyb2 using reverse

transcription-PCR in transgenic Arabidopsis lines.

T3-cBrmyb2-1 100
T3-cBrmyb2-2 100
T3-cBrmyb2-3 100
T3-cBrMYB2-1 100
T3-cBrMYB2-2 100
T3-cBrMYB2-3 100
T3-TgBrMYB2-1 100
T3-TgBrMYB2-1 100
T3-TgBrMYB2-1 100
Consensus

T3-cBrmyb2-1 200
T3-cBrmyb2-2 200
T3-cBrmyb2-3 200
T3-cBrMYB2-1 200
T3-cBrMYB2-2 200
T3-cBrMYB2-3 200
T3-TgBrMYB2-1 200
T3-TgBrMYB2-1 200
T3-TgBrMYB2-1 200
Consensus

T3-cBrmyb2-1 300
T3-cBrmyb2-2 300
T3-cBrmyb2-3 300
T3-cBrMYB2-1 300
T3-cBrMYB2-2 300
T3-cBrMYB2-3 300
T3-TgBrMYB2-1 300
T3-TgBrMYB2-1 c ATGAAGTTGA! < AGC G 5T C 5C © C 5 300
T3-TgBrMYB2-1 > 300
Consensus

T3-cBrmyb2-1 400
T3-cBrmyb2-2 400
T3-cBrmyb2-3 400
T3-cBrMYB2-1 400
T3-cBrMYB2-2 400
T3-cBrMYB2-3 400
T3-TgBrMYB2-1 400
T3-TgBrMYB2-1 400
T3-TgBrMYB2-1 400
Consensus

T3-cBrmyb2-1 500
T3-cBrmyb2-2 500
T3-cBrmyb2-3 500
T3-cBrMYB2-1 500
T3-cBrMYB2-2 500
T3-cBrMYB2-3 500
T3-TgBrMYB2-1 500
T3-TgBrMYB2-1 500
T3-TgBrMYB2-1 500
Consensus

T3-cBrmyb2-1 600
T3-cBrmyb2-2 600
T3-cBrmyb2-3 600
T3-cBrMYB2-1 600
T3-cBrMYB2-2 600
T3-cBrMYB2-3 600
T3-TgBrMYB2-1 600
T3-TgBrMYB2-1 600
T3-TgBrMYB2-1 600
Consensus

T3-cBrmyb2-1 700
T3-cBrmyb2-2 700
T3-cBrmyb2-3 700
T3-cBrMYB2-1 700
T3-cBrMYB2-2 700
T3-cBrMYB2-3 700
T3-TgBrMYB2-1 700
T3-TgBrMYB2-1 700
T3-TgBrMYB2-1 |7 < < < ACAGCAAT A, 5! e TTTG 700
Consensus aataggtggtgggaaagtttgctagatgagagccaagatccagctgegetetttccagaaactacagcaataaaaaagggcgcaacctecgegtttgacg
T3-cBrmyb2-1 743
T3-cBrmyb2-2 743
T3-cBrmyb2-3 743
T3-cBrMYB2-1 743
T3-cBrMYB2-2 743
T3-cBrMYB2-3 743
T3-TgBrMYB2-1 743
T3-TgBrMYB2-1 743
T3-TgBrMYB2-1 743

Consensus




Table S1 Primers used in this work.

Gene
Arabido
Num
Gene psis
Forward Primer (5’ to Reverse Primer (5’ to Produc ber Utilization
[Primer BlastN
3%) 3’) t (bp) in Description
name in
BRA
NCBI
D
TGTCTATCTGACTT  ATACCTCATAACAC
QJ-46 178 _ — Mapping
GTGGTGTATCC TGCATCCATAG
TTTATTATTGTGGA  CTTATACAAACTTC
LY-2 123 _ — Mapping
CACCAACCATC TAATGGCAAAGG
TAAACCTAAAAATA TTTAACGTGAGAGC
LY-3 128 _ — Mapping
CATCTGCTTCC TTGAATGC
GGGGGTTGTTGGCA
SSR14-36 TGTAATCATCCATA 162 _ — Mapping
TTTTAC
ACCATATAAGCG
AT1G6
ATGGAGGGTTCGTC TCAAGTTCCAGTTT 1665/54 Bra00 6390
BrMYB2 Gene cloning
CCAAG CTCCATCC 41 4162  (AtPAP
2)
GGGGTACCTCAAGT AT1G6  Vector
GCTCTAGAATGGAG Bra00
BrMYB2 TCCAGTTTCTCCAT 1681 6390 constuction
GGTTCGTCCCAAG 4162
CC (AtPAP  (Xbal and



BrMYB2

BrP1

BrP2

BrEF-1-a

BrF3'H

BrDFR

BrANS

CGGGATCCATGGAG

GGTTCGTCCCAAG

TGGTGTACTTTGAT

CCTTCGTG

CTTTTCTGCACGAA

CCCG

ATACCAGGCTTGAG

CATACCG

CCATCCACCAACAC

CACTCT

GACGGCGTTTTCCA

CATAG

GAAGACGAAACCA

TCCCGTGAGA

GGGGTACCTCAAGT

TCCAGTTTCTCCAT

CcC

ACTGCATTCGCGTC

TCCTAC

ATTCGCGTCTCCTA

CTCCATAT

GCCAAAGAGGCCA

TCAGACAA

AGCTTCTCCGGCGT

AACTCCTCC

TCCCCAACACTCCA

TTCAC

TTAGCCAACTTACT

TCCATACC

5457

4080/30

4122/34

116

347

94

220

Bra00

4162

Bra03

1605

Bra00

9312

Bra02

7457

Bra01

3652

2)

AT1G6

6390

(AtPAP

2)

AT5G6

0390

(AtEF-1

-OC)

AT5G0

7990

(AtF3'H

AT5G4

2800

(AtDFR

AT4G2

2880

Kpnl)

Vector

constuction

(BamhI and

KpnI)

Co-separation

analysis

Co-separation

analysis

qRT-PCR

gRT-PCR

gRT-PCR

gRT-PCR



BrMYB2

Br7T8

BrMYB2-Pro

moter

BrMYB2-Pro

BrMYB2-Pro

BrMYB2-Pro

BrMYB2-Pro

AGGTGGTCTTTAAT

TGCT

TAGATACACACATG

GACATG

TGGAACAATGGAA

AGATTGTCCAG

CCAAGCTTGGTCTT

CTGAGTATAAATGA

GCATG

CCAAGCTTGCATAA

GATGAGATGGAGA

AACTG

CCAAGCTTCTGAAC

TCCCTAGCCAAAAG

TAC

CCAAGCTTAGTTGT

TCCAAGGCATAGA
257
GGAACAA

TCTTTGACATTCTC
168
AACTCTCCACGA

GGACCAGCTATAAT
2368
TTTAGAAGTATCT
CGGGATCCGGACC
AGCTATAATTTTAG

2272

AAGTATCT

CGGGATCCGGACC
AGCTATAATTTTAG 2010

AAGTATCT

CGGGATCCGGACC

AGCTATAATTTTAG 793

AAGTATCT

CGGGATCCGGACC 642

Bra00

4162

Bra03

7887

(AtANS)

AT1G6

6390

(AtPAP

2)

AT4GO

9820

(ALTT8)

gRT-PCR

gRT-PCR

Promoter

cloning

Promoter

cloning and

vector

construction

Promotor

cloning and

vector

construction

Promoter

cloning and

vector

construction

Promoter



BrMYB2-Pro

AtACT2

AtCHS

AtCHI

AtF3H

AtF3'H

AtDFR

AtANS

AtUGT79B1

(UF3GT2)

GTACTCATACATCA

ACCCT

CCAAGCTTTATTCT

GTTTTTAACTCTGG

TGCATG

CACTTGCACCAAGC

AGCATG

CGCATCACCAACAG

TGAACAC

CCGGTTCATCGATC

CTCTTC

CAGATCGTTGAGGC

TTGTGAGA

GCTCTCGCCGGAGT

ATTCAA

AACGGATGTGACGG

TGTTTT

CGATGAAAAGATCC

GTGAGA

CAACTGGTTTTCCG

TTTCTGGTT

AGCTATAATTTTAG

AAGTATCT

CGGGATCCGGACC

AGCTATAATTTTAG

AAGTATCT

GATTCCTGGACCTG

CCTCATC

TCCTCCGTCAGATG

CATGTG

ATCCCGGTTTCAGG

GATACTATC

ACGAGTCATATCCG

CCACTAAGT

CCAGCGACGCCTTG

TAAATC

TCCATTCACTGTCG

GCTTTA

GCCAATTTACTTCC

ATAGCCT

GCTTCCTCGACGGT

TGATACAC

498

158

101

88

87

74

93

215

64

AT3G1

8780

AT5G1

3930

AT3G5

5120

AT3G5

1240

AT5G0

7990

AT5G4

2800

AT4G2

2880

AT5G5

4060

cloning and

vector

construction

Promoter

cloning and

vector

construction

qRT-PCR

qRT-PCR

qRT-PCR

gRT-PCR

gRT-PCR

gRT-PCR

gRT-PCR

gRT-PCR



AtUGT75C1

(5GT)

AtUGT78D2

(UF3GTD

AtSMAT

AtGST

AtMYB11

AtMYB12

AtMYB111

ALTT8

AtGL3

AtEGL3

AtTTG1

CGAAGGCATTACCG

TCAGC

CACCGCACAATCCA

ACTCT

AGCCACGCTCCTCC

ACTATC

TGGTCGAGGATCTC

AAAGTG

AAGTGGAGCAGAG

GAACCCG

TGATGGGGAGTTGC

ATAACATA

AATAACAAGACCA

AGAAGAAGAAGAA

TGAATCAACCCATA

CGTTAGACA

AGTGTTTAGCCGTT

CTCTTCTAGC

TTGGCACGACCGAA

CATA

TCCTCGAAGATTAC

AACAACCG

GCATCGTGTTCCAA

AGCAG

GCATTTATCTCCGT

CGCCAT

ACGGCATCTTTGTC

GTCAGG

TGAATTCTTCACCA

GCCAAA

TTGTGCCCAACTGA

CATCCC

AACGACTCCACCGA

TGGAC

AGAAACATTGTGA

GGCCGTC

GGGGTGTGACATG

AGAAGTGT

TGTCTTCCGTAATA

TGTTCTGTGG

TTGATAGTCTGATC

TTGTCGATATTGT

CGGGAGAGGCTTA

ACGGTCAT

112

273

102

93

219

114

92

102

113

100

72

AT4G1

4090

AT5G1

7050

AT3G2

9590

AT5G1

7220

AT3G6

2610

AT2G4

7460

AT5G4

9330

AT4G0

9820

AT5G4

1315

AT1G6

3650

AT5G2

4520

gRT-PCR

gRT-PCR

gRT-PCR

qRT-PCR

qRT-PCR

qRT-PCR

gRT-PCR

gRT-PCR

gRT-PCR

gRT-PCR

gRT-PCR



GCGAAGGCAAATG  CCAAGAAGATTATG AT5G3
AtTT2 160 — gRT-PCR
GAGCACT GAGACGGA 5550

Br: B. rapa; At: Arabidopsis.



Table S2 MYBs involved in anthocyanin biosynthesis in different species.

Species Gene name GenBank/Tair/BRAD ID
Arabidopsis ATMYB113 AT1G66370
Arabidopsis ATMYB114 AT1G66380
Arabidopsis AtMYB75 (PAP1) AT1G56650
Arabidopsis AtMYB90 (PAP2) AT1G66390
Arabidopsis ALTT2 AT5G35550
Arabidopsis AtMYBL2 AT1G71030
Arabidopsis AtMYB11 AT3G62610
Arabidopsis AtMYB12 AT2G47460
Arabidopsis AtMYB111 AT5G49330
Brassica rapa ‘Chifu’ (heading Chinese cabbage‘Chifu’)  BrMYB2 Bra004162
Brassica rapa ‘Chifu’ (heading Chinese cabbage‘Chifu’)  BrPAP1 Bra039763
Brassica rapa ‘Chifu’ (heading Chinese cabbage‘Chifu’)  BrMYB1 Bra001917
Head Chinese cabbage Line 94S17 BrMYB2 Bra004162
purple Chinese cabbage Line 11S/95T BrMYB2 Bra004162
Cauliflower BoMYB1 GU219985
Cauliflower BoMYB2 GU219987
Cauliflower BoMYB3 GU219988
Cauliflower BoMYB4 GU219989
Snapdragon AmROSEA1 ABB83826
Snapdragon AmMROSEA?2 ABB83827
Snapdragon AmMVENOSA ABB83828
Sweet potato IbMYB1 BAG68211
Sweet potato IbMYB2-1 BAF45116
Sweet potato IbMYB2-2 BAF45117
Sweet potato IbMYB2-3 BAF45118
Sweet potato IbMYB2-4 BAF45119
Tomato LeANT1 AAQ55181
Morning glory InMYB1 BAE94389



Morning glory
Morning glory
Pepper

Petunia

Grape

Grape

Grape

Grape

Grape

Gerbera

Apple

Apple

Apple

Maize

Maize

Rice

Black Spruce
Strawberry
Oncidium Gower Ramsey
Phalaenopsis hybrid cultivar
Diplacus aurantiacus
Solanum melongena
Prunus cerasifera
Prunus cerasifera
Prunus persica
Nicotiana tabacum

Raphanus sativus

INMYB2
INMYB3
CaA
PhAN2
VWMYBA1
VVMYBA2
VVMYBA3
VIMYBAL1-1
VIMYBA2
GMYB10
MdMYB1-1
MdMYB10
MdMYBA
ZmP1
ZmC1
OsC1
PmMYBF1
FaMYB1
OgMYB1
PhMyb9
MaMYB
SmMMYB
PcMYB10
PcMYBA
PpMYB10
NtAN2

RsMYB1

BAE94709
BAE94710
CAET75745
AAF66727
BAD18977
BAD18978
BAD18979
BAC07537
BACO07540
CAD87010
ABK58136
ACQ45201
BAF80582
AAA19819
AAA33482
BAD04024
AAAB2943
AAK84064
ABS58501
ACH95795
ACA04006
AGK37072.1
ABX71495
ABX71495
EU155160
ACO052470

AKM95888




Table S3 Expression patterns of ABGs in Chinese cabbage at head formation period. Seedlings

of ‘94S17’ stayed at about 10 DAS were treated as the control in qRT-PCR data analysis. The

means are values #5SD. The different letters in each line are significantly different at p < 0.05 by

Duncan’s test.

BR
AD 94S 94S 94S 94S 11S 11S 11S 11S 95T 95T 95T 95T
Gene Ge 17- 17-Ss 17- 17- 91-S 91- 91-S 91-S 2-5- 2-5- 2-5- 2-5-
ne S1 2 S3 sS4 1 s2 3 4 S1 S2 S3 S4
ID
Structu
ral
genes
Biosynthetic genes
in phenylpropanoid
pathway
Bra 0.0 0.22 8'43+ 0.26 0.11 0.30 0.13 0.15 0.06 0.04 0.03 0.35
BrPAL1 005 15+ 240, 00_ 4+ 840. 0x). 840. 840, 440. 240 934 040
1 0.0 092 ' .061 006d 019 032 027 017 .001 .009 .000
221 70a
03g bc b ab  ef ab cde «cd efg fg fg a
Bra 0.0 0.20 géo+ 0.23 011 0.25 0.14 0.20 0.09 0.09 0.06 0.22
BrPAL1 017 30+ 3#0. 0.0_ 140 2. 740, 9340, 9140, 0x0. 440 430 140
2 210 0.0 035 2ac 039 018c 035 021 077 027 .005 .011 .049
06e ab de a d a bc ab cde cde de ab
00 038 03 037 579 200. 120. 100. 56.1 125. 148 95.2
Bra 563 524 073 85+ 179 64+
BrPAL2 69+ 8#). 09+ 0 23+ 58+
1 006 00 082 00 072 575 456. +36. #36. 10.9 0. 0.64 22.1
985 764 399 074 26¢c 000 27b
22e e 93e e 4cd 7de
a b bc d b C
Bra 0.0 0.04 261+ 0.29 0.06 0.03 0.09 0.05 0.21 0.02 0.02 0.13
BrPAL2 039 17+ 440, 0.0_ 34 140, 440, 840. 840. 940, 84 94 940
2 0.0 010 022 003 015 022 002 .009 .006 .015
777 25¢ 002e
02g efg d a efg d ef b fg fg c
Bra 0.0 0.01 00 031 1.09 0.31 0.63 0.38 7.06 1.18 0.83 4.00
BrPAL2 003 21+ 340 20+ 040 740 84). 1#40. 640. 1#). 8+ 2H) 940
3 126 0.0 002]; 0.0 .070 13 1(': 050 145 066 505 .168 .208 .214
02f 06f ef ef de ef a C cd b
BrPAL3 Bra 22 012 02 0.06 523 1.72 038 0.09 193 219 0.76 0.32
1 028 94+ 5#). 59+ 74 1. 840, 84). 3#). 60+ 24 24 1H
' 793 0.6 087 0.0 .005 686b 223 005 030 9.35 .342 .106 .094



BrPAL3
2

BrPAL4

BrC4H

BrC4H

BrC4H

BrC4H

BrC4H

Br4CL1

Br4CL2
A1

Br4CL2
2

Br4CL2

Bra
030
322

Bra
029
831

Bra
018
311

Bra
021
636

Bra
021
637

Bra
022
802

Bra
022
803

Bra
030
429

Bra
031
262

Bra
031
263

Bra

59b

14c

22c

16+

03e

b
0.01

+ 440,

001
0.07
9.
000

0.10

+ 94,

001

0.11
9.
022
de

0.02

3.

01d

42d

004
ef

0.17
440,
012
ef

0.04

- 140

03b

02b

008
abc

1.03
24).
590

0.00

+ 0.

000

0.42

8.

076
cd

0.00

48b

Ole

00c

08b

95b

b

0.02
240
011

0.07
140
.009

0.26
8+)
.061

2.51
049
.692

0.08
730
.007

1.18
3+
237

0.06
140
.011
abc

0.31
9+)
077

0.00
0+)
.000

1.05
34
219

0.01

0.01
730,
003c

1.62
340,
493a

0.11
9.
029d

0.15
440,
045d

0.10
730,
023a

1.12
54,
125c

0.07
240,
018a

0.17
54,
037b

3.17
[==%
252d

0.13
940,
012d

0.09

b
0.01
140,
002

0.23
o).
021

1.25
5H).
215

0.39
940,
087
cde

0.02
640.
001
def

2.26
8+).
005

0.02
5.
008
bc

0.29
730,
029

6.24
630.
360

0.71
140,
186
bc

0.01

b
0.04
140,
000

0.20
o).
066

0.54
449,
036

0.58
24,
161
bed

0.08
5.
017

3.11
8+).
000

0.02
9.
011
bc

0.95
8.
006

74.4
68+
4.43
Oa

0.99
74,
061

0.00

b

0.07
o).
000

0.66
94,
015

0.51
34).
000

0.95
8.
036

0.04
7).
013
cd

0.99
540.
203
cd

0.08
940,
083

0.45
140,
237

31.8
87+
0.73
9b

1.20
140,
475

0.01

9a

0.00
0.
000f

0.18
3.
002

0.01
940,
007

0.09
340,
000

de

0.06
040.
006

0.38
240,
153

0.02
710,
003

bc

0.22
440,
048

4.15
24,
733
cd

0.22
710,
066

cd

0.03

b

0.01
440
.002

0.14
440
.044

0.12
340
.006

0.05
840
012

0.00
74
.002

0.03
940
.000

0.00
74
.001

0.15
340
.051

0.69
340
113

0.03
54
.008

0.00

b

0.00
340
.000

0.05
140
.004

0.01
340
.002

0.06
60
.014

0.02
610
.004
def

0.20
240
011
ef

0.00
910
.005

0.11
940
.075

0.00
00
.000

0.05
34
.002

0.00

b

0.00
040
.000

0.09
739
.005

0.03
739
.004

0.46
040
142
cde

0.02
610
.009
def

0.24
240
128
ef

0.01
440
.006
bc

0.41
9+)
.025

0.00
00
.000

0.23
440
.024
cd

0.00



3 031
265
BracLz o
4r 031
' 266
Bra
Br4CL3 004
109
BracLa @
lf 001
' 819
Bra
Br4CL4 001
2
820
Early
biosynthetic
genes (EBGS)
Bra
frCHS 008
792
Bra
BrCHS 006
2
224
Bra
srCHS 023
441
Bra
ErCHS 036
307
Bra
ErCHS 020
688

05b

14b

65¢c

3.5
98+

13c

+ 24,

000

0.36
640.
303

0.03

+ 5+,

002

0.07

+ 030,

016
bcde

0.02
5.
000

bc

0.99

+ 74,

781

1.16
640.
299

0.17
7).
044

0.22

+ 3#).

055

0.00

+ 0.

000
c

09+
0.0
Olc

60b

01c

15c¢

0.0
00c

040
.003
cd

0.43
640
.062

0.06
9+)
.013

0.10
140
.005

0.03
630
.005
bc

0.32
040
.041

0.45
249
138

0.25
34
.042

fg
0.05

140
.019

0.00
0+)
.000

035a

0.12
3.
026b

4.19
4+ .
065a

0.09
630.
038b

0.10
73,
000b

39.0
25+
16.0
85a

93.3
22+
26.3
01b

29.9
45+
0.00
Oa

35.2
08+
14.2
13a

0.12
74,
000c

640,
004
cd

0.36
630.
106

0.06
449,
003

0.09
030.
022
bed

0.13
110,
014

0.17
040.
015

0.58
24
060

1.61
9.
014
de

0.98
140,
332

0.24
0.
031

34).
001

0.83
0.
258

0.06
8.
013

0.21
730,
083

0.04
7).
009
bc

0.03
140,
007

0.18
440,
093

041
430,
018
efg

0.07
2H).
008

4.65
3H).
568

640,
004
cd

0.73
449,
083

0.06
140,
008

0.02
840,
001
cde

0.01
74,
004

0.99
449,
022

6.47
6.
354

1.56
140,
765
def

0.23
5H).
038

0.74
630.
000

240,
005
bc

0.21
040.
052

0.29
5.
052

0.03
6.
010

bcde

0.26
3.
154

17.7
35+
6.50
4b
122.
949
7.
149

8.17
9H.
301

145
27x
3.26
7b
0.10
630.
013

630
.002

0.14
340
.010

0.12
140
.046

0.02
010
.001
de

0.09
140
.006
bc

1.28
340
.012

14.8
90+
4.81
3c

4.26
7+
136

4.68
440
184

0.00
00
.000

5#)
.000

0.30
340
.003

0.00
5#)
.000

0.00
840
.006

0.06
440
.041
bc

0.20
940
.041

5.83
942
141

2.32
840
531

0.74
140
.049

0.00
00
.000

630
.002

0.23
249
.059

0.03
140
.006

0.10
140
.045

0.01
24
.000

0.13
34
.000

2.09
440
.000

0.33
810
.010
efg

0.27
340
.205

0.00
00
.000



BrCHI1

BrCHI2

BrCHI3

BrF3H1

BrF3H2

BrF3H3

BrF3'H

BrFLS1

BrFLS2

BrFLS3
A1

BrFLS3

Bra
007
142

Bra
003
209

Bra
017
728

Bra
036
828

Bra
029
996

Bra
012
862

Bra
009
312

Bra
009
358

Bra
038
647

Bra
038
648

Bra

0.13

+ 5+,

024
ef

0.33
74,
050

0.09

+ 94,

005

0.60
940,
054
ef

0.03

+ 9#),

000

2.32
640.
149

0.97

+ 24,

253

0.65

8.

18c

08d

0Olc

165
cd

0.20
6.
050

0.03

+ 24,

003

0.10

0.1

19f

37b

3.3
14+
0.4
68c

2.9
66+

74b

53b

0.0
00b
0.0

0.14
140
.020
def

0.38
940
.047

0.34
140
101

1.06
240
345
def

0.00
040
.000

1.19
630
.057

0.45
54
175

2.45
140
.338

0.53
5H)
.036

0.09
140
.019

0.03

1.43
9.
194a

1.11
140,
066b

16.4
34+
7.08
5a

4.73
9H.
952b

0.01
9.
001d

51.0
27+
4.69
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