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Phylogenetic relationship of RuMYB transcription factors with others MYB that plays a role 2 

in the regulation of flavonoid and phenylpropanoid metabolism in Arabidopsis and 3 

Fragaria. An unrooted phylogenetic tree was calculated using the CLUSTALW software 4 

using the implemented neighbor-joining method without the function for evolutionary 5 

distance correction. Evolutionary distances are proportional to the branch length. Twenty 6 

six protein sequences were selected as indicated in the figure. 7 
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>RuMYB1 11 

MEVRKGAWTKEEDHLLRNYIEKHGEGRWHKVPLEAGLNRCRKSCRMRWLNYLKPNIKR12 

GDFAEDEVDLMIRLRKLLGNRWSLIAGRLPGRTSNDVKNYWSARRRRKIDFGVPKDNEP13 

PKITKTTIIRPRPRTFTKSLHHLSAEAATSMHSSEQNNSWPSSSPPIENGIDEWKTLMLED14 

VFTNFWVEDVASLTGTGVNSAEQGFETDLWHFLQEEAR 15 

>FaMYB10 16 



MEGFGVRKGAWTKEEDELLKQFIEIHGEGKWHHVPLKSGLNRCRKSCRLRWLNYLKPNI17 

KRGEFAEDEVDLIIRLHKLLGNRWSLIAGRLPGRTANDVKNYWNTYQRKKDQKTASYAKK18 

LKVKPRENTIAYTIVRPRPRTFIKRFNFTERYANIEHNHSEVSYTSSLPTEPPQTLQLENVT19 

DWWKDFSEDSTESIDRTMCSGLGLEDHDFFTNFWVEDMLLSASNDLVNISYV 20 

>RuMYB2 21 

MGRGPRCSKDGLNKGAWMATEDKLLLDYIKNHGEGKWSNVAKETGSHFLLNLINYFVNL22 

FLLVFFWKKGLIHYEHGVGLVHKLACWFFIFTTSRSIIVRWNMYVGLKRCGKSCRLRWMN23 

YLRPDIRRGSISDDEEELIVRLHKLLGNRYSHRSLINLPFFVNCNLSHVNLINLQMVSDSRE24 

TSWANRQNQELLELQFSENGTSSKFIPVMQCHCQNHSQYRHSTAAHSYSSWYCANCGS25 

SPKRRLLCGHKFRRLGQSCFSFTNVQTRLPMPINNYYWGWGSFRKFAHEFHDGFQHSG26 

FLQDTGLLCKLEQCHGPWRSWCSQRSHFSTTADDHGQECSSCFWVLGFISGVGLAWES27 

KCHAELISFLSVLSPIFIYIHVLQCLLLVLKKKKKVLVDAWP 28 

>AtMYB123(TT2) 29 

MGKRATTSVRREELNRGAWTDHEDKILRDYITTHGEGKWSTLPNQAGLKRCGKSCRLR30 

WKNYLRPGIKRGNISSDEEELIIRLHNLLGNRWSLIAGRLPGRTDNEIKNHWNSNLRKRLP31 

KTQTKQPKRIKHSTNNENNVCVIRTKAIRCSKTLLFSDLSLQKKSSTSPLPLKEQEMDQGG32 

SSLMGDLEFDFDRIHSEFHFPDLMDFDGLDCGNVTSLVSSNEILGELVPAQGNLDLNRPF33 

TSCHHRGDDEDWLRDFTC 34 

>RuMYB4 35 

MGRSPCCEKAHTNKGAWTKEEDDRLIAYIRAHGEGCWRSLPKAAGLLRCGKSCRLRWI36 

NYLRPDLKRGNFTEEEDELIIKLHSLLGNKWSLIAGRLPGRTDNEIKNYWNTHIRRKLLTRG37 

IDPATHRPLNETAQDSATTTTISFAASSAIKEEDQKISTSIGIVGKESINPVQEKCPDLNLEL38 

RISPPSQTKPVESFKSGGRGVCFSCSLGLKDSKSCCSCGMDNIGPTSAGTSNIAYDFLGL39 

KNGVLDYRSLEMK 40 

>AtMYB4 41 

MGRSPCCEKAHTNKGAWTKEEDERLVAYIKAHGEGCWRSLPKAAGLLRCGKSCRLRWI42 

NYLRPDLKRGNFTEEEDELIIKLHSLLGNKWSLIAGRLPGRTDNEIKNYWNTHIRRKLINRG43 

IDPTSHRPIQESSASQDSKPTQLEPVTSNTINISFTSAPKVETFHESISFPGKSEKISMLTFK44 

EEKDECPVQEKFPDLNLELRISLPDDVDRLQGHGKSTTPRCFKCSLGMINGMECRCGRM45 

RCDVVGGSSKGSDMSNGFDFLGLAKKETTSLLGFRSLEMK 46 

>RuMYB5 47 

MRNPSSSASASKGKSSAAAAAASASAPAVVSSSSSKTPCCVKVGLKRGPWTPEEDELLA48 

NYIKKEGEGRWRTLPKRAGLLRCGKSCRLRWMNYLRPSVKRGQIAPDEEDLILRLHRLLG49 

NRURPSUQHTYTYIHIYDSIPFGDSGUGLRLQCFYWIDDHDDDESVFIYRWSLIAGRIPGR50 

TDNEIKNYWNTHLSKKLISQGIDPRTHKPLNPDSSSGDHAAVNGASSSKTNQHRGMSSN51 

PNPKSPITSSSPVSTEEAAAPNARENGYLDQGNANDDLGVIVHGAGGYGNGMTSNDSD52 



GSAPAMGALRSNLLLGNEDDEDINCCTDDVFSSFLNSLINEDPFAAAAAAAGQHQLQPLQ53 

LVQQPNGIAPSSDLSAPAFGGWESAVIMSSAFIQKDPHRVNVDQTQ 54 

>AtMYB5 55 

MMSCGGKKPVSKKTTPCCTKMGMKRGPWTVEEDEILVSFIKKEGEGRWRSLPKRAGLL56 

RCGKSCRLRWMNYLRPSVKRGGITSDEEDLILRLHRLLGNRWSLIAGRIPGRTDNEIKNY57 

WNTHLRKKLLRQGIDPQTHKPLDANNIHKPEEEVSGGQKYPLEPISSSHTDDTTVNGGDG58 

DSKNSINVFGGEHGYEDFGFCYDDKFSSFLNSLINDVGDPFGNIIPISQPLQMDDCKDGIV59 

GASSSSLGHD 60 

>RuMYB6 61 

MDVKPGRVSNTIRSSHEEEEDDVMMDLRRGPWTVEEDLALMNYIANHGEGRWNSLARC62 

AGLKRTGKSCRLRWLNYLRPDVRRGNITLEEQLLILELHSRWGNRWSKIAQHLPGRTDN63 

EIKNYWRTRVQKHAKQLKCDVNSKQFKDTMRYLWMPRLVERIQAAASSATASTAASSSIT64 

TTITTAPNPSYHFNNNFQSTGAGHVALQQATLIGSNNDLAASYTTPENSSTGASSDSFGN65 

QVSPVSELTDYYTTMSVNNNNPSPMEYFQAPNPHHQIGYRDSMTSPSGYVFNQGGLNS66 

HSFQAASAPEQNNNGQWGMDGGDFSDNLWNVEESDMWFLQQQLGNI 67 

>MYB12B2 68 

MERSLSGSSEEEMSITKGPWTEEEDSVLFNYITVHGEGHWNSVARYTGLKRTGKSCRLR69 

WLNYLRPNVRRGNITLEEQLLILDLHSRWGNRWSKIAEHLPGRTDNEIKNYWRTRVVKQA70 

EQLKCEVNSKQFRDTLRFVWMPRMLERIQAQASSSSSSSSGQAHQTTLISNAQAHSDPC71 

GVMTTNPSLLSEVSSSALDAHAPSLYDSSASYNLMGGGSSSSYSAEYCYYSDIAGNGFG72 

GSDLWTDENICFLQQLLADHDLS 73 

>AtMYB3 74 

MGRSPCCEKAHMNKGAWTKEEDQLLVDYIRKHGEGCWRSLPRAAGLQRCGKSCRLRW75 

MNYLRPDLKRGNFTEEEDELIIKLHSLLGNKWSLIAGRLPGRTDNEIKNYWNTHIKRKLLS76 

RGIDPNSHRLINESVVSPSSLQNDVVETIHLDFSGPVKPEPVREEIGMVNNCESSGTTSEK77 

DYGNEEDWVLNLELSVGPSYRYESTRKVSVVDSAESTRRWGSELFGAHESDAVCLCCRI78 

GLFRNESCRNCRVSDVRTH 79 

>AtMYB6 80 

MGRSPCCEKAHTNKGAWTKEEDQRLVDYIRNHGEGCWRSLPKSAGLLRCGKSCRLRWI81 

NYLRPDLKRGNFTDDEDQIIIKLHSLLGNKWSLIAGRLPGRTDNEIKNYWNTHIKRKLLSHG82 

IDPQTHRQINESKTVSSQVVVPIQNDAVEYSFSNLAVKPKTENSSDNGASTSGTTTDEDL83 

RQNGECYYSDNSGHIKLNLDLTLGFGSWSGRIVGVGSSADSKPWCDPVMEARLSLL 84 

>AtMYB7 85 

MGRSPCCEKEHMNKGAWTKEEDERLVSYIKSHGEGCWRSLPRAAGLLRCGKSCRLRWI86 

NYLRPDLKRGNFTHDEDELIIKLHSLLGNKWSLIAARLPGRTDNEIKNYWNTHIKRKLLSKG87 

IDPATHRGINEAKISDLKKTKDQIVKDVSFVTKFEETDKSGDQKQNKYIRNGLVCKEERVV88 



VEEKIGPDLNLELRISPPWQNQREISTCTASRFYMENDMECSSETVKCQTENSSSISYSSI89 

DISSSNVGYDFLGLKTRILDFRSLEMK 90 

>AtMYB8 91 

MGRSPCCEKAHMNKGAWTKEEDQRLIDYIRNHGEGSWRSLPKSVGLLRCGKSCRLRWI92 

NYLRPDLKRGNFTDGEEQIIVKLHSLFGNKWSLIAGKLPGRTDNEIKNYWNTHIKRKLLNR93 

GIDPKTHGSIIEPKTTSFHPRNEDLKSTFPGSVKLKMETSCENCASTSGTTTDEDLRLSVD94 

CDYRYDHLDKELNLDLTLGYSPTRFVGVGSCY 95 

>AtMYB11 96 

MGRAPCCEKVGIKKGRWTAEEDRTLSDYIQSNGEGSWRSLPKNAGLKRCGKSCRLRWI97 

NYLRSDIKRGNITPEEEDVIVKLHSTLGTRWSTIASNLPGRTDNEIKNYWNSHLSRKLHGY98 

FRKPTVANTVENAPPPPKRRPGRTSRSAMKPKFILNPKNHKTPNSFKANKSDIVLPTTTIE99 

NGEGDKEDALMVLSSSSLSGAEEPGLGPCGYGDDGDCNPSINGDDGALCLNDDIFDSCF100 

LLDDSHAVHVSSCESNNVKNSEPYGGMSVGHKNIETMADDFVDWDFVWREGQTLWDE101 

KEDLDSVLSRLLDGEEMESEIRQRDSNDFGEPLDIDEENKMAAWLLS 102 

>AtMYB12 103 

MGRAPCCEKVGIKRGRWTAEEDQILSNYIQSNGEGSWRSLPKNAGLKRCGKSCRLRWI104 

NYLRSDLKRGNITPEEEELVVKLHSTLGNRWSLIAGHLPGRTDNEIKNYWNSHLSRKLHN105 

FIRKPSISQDVSAVIMTNASSAPPPPQAKRRLGRTSRSAMKPKIHRTKTRKTKKTSAPPEP106 

NADVAGADKEALMVESSGAEAELGRPCDYYGDDCNKNLMSINGDNGVLTFDDDIIDLLLD107 

ESDPGHLYTNTTCGGDGELHNIRDSEGARGFSDTWNQGNLDCLLQSCPSVESFLNYDH108 

QVNDASTDEFIDWDCVWQEGSDNNLWHEKENPDSMVSWLLDGDDEATIGNSNCENFG109 

EPLDHDDESALVAWLLS 110 

>AtMYB13 111 

MGRRPCCEKIGLKKGPWSAEEDRILINYISLHGHPNWRALPKLAGLLRCGKSCRLRWINY112 

LRPDIKRGNFTPHEEDTIISLHQLLGNRWSAIAAKLPGRTDNEIKNVWHTHLKKRLHHSQD113 

QNNKEDFVSTTAAEMPTSPQQQSSSSADISAITTLGNNNDISNSNKDSATSSEDVLAIIDE114 

SFWSEVVLMDCDISGNEKNEKKIENWEGSLDRNDKGYNHDMEFWFDHLTSSSCIIGEMS115 

DISEF 116 

>AtMYB14 117 

MGRAPCCEKMGVKRGPWTPEEDQILINYIHLYGHSNWRALPKHAGLLRCGKSCRLRWIN118 

YLRPDIKRGNFTPQEEQTIINLHESLGNRWSAIAAKLPGRTDNEIKNVWHTHLKKRLSKNL119 

NNGGDTKDVNGINETTNEDKGSVIVDTASLQQFSNSITTFDISNDNKDDIMSYEDISALIDD120 

SFWSDVISVDNSNKNEKKIEDWEGLIDRNSKKCSYSNSKLYNDDMEFWFDVFTSNRRIEE121 

FSDIPEF 122 

>AtMYB15 123 



MGRAPCCEKMGLKRGPWTPEEDQILVSFILNHGHSNWRALPKQAGLLRCGKSCRLRWM124 

NYLKPDIKRGNFTKEEEDAIISLHQILGNRWSAIAAKLPGRTDNEIKNVWHTHLKKRLEDYQ125 

PAKPKTSNKKKGTKPKSESVITSSNSTRSESELADSSNPSGESLFSTSPSTSEVSSMTLIS126 

HDGYSNEINMDNKPGDISTIDQECVSFETFGADIDESFWKETLYSQDEHNYVSNDLEVAG127 

LVEIQQEFQNLGSANNEMIFDSEMDFWFDVLARTGGEQDLLAGL 128 

>AtMYB32 129 

MGRSPCCEKDHTNKGAWTKEEDDKLISYIKAHGEGCWRSLPRSAGLQRCGKSCRLRWI130 

NYLRPDLKRGNFTLEEDDLIIKLHSLLGNKWSLIATRLPGRTDNEIKNYWNTHVKRKLLRK131 

GIDPATHRPINETKTSQDSSDSSKTEDPLVKILSFGPQLEKIANFGDERIQKRVEYSVVEER132 

CLDLNLELRISPPWQDKLHDERNLRFGRVKYRCSACRFGFGNGKECSCNNVKCQTEDS133 

SSSSYSSTDISSSIGYDFLGLNNTRVLDFSTLEMK 134 

>AtMYB75 135 

MEGSSKGLRKGAWTTEEDSLLRQCINKYGEGKWHQVPVRAGLNRCRKSCRLRWLNYLK136 

PSIKRGKLSSDEVDLLLRLHRLLGNRWSLIAGRLPGRTANDVKNYWNTHLSKKHEPCCKI137 

KMKKRDITPIPTTPALKNNVYKPRPRSFTVNNDCNHLNAPPKVDVNPPCLGLNINNVCDN138 

SIIYNKDKKKDQLVNNLIDGDNMWLEKFLEESQEVDILVPEATTTEKGDTLAFDVDQLWSL139 

FDGETVKFD 140 

>AtMYB82 141 

MECKREEGKSYVKRGLWKPEEDMILKSYVETHGEGNWADISRRSGLKRGGKSCRLRWK142 

NYLRPNIKRGSMSPQEQDLIIRMHKLLGNRWSLIAGRLPGRTDNEVKNYWNTHLNKKPNS143 

RRQNAPESIVGATPFTDKPVMSTELRRSHGEGGEEESNTWMEETNHFGYDVHVGSPLP144 

LISHYPDNTLVFDPCFSFTDFFPLL 145 

>AtMYB90 146 

MEGSSKGLRKGAWTAEEDSLLRLCIDKYGEGKWHQVPLRAGLNRCRKSCRLRWLNYLK147 

PSIKRGRLSNDEVDLLLRLHKLLGNRWSLIAGRLPGRTANDVKNYWNTHLSKKHESSCCK148 

SKMKKKNIISPPTTPVQKIGVFKPRPRSFSVNNGCSHLNGLPEVDLIPSCLGLKKNNVCEN149 

SITCNKDDEKDDFVNNLMNGDNMWLENLLGENQEADAIVPEATTAEHGATLAFDVEQLW150 

SLFDGETVELD 151 

>AtMYB111 152 

MGRAPCCEKIGLKRGRWTAEEDEILTKYIQTNGEGSWRSLPKKAGLLRCGKSCRLRWIN153 

YLRRDLKRGNITSDEEEIIVKLHSLLGNRWSLIATHLPGRTDNEIKNYWNSHLSRKIYAFTA154 

VSGDGHNLLVNDVVLKKSCSSSSGAKNNNKTKKKKKGRTSRSSMKKHKQMVTASQCFS155 

QPKELESDFSEGGQNGNFEGESLGPYEWLDGELERLLSSCVWECTSEEAVIGVNDEKV156 

CESGDNSSCCVNLFEEEQGSETKIGHVGITEVDHDMTVEREREGSFLSSNSNENNDKD157 

WWVGLCNSSEVGFGVDEELLDWEFQGNVTCQSDDLWDLSDIGEITLE 158 

>AtMYB113 159 



MGESPKGLRKGTWTTEEDILLRQCIDKYGEGKWHRVPLRTGLNRCRKSCRLRWLNYLKP160 

SIKRGKLCSDEVDLVLRLHKLLGNRWSLIAGRLPGRTANDVKNYWNTHLSKKHDERCCK161 

TKMINKNITSHPTSSAQKIDVLKPRPRSFSDKNSCNDVNILPKVDVVPLHLGLNNNYVCES162 

SITCNKDEQKDKLININLLDGDNMWWESLLEADVLGPEATETAKGVTLPLDFEQIWARFD163 

EETLELN 164 

>AtMYB114 165 

MEGSSKGLRKGAWTAEEDSLLRQCIGKYGEGKWHQVPLRAGLNRCRKSCRLRWLNYLK166 

PSIKRGKFSSDEVDLLLRLHKLLGNRWSLIAGRLPGRTANDVKNYWNTHLSKKHEPCCKT167 

KIKRINIITPPNTPAQKVDIF 168 
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