A Repeat R2

GmMYB29A2 AN OINNNE T KKGPWTPEEDQILMSY IQKHGHGNWRALPKLAGLLRCGKSCRLRWINY o)
VvMYB14 UEIRNHSONNIE T KKGPWTPEEDQILVNY THLYGHGNWRALPKQAGLLRCGKSCRLRWTN Y o)
KKk A KK KA KK AR KK AR KA AR KRR K s ks s hh AR KARK KA Kk AR K kAR KA XK KA Kk

Repeat R3

GmMYB29A2 LRPBIKRGNFSSEEEEIIIKMHELLGNRWSATIAAKLPGRTDNE IKNVWHTHLKKR LIBNSIsERAY
VvMYB14 LRPIIKRGNFTSEEEETIIELHERLGNRWSAIAAKLPGRTDNE IKNVWHTHLKKRLiSzINjz N4V

KAKAAA XA KKh K e kAA KA Khkeoohkhk KAAAAAIAXAAAAAAXAA A XA A A A AKX A AR XA A KK

GmMYB29A2 TQKRVSKPRIKRSDSNSSTLTQLEPTSSA-———————— CT-——-——- TSLSDFSSFSE--- 162
VvMYB14 ATPPPKRHSLDASQ----VEKQQONPINSATNSRSESLGYGPVLSPQPSFSDISSAATTTT 176
L . *: . _* :* _** *:**:**
GmMYB29A2 ——GTKNMDNMIKSEDIESVETIMPPIDESFWSEATVDYESSTMMTSNSWTISNELAPPQY 220
VvMYB14 TTTTATMSDITTPCIKVDSPEDFPEMDENFWSEVLSSNKSGAAG-—-—-—— DLPGAASGPQL 231
ook Loro. . R Lotk : el
GmMYB29A2 QFNSVESFQQQSVDYNGSNDDHDGMDFWYDIFIKSGESIELPEF 264
VvMYB14 QFPFSPRAVIGSSPY---STYDMDMEFWYNIFTRSGELHELSETI 272

* % * * ke kK kK o kK .k Kk Kk K,k k.

Percent identity: 49.65
Percent similarity: 54.58

Repeat R2
GmMYB2 9A2 LKKGPWTPEEDQILMSYIQKHGHGNWRALPKLAGLLRCGKSCRLRWINYLRPDIKRGNFS 60
VVMYB14 LKKGPWTPEEDQILVNYIHLYGHGNWRALPKQAGLLRCGKSCRLRWTNYLRPDIKRGNET 60
**************:_**: :********** Kkkhkhkkhkhkkhkhkkkkkkkk ************:
Repeat R3
GmMYB2 9A2 SEEEEIIIKMHELLGNRWSAIAAKLPGRTDNEIKNVWHTHLKKRL 105
VvMYB14 SEEEETIIELHERLGNRWSATIAAKLPGRTDNE IKNVWHTHLKKRL 105

KAKAKK K ko ohkhk AAKAAAAIAIAAAAKNAAA XA XA XA AR AA KA AKX XXk

Percent identity: 88.57
Percent similarity: 89.52

Supplemental Figure S2. Similarity and identity among GmMYB29A2 and VvMYB14 amino acid sequences. (A) Full-
length amino acid sequences. (B) R2 R3 putative DNA-binding domain sequences. “*’ indicates identical amino
acids, " amino acids with similar biochemical features.



