S1Fig. Bioinformatic analysis of GaMYB62L (A) Conserved domains of GaMYB62 from G.arboreum (B) Predicted protein structure of GaMYB62L by SMART. Two SANT domain (1) 51 AA and (2) 49 AA, SWI3, ADA2, NCoR and TFIIIB DBD with (E value: 8.6e_14) and (1.45e_15) respectively; 2 low complexity segments with 12 and 19 AA respectively (C) Intron Exon analysis by online GSD Server (D) GaMYB62L TMH prediction by TMHMM 2.0 version online Server. Intracellular loop and extracellular loops were shown by a blue and red colored line (E) Computation of pI/MW of GaMYB62L by proteomics ExPASy website. (F) Secondary Structure calculation by GOR ExPASy online website.
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™, PUMw (average) for the user-entered sequence:

10 20 30 a0 so 6o
MRLIGEIDRF KDKIMCSVFF DQRKGIPVIH FLKKQKLLIK YIQNRNMSPS SSSSSSSLKK

79 s 50 100 110 120
TSTSCSEDEG DHMQQQLRRG PWTIEEDSVL VHYIARHGEG RWNFLAKHAG LRRTGKSCRL

130 149 1s9 160 179 180
RWLNYLKPDV KRGNLTAEEQ FLILELMSKL GNRWSKIAQH LPGRTDNEIXK NYWRTRVOKQ

150 200 210 220 230 240
ARQLNIDANS AAFKNILRYY WMPRLVQKME ESTSPCFSST VIPRNQPLTK TDYVDGNSCV

o 0 270 280 290 300
SSLQHVDNMK MSQFEIFGNN DCNSNALAKD WYGYVGDNGS YCHGMETINM ASTSALVAEG

FPTPAGDCHL ADDNWVNDGF LDGIWSMGEL WELRNALH

Theoretical pUMw: 8.91 / 38781.85

Sequence length ¢ 338
com +

Alphe helix  (Wh) : 138 s 40.83%

045 o.00%

045 o.00%

045 o.00%

64 1s 18.93%

045 0.00%

045 o.00%

© 136 4 40.26%

Ambiguous states () 1 045 0.00%

Other states i et .00

(ST B e 2T





