S20 File. The gene model for ReWRKY54. The coding region is marked with uppercase letters, above
which is its deduced amino acids. The transcribed untranslated regions, including 5* UTR, intron and 3’
UTR sequences, are marked with lowercase letters. The start and stop codons are blacked and the

misannotated sequence is boxed.

1 tctacgectttectgttettettgecaactgatecttgtgateccattagetttttecagetett
61 ttcatctttataactcaacattcttctctttctcttttaageccaactttcatgtttgtt
121 gcttttaattcggettatcagagetttatettagecttetttttecacttectteteccac
181 atagcaatagctctgtttaatatcttctatccaaagecctgggtacaagecacagetgtag
1 M E K
241 ctgtttcgaagtatatcagtagtttgaacttgtcecttggetgeatttttectaaATGGAAA
4 HTULTSGETLTA QGZ KT ETLTEZ QLI KHH
301 AGCATACTCTCATCGGTGAACTAACACAAGGGAAGGAGCTCACGGAACAGCTCAAACACC
24 L NP A S SLAQTRETFTLVGKTTS S
361 ATCTTAACCCTGCATCGTCACTTCAAACTCGTGAATTCCTTGTTGGAAAGATAATTTCTT
44 Y E K A L S LLNZCGASZ FDVHHNP
421 CTTATGAGAAAGCACTTTCTTTGCTGAATTGTGGTGCTAGTTTTGATGTTCACCATAACC
64 N I ¢ I S E S MH P T HZ KU RSUPRSEI
481 CCAATATTTGCATATCAGAATCGATGCACCCAATTCATAAGCGTAGCCCGAGAAGTGAAA
84 P D E D C K D Q A Q KNV F K KR
541 TCCCTGATGAAGACTGCAAAGACCAAGCTCAGAAAAATGTATTCAAGAAAAGgtaaatta
601 attagtttgtaatattgagtcattgagctaagctatattttcagttttctttatectgatt
101 K TQ QR CT
661 tcgcggttggatattcatcgtatattgtttetttgcagAAAGACACAGCAAAGATGTACA
I8E Q VXK VCSGTSOGLDSGPTLGDGYS
721 GAACAAGTGAAGGTGTGTTCAGGAACAGGACTAGATGGTCCGCTTGGTGATGGTTATAGC
28W R K'Y GQ KD TIULGATZ KT FPR
781 TGGAGGAAATATGGTCAAAAAGATATTCTTGGAGCTAAATTTCCAAGgtgtgtgagatac
841 tctgttcatctttatcttcacattttaatttcctaagaaaaaagaatagaaaaagtacag
901 gtggacttgaattatatgcagcagetttgattaaatggttagtgtgtagatgecagettgg
961 aacatgaaccagtaataggagcatatgtcactgatattaataaatataatctattggatg
1021 tacgttatgaaaggtaaaaagtaattataggtaaagttttttaagataaaaacacacgtc
1081 tggtagttttttattaacttacttaacagtaccaaagtctgtatgtatgttctctaagaa
1141 gctggaaaggattggettatttaagtactteccgtttgecatattattatttettettgaga
144 G Y Y
1201 aaaagaagtaaagaaaggattgctctaacttggagagttatgcaattacagGGGATATTA
147 R C T HRHSQGCLATI KU QV QR SD
1261 TAGATGCACTCACCGTCACTCGCAAGGTTGTTTGGCGATAAAGCAAGTACAAAGATCAGA
67 E NP S T F E VTYIRIRIEKHTT CV Q A S
1321 CGAGAACCCTTCAATTTTTGAAGTGACCTATCGACGAAAGCATACGTGCGTCCAAGCTTC
18 H S AMSNUDNPIKQN QGHPQTL Q Q
1381 GCACTCAGCAATGTCTAATGACAACCCTAAACAGAACCAAGGACATCCTCAGCTACAACA
200 E EKPTITPTTMETET FTLNSESGTLTIV



1441
227
1501
247
1561
267
1621
287
1681
307
1741
327
1801
1861
1921
1981
2041

AGA%GAGAAGCCAATACCAACAACAATGGAGGAGTTCCTTAACTCGGAAGGACTTATAGT
K T ENLDTSGEETFPSFSFLDA
hAAAACTGAGAATTTGGATACTGGGGAGGAAATCTTTCCATCCTTTTCCTTCCTGGATGd
L. T DKHNEENSZFVGSLSPTFI
%TTGATCGACAAACATAATGAAGAAAACAGTTTCGTGGGCAGdCTTTCTCCGACATTTAT
S PATSESNYFSTSSCAQFDTL
ATCTCCAGCGACTTCCGAGTCCAACTATTTCTCGACGTCGTCTTGCCAGTTTGACACCCT
G 1 G YNVQTPESETLTZETSGS SV P
AGGAATAGGCTACAATGTGCAGACTCCAGAGTCGGAACTCACGGAGATAGGCTCGGTTCC
T S vTNSPTITGDFDFSNMDTILET
GACTTCGGTCACTAATTCTCCAATAGGGGATTTTGACTTCTCTAACATGGATCTCGAAAC

S FQFGNTILETLETFTL A %
CAGTTTCCAATTTGGCAACTTGGAGTTGGAATTCCTTGCTTAGgagtgttagecacatac
tgcattaaacgtatcaatatagccttagaaagggggatagagtagaaattttccagetga

ttaggtagctgaattttggaaataatgtgtagectgttagteccatttttectgtttettt
cttttctttectcactcaacttattggttatttcaagatgectgecagtgttgtaattattg
tttcacctgtttcttaatcttgaatgtattcataatctcatgegattcattcte



