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Table S1. List of primers.

Primer name Primer sequence (5’-3")
CpWRKY71-F AAGCTAAACCTCTTCCCTCT
CpWRKY71-R CCACACTAGGATGTTGGTTCATG

GSP1 GCCAACACTCCAGAAGCACTCCC

GSP2 CATCGCCAGAGCCGAACACG
CpWRKY71-1300-F GCGAGCTCATGTCTGAAAATAGAGATTCC
CpWRKY71-1300-R GCGTCGACTGGTTGTCTAGGGATGAAAG

CpWRKY71-pGBKT7-F  TCCCCCCGGGGATGTCTGAAAATAGAGATTCCAGCC
CpWRKY71-pGBKT7-R GCGTCGACTGGTTGTCTAGGGATGAAAGAAGG
pCpWRKY71- PBI121-F  CCCAAGCTTTTTGAAATAAACCAGTATGATATGCTT

pCpWRKY71-PBI121-R CGCGGATCCTCTGGTGCGGGAGAGAGGAGC
CpActin-F AGGCTAAGATTCAAGACAAGG
CpActin-R TTGGTCGCAGCTGATTGCTGTG
CpTublin-F GTGCATCTCTATCCACATCG
CpTublin-R CAAGCTTCCTTATGCGATCC
AtActin-F CTTCGTCTTCCACTTCAG
AtActin-R ATCATACCAGTCTCAACAC
RT-CpWRKY71-F TGACCACTACCACGATGACAACA
RT-CpWRKY71-R GGATTGCCACTGGGTCCTCTA
RT-FT-F TTCCAAGTCCTAGCAACCCTCACC
RT-FT-R TTCTTCCTCCGCAGCCACTCTC
RT-FUL-F GCCTCAATACTGCGTAACCTCC
RT-FUL-R GGTAGGACGTAACATCCAAGCC
RT-CAL-F AAGAAGACCAAACGGCGATG
RT-CAL-R GGCGTAACAGCCAAGGTAATTG
RT-LFY-F CTCTATTTGGTATGTTCCAACAAAG
RT-LFY-R CTAATACCGCCAACTAAAGCC
RT-SOCI1-F AGCTGCAGAAAACGAGAAGC
RT-SOC1-R TGAAGAACAAGGTAACCCAATG
RT-AP1-F CATGGGTGGTCTGTATCAAGAAGAT
RT-AP1-R CATGCGGCGAAGCAGCCAAGGTT
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-3777 TTTGAAATAAACCAGTATGATATGCTTTTAGAAAATATTGTATTAACTAAGTAGGAAAAAATTTAGGCGTTCATGTA
-3700 GGGTTATGAAATTTCTGTCTTACTCCTTTATCATTCAATTGCTTATTCATATTAGGTGGGTAGTACACAACCCATTACCAAACGCTTGGCCTACCCATTG
-3600 GCCAAACTATAAGGAGCAAATTTAATTTGGTTGCCAAATACCATTTGACAAGAACTGGTCAGGCTTTGTAGCACACATCAGTACATGCATTCACACCATA
-3500 GCCCATATGGGCCATGAAAAGTAGAGCACGATGCTTGAGCCATGTGGGTAAAGTTCACCAATATGGTGTGCACATAACTGGTGGTCGGCTGCAACCCTTC
-3400 TCTCCTCCAAACCAGCAACCTATTCGTACATATCCGTAGCTGCATACATGGATGGATATGTGTGAATGCGGATACACCAGCACATTTTTCGAAAAGGGAT
-3300 GTGCTCTATATGAAGTAGAAATGAGAGTTTTTTATTAGTTTCTTTGATGCAATTTAGTTGATCCGGACTTTTAAAATTATATTAAAAGTTTTAGGTTCAA
-3200 CTATTTCTGAAATTATCTGATACATGAGACTTAACAGATGGTTTTATACCCATTTTATATATAAAAAAAACCCTCATTTTTATAACAAAATACAAATCAA
-3100 AACATCTAAGAAGTGTTTTCCAACTCTTITCTTGGGCCTCTTGCCTTTTTTTTATATTCACATGTGTCTGTGTCAGCAAGATTCCTTCTTGTGCATAGACC
-3000 TAACAAAAACCTGCCCACCCCTTCCCTTGATTGGGACGTTITGAAGGCCCAAATGCCATACGTATAATACAAACACCTACAAGGTCAACAATCTCATGCTC
-2900 CTATITTTAGTCTICTCCCCCATCAAAAGTCGTCTCTCTCTCTCTCTCTCTCTCTGCTTTGAACAACACCAGAGACTCGACACCGTCATCTCTTCAAAACT
-2800 TGTACTGTAGTTGGTCATACAAATGTTCTTCTAGACCCTCTITTCTTTCCACTATTCTATTTTTTTTATTCAACTACTATAACATCTATTATCATTCATTT
-2700 GCTATTGTTTTATATTAAACATGTACCCAATACTCAGTTTTCTCTTGTGGGCATCATTTTTCTCTATTTGACTCTTATCAAAGAGAATGAGAAGACGGGC
-2600 AATAAGCTTCTAATATGTACAAATCTGATGACAAAGACTGAGAAATTGTGCCGATGACTCAGGCATGACAAGCTGCATACCTCCCCTTGTTTATGAGAAA
-2500 TGGAGCAATCTTGAGAGTATTAATACCTACTGTTGTGCGAAATCTCAATAAGTCAAACAACGGAAGCGATTCAAACATAAACACAATTCAAACAATTATC
-2400 CACAATAGAGAGGACATAGATTTACATGGTTCGGCCGAAACCTACATCCACTTGCAGCACAGGAAAAAAAATTCACTAATATCAAAGTGGAGATACAAAT
-2300 TTACAAATGTTCTTAAACTCATTTTCTCACATTCGTCTCTCTCACTCAAATTAATCTCTCGATTGCTCGAGAGAGGCTACAATGCCAAAGCCAAACCACA
-2200 ACACTCTCACCGTCTCTCACTATATATAGTTTTCATATAAAATGAGAAAGAAATTGAGTCGGACCATAAACGAGCCAAGTCGAGACAATATTCTAACACG
-2100 TACCACTTGTATCAGGGGCCATCACCTGATGCAAAAGTTTGATGTATGAGTTGATGATGAAGTGATGTGAATCTTGACCAAGAAAAAAATAATGTACAGC
-2000 ATCTTCAATGTTTAGGGTTCGAGACAACTTAGCGCAATTGTCAAACTTTGATCGAAATGACAGTCCCACCGGGAAGTGACTGCCGATGGTGGACCCGGTG
-1900 CCTGAAAAGCATCTGATGAACGTCAAACAGCCATGAATAAGCCCCACACCTCCATCTCTTGAAGATGAAAGTCACCATTGTGTCATCACAAGCGAGCACT
-1800 TCATATATGAGACTITTTITITTTTCTCAATTTCAATGGTGAATGAATCGTGCAATTCTTACTAAAAATTGTCTATCACACAGTAGCTGATTAAATTCATA
-1700 ACATTCTGACTTAGGTTATAAAAATATGAAACATGTTITCCTAAACTTCATTCAATCTAGAAGCATATGTAACATGAATTATTAATGTAGAAACACATGCA
-1600 ACACGAAATAGAAAGACTGGGTTGCTTCTTTCTGCACATTTCTTTATTTTTCCCTCTTTCCATTTTCTAAAGTTTAAAAAAGACTTCTTCAAAGATACTA
-1500 AAAGCAATTTGTAAAAAGGCAGTCAAAAATGTGGCTCAAACGATATTATTGAATGTTGAATATCTCAAGCAGCGTGCTTTCATGGCAGTGTCATTATTGT
-1400 AATTTGCGTGCAAACAGGTAATTCGGTGCAGCTCAGGACCGTTGGTAGAAAGCCTGCTCCAATCCCCTTITGTGGGACAGCTTCATTTAATTTAAAGAATA
-1300 ATATTGAATGTTTATGGAATTAAATCAAGCAGGGTGTCTGTATGGATTTTCATGAAAATCAAGTTTTCTAATATAATTCAAAAAAATAAGGTCTCTACAT
-1200 TTAATAATGATTGATTTGTGTGTAAGTTTTCTCATATTACAGTATTTTTATAAAATTCAGTTTTTTTTTACAAATTATAGTAGAAAATACACGTTACTAT
-1100 AGGATATTAAAGAATATGTATATTATATTATGAGTTTCTTCGTATTTGTTTCCTATTTTCTAAAATTTTATATTTTTTTAAAATTTGAGAACATCTTTAT
-1000 TCGTATCAAAATTTTGACTCTAAGGGACTTGATACTTCATAAAAAATGACACTCTTITTAAGAAAAATATGCTTAGACTAGGTTTTCAATTTTTTTCTAAT
-900 TTTCTAATATTTTTATCTACTTTITTCAAAAAAAAATTAAAAAACAAAAAAATATCTAATAAAAAGAGAAAGAATGCATATCTAAATTATAATGTTGATGT
-800 ACTACTTAGCGCCGATACTCCTATATTATTAGTAATAAGTAACAATATGTATGGACCGATTCTTTTCTTAACCCCTGATACACATTAGTCACGCTTACTT
-700 ATCAAATCATAGTTGGATTGACTAGATTTAAACTCACATTAAAATAATTGAATATTGAATTTAAATACATCTAAATTTAAAATTTAACATTTCTCAAATC
-600 TGCTTCAAACTTAGTACAGTCAGATTTTTAAATCTTTGGTACTATTAAGTTCCATGCACATCTAAATTATTTTTCTTTTTTTATGCCTACGTTGTCTAGA
-500 TCTTTTAGAACATCTGATTAATTCTAGTGGCATATATAAGCCTCTTTACCTATTCACACTATGTAATTCTACGAAGTGGCCCTTTGACATTAAGTGAGAA
-400 TCGAATCCATGATTITTACCACCTAAATTGAGTTTTTGACAATCACTCTAATCATTTTGAATATTCTATAGATGCGAATTCATTAGACTAACGTTATAAA
-300 AGAACAGTAATGATTCATCACATTTTITTAGAACGGTTTTGTCTCTACCGTTGATCTAGTGTGATGATAAAGAAAAATTCGGCGACGCCCACCGAAAAAGT
-200 AGGGCACTAATTAGACCGTCCAGATCCATCACAATCCTCACCAATCAAAGGGCGGGTACCATTTAGTACATAGGTAGCTGACGTGCACCGACTCCCAACC
-100 TACGTCTTTGACGCTTCATTGACACCGGAGGCGTCACCCATTTGTTTGTCATTCTAGCCCACACTCATATTATATGTGACGTCCACGCCCCATCAGCAAC

+1

CCCCACGTATCATCTAGGCTGTACCTTCCCACGTGCCAAACGACAGAATCCAGCTACAGTAAAAAGCCGGTGCTAAAACGGACGCGTGTCGGTGTGATCT

+101 CCCCAGGCCCAAATCTTTGAAACATTGACCGATCCCCGTCACGGGACCGGCACTAGCCGGTGGTCGTTGCTGACTCATAATATATTGCGACCGTAGACTA
+201 TTCAAACATCAAAAGGAGAAGAAAACTCACACAAGAAAGAGAGTGATATGAAGGGATTCCCACACACACACTTCTTTTCTTTTCCATACAAAAAAAACCA
+301 AAGCTAAACCTCTTCCCTCTCTCCTCTTATCTCTAACCCTTTCTTTCTTTTCACGCTCTCCTTCTCTCTGCTCCTCTCTCCCGCACCAGACCCATGTCTG
+401 AAAATAGAGATTCCAGCCACCAT

B
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Figure S1. The DNA sequence analysis of CyWRKY71 promoter. (A) The nucleotide sequence and
putative cis-acting regulatory elements predicted in the promoter region. The putative cis-acting
regulatory elements are marked by the grey shades. The putative transcriptional start site is
designated as +1 and marked in blue. The translation start site (ATG) is marked by red box. (B) A
diagram of the promoter region of CyWRKY71 with potential cis-elements binding sites.
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-4136 TCATATAACTTATGATTAGTAGTACGTCGTTCGAAT
-4100  ATAGATCAGTCATTATCATTAGATAAG _ACAAAA ATAAAGTGGCTATATTGAAAAAGTAATTAAAAAGACAGTTGAACAACATTTTATGCA
-4000 AAGTGTGTTACGATCCGTACAATAATCAATTAATAAAACGCTAAGACTTGGTCTTCTTAAATACTAGTGATTAGAA TTAGTGGAGTGGATGTT

-3900  GAACTTGAATTCTCGAATTCAATTGAGCCTAAACGTTGACTTITGACTTTITCCAGTCATTGGTTTCCTTITTCGATTTCCTAATACTTTITTTITTGTGTCCC
-3800 CTTGTCTCTAGTCTTTGTTGTATTCATAATTATCTCATATAGTAAAAATGAATGTAACACTACTCGATAATGCATCTACTTTTTTTTTAATTGATTATAT
-3700 GTCTATATTAGAAGATGGAACATTTCGGATTTTTAAATATCATTTTCGGAAACATAAAGCTTAACACTTTTGGGAACAAAATTTCCGAACTTTTGAGAAT
-3600 AGCTAATTGCCGTCGATGGTTACAAGAGTGGAGAA-AGATAGGTGGACCTGAACGGTCAGGGCATTATGTAAGTGATTTTTCATTGTTT

-3500 ATTATGGATAAGTAAACATTACGATTATGAAAATTAATCATATCTCAGAGTTGTCATTTACCTATTGTACATAAATATTACCTAACGAAATACCTGCTCT
-3400 AAACGTCGAAACATTCATTATTTTAGTGTCACACTCAAC%AATTGACATGAGTAATGAGTTTTTCAAAGTCATATACTTTTCATGTTTTTG
-3300 TTATATAATTTAAATTTGGACTAGAACTGAATACTTCTAAGTTT TAGAGCATTACATCTACTTGTGAAACTAAATG I'ATCA-AI'G’['AGA
-3200 TGATTGAAAAAGAAGAGAAATTATGATTCATAAGAAACATTTATTTAGCAAAAAAACAATTATAATATGTTCTTTTCCCCCTAAGTAAAGAGAATTATTA
-3100  GCTTAAACTATTTTGGTACTGAGAGTGAAGGATTTGAAAAAGGTTATTGAAATATTAGGTTATCTATGCTATTTTTAACTAGCAAATATCGAAATACTTT
-3000 TATTATATTATATTTGT-AATCGACAAAATTAAAACTAGCAAAATTGTAGGTGAAATGTCAAAGAGAAAGTGACAACCGTGCACCTTTTTTACTTG
-2900 TACAAGTGTCTCCACAATTTACCTATCAATTAGCGTCTCGTAGTATTTTTGA_CTATGATAAGTTTTTCCCATTAAATTCAAAGTTTTCTACA
-2800 AATAATTTCTATTTATTTTATAATAGTAAACTCTTAAACGTCTAATTGACTTATCAAACACCACTAGACGTTAGGTGTACTAGAAATGCCACACAAAACT
-2700  TCGATTAGTGCTTAGCATTTTTGAACTTCCTCCATGAAAAAACGAAAAGCGAATATAATAAGAAGGTTTTTTGGCTCCCTAATTTCCAAGAAATAGTGTT
-2600 GTTGAACTGTACTCACTTGAACTCTTTTGGTAAAAGAATTATGGTTTAAGCCTTTAAGGTTACTTCTTCAATTGTTATACTTACAAAAACACGCAAACGA
-2500 ATATGGTTAGTGGGTTCGACCTCTCATCACATAGTGATGAAATCCGTTAAAAAATTAAAGAAACCATAAACCAAAGTCACCAAACACTCAAAATTCTAAA
-2400 ATTACAAAGCAAATACATAAAATGACATAGGGCTTGGGTCATCAAAGACAGGGGGAATGAAGAG -ATATGCAGTCTCATG-TTTGCTGAT
-2300 CCTAATGGTCAAATACGGTGTCATTTGCTTCCACGTCTCTTAATTACATTTTATGTTTCTAACACTAAAAAGTAAGAATGCAATCATATGGTTTAAAGCC
-2200 GTGTACGTACAGACAAATTGCTCGAAATAGCCAAACTCGATTCACTCGTAATATATATGTTTTTCCAAGTTCAAACAATGGTTAGATAATAGAAATGTTT
-2100 AGATCCAATCATTGTGTTTTITATTTTTGTGAGTATATTTATTCTTAAGATTCTTTTTCGACGTCTAGAGATATGGTTATTTGTTAGTGTCTAGACTTATC
-2000 TAATCTTAAATAGAAAAGCTAAAGAAAGTGAAGTCATTGCTTTGAAAGACGTTGACTGTTCACAAAAACAACTAGTCTTCGTTGACTTTGAATCAACAAC
-1900 AATAATGTAGCTCCAAAGAAAGGAGTATATCTAATTCAAACCCTTATTTAAACAAGAAAGAAAGAATTCGTAAGCTTTTCTATGGAGGTTATTTGTATTA
-1800 ATGAACCAAAAAGTTATATAAAAAGGGTTATAGAGAGAGGCGCGCAAAATGAAGACTTCTGTTAACTATTCTTTGGCTTCTTGTATATGCGTATTAATAT
-1700 ATGATTCGTTATAATTCACCAAGAAAGATTTCTTT-AGTAGAAAGAGTTGGAAGTATATGCATAATGTCTAC ATAACTTTATACAT-TCTA
-1600 TTTTATCTTTATTTTTAATATTCCTCGGTAGGACTTCTACGCACATAAACTTTTAAAACCTAATCAGATTGCATTTATATATACCTCAATTTCTGATATT
-1500  GTCTATGGACATGGTGACAGTTTAAATTTGTTATGTACTACATGATATGGTGTTATGGTGATGATCATGTCCACTATGAGATATCTACGAAGATATATGT
-1400 ACGTATG‘I‘TT‘I‘C(‘AACA‘[‘A‘I‘TTTC'I'A‘I‘TTTA—GTCAAGACCATA’ITCATAG-ATCTC CATGTGAATTCTAATAATGTAGACTCTT
-1300 AAGAATAAACTATTCATTGTCTTAACCAAATGTATGTTTACAAGACGAAAAAAACACAAGGAAAGAAAAAGGAAAGAATGAAAGCCAAAACATAGTGTGG
-1200 TA-I"TAGAGAGAAATATATAGTTAAATGCTCCTTTATAGAAAC CACTTTTAGTTCAATAGCTCTCTAGCTATATTTAATTTTTAGTTGAAATTG
-1100  TCAAACCTTTCTTTTTCATATACATCAAAATATTTTAACAATTTATACCCATTAAAGTCTTCTAATAAGATTATGACCCTTCCAAACTTTTCAGT.

-1000 -CTTGAATTCTTTCAAATTAGTTTAGTATTTC ACATTTTAGAGAGACTATAATCTCAAATTACATACCATAGTTGATACTTTGGTTCGACAAGTAATT
<900 TAATAATATTAAGAACGATTGTTGCTGGTAGCTAGTAAATTGGTCATATCTATTTGGTTGATAGATCATATATTAAAATTTGATCTCAGATCATCGACCA
-800 TCATACACATAATTTGTAGTATAATTCATCTTTTATGTCCATTTTCTGCCATTGCGGGTTACTCAAATAAAGTTGGGAATTAATTGCAAATTTTTTCCTC
-700 TAATACAATT-CGATGACAAAAAAAAAGGTATATATATAATTTCTAACAACGGAGCATAC GCCTAAAATATCCAAAATATGCTTCATGAACCTTAA
=600 TATAATTAAGGGTAACGAAAAACAGTTTCGATTGGAGGGTCAAATAGTGTTTCCAAGATTTAACTCCATAAATCAACATCCAGTTTGGGTAAAATAATTT
-500 TGTCTTGTGTAAAAATTTTCCTAGCTAAAACATTAAATCACACTGAAGTAGACTATCTTGGGATTATTTTTTAGTTTTTTGATAACCACTACATTGATAT
-400  TTTCAAATTGAATATACAAAGGACAGTCTTCTACATATGGTTTGAATGCAAATC TATGAATCTTCATATGGTAGGTAT-CC TCAATAAAAGATAT
-300 TGATCTTAAACTGATATGTT-TCCAACGTTATAAAGTACAGGACGTATAATTTGGTACATTAAAAGAGATTAGTTACTCAATTTATAA-CGG
-200 AAATATGGTATCATAATTCCATTGATTTTACTGACCAAACATTACCAATGGACATTTTTATTTITTCCAAGTGATATCGCTCCAAAATGATTTAATTAAG
-100 ACCTTAATAGAATATTCAGAACAAAAAACCATCCAAGTATTAAAGTAAAGTTGAATGGACTTGTATTTATAAGACTTGATCACCCAAAGTCCAC

+1 CCTAACACCTAAGTTTGAAGAACBRBRICTCTTCCTCTTCTTCTCTTTCTCCTCTTCTTCA
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Figure S2. The DNA sequence analysis of AtWRKY71 promoter. (A) The nucleotide sequence and
putative cis-acting regulatory elements predicted in the promoter region. The putative cis-acting
regulatory elements are marked by the grey shades. The putative transcriptional start site is
designated as +1 and marked in blue. (B) A diagram of the promoter region of AtWRKY71 with
potential cis-elements binding sites.



