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1 ATGGAGGAAGTGGAGGAGGCCAACAGGATGGCCGTGGAGAGCTGCCACAGAGTGCTCGGCTTGCTCACCCAGACCCAGGGCCCGGAGCAG
1 MEEVEEANRMAYVYESCHRVYLGLILTA QTA QGTPENQ

91 CTCCGGAGCATAGCTCTCGGGACGGACGAAGCCTGTGCCAAGTTCAGGAAGGTGGTCTCCCTCCTCGGCAACGAGCCCTCCGGAGGAACC
31 LRSIALGTDEACAKTFRIKVYVSLLGSGNEPSG GG GT

181 ACCCATCCTAGAGCCAAGGTTGTCAGCAGGAGGCAGACCCCCGGGTTCCTCAGCCAGAAGGGCTTCTTGGACAACAACACCCCGGTGGTG
61 THPRAKVVSRRAQTPGFLSQKGFLIDNNTZPVYV

271 GTGTTGAACAGCGCACACCCTTCCACCAGCTCCGCGCAGGTGTATCCTAGAAACAGCATTTTGGATTCGCAGCCCGCGCACCCAATCGGA
91 VLNSAHPSTSSAQVYPRNSTILDSAQPAHPTIG

361 GGGCCTCCCAAGCTGGTCCAGCCATTGTCCGCGCATTTCCAGTTTGGCGATTCGTCGCGGTATAATCAGTTCCAGCACCAGCACCAGCAG
121 GPPKLVQPLSAHFAQFOGDSSRYNQFAQHQHAQAQ

451 CAGCAGCAGAAGATGCGGGCCGAGATGTTCAAGAGAAGCAACAGCGGGATCAACTTGAAGTTTGACAGCCCCAGTGGCACGGGCACAATG
151 Q Q Q KM RAEMFIKRSNSGINLIEKTFDSPSGTG GTM

541 TCGTCGGCGAGGTCCTTCATGTCGTCTTTGAGCATGGATGGCAGCGTGGCCAGCCTGGATGCCAAGTCTTCCTCGTTTCATTTGATCGGC
181 S SARSFMSSLSMDOGSVASLDAKSSSFHLTIG

631 GGGCCTGCTATGAGCGACCCGGTGAACGCGCAGCAGGCTCCAAGGAGGCGGTGCTCTGGGCGTGGGGAGGATGGAAATGGCAAGTGTGCT
211 GPAMSDPVNAQQAPRRRCSGRGETDTGNGTKTCA

721 GCAACTGGCAGGTGCCATTGTTCAAAGAGAAGCAGGAAGTTGCGGGTGAAGAGGACGATTAAAGTTCCCGCAATTAGTAACAAAATTGCT
241 ATGRCHCSI KZRSRKLRVKRTTIZKVPATISNIEKTIA

811 GATATACCTCCAGATGAATACTCATGGAGGAAGTATGGGCAGAAGCCAATTAAGGGTTCCCCTCACCCCAGGTATACTTTTTATAGTGGA
271 DI PP DEY S WRIKYGQKZPTKGSPHPRYTZEFYSG

901 TTTTTTTATAGTTGTGTAAATAAAAAAAAGTGCAGAACTGCTCATCTGATACTTTGTAGGGTAAATTTTATTTTGCTACGATTTTCTTTA
301 FFYSCVNEKIKEKCRTAHTLTITLTC CRVNFEFTITLILIRIESIL

991 CTATATTATACATTTATAGAAAGTAGTCGTGATGATGCTATAATCACCATAATGCATCAACTTTGTTGGTAA

331 L YYTFTIESSRDDATITITTIMHQQLTC CW=*

Figure S1. Analysis of the HYWRKY1 sequence
The single line represents a WRKY domain; *indicates a termination codon
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Description

Description

Figure S2. Gene ontology (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG) enrichment analysis of 824 diffe-

the first 30 terms of the significance analysis were selected

GO enrichment bar graph;
for display; the Y axis represents the P-value, and the X axis represents the GO term (A), KEGG enrichment bar graph

rentially expressed genes (DEGs)

31

the first 20 pathways of the significance analysis were selected for display; the Y axis represents the P-value and the X

axis represents the top 20 pathways (B)

BP — biological process; CC — cell composition; MF — molecular function
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