>PtrERD7pro
-2000°AAATTACCGGAATGACCATCCCTCATGGAAAACTGACCTTTGTGTGAGCATTTAAAAAGTAACA
AGAGTATAAAACTGGTGGATCACAAGAACGAAATCCGTACCTGCCATTTTGCCATGTTCATGGG
CTAGCCATTTGGGTCAAGGAAAGAACTCAATTATTCGACGCCATATTCCATGGCTAAACTAATTG
CAGCTCGAGAGGCACAGTTAATTTATACCAACTTAGCCGAQGCTCCTAGGGCTGACAAAATAAT
ATCATCTGGTGAAAGATTTGCTTGCAACTTAATTTTTCATTTTTTAATTAAAATTTTAGTGCGTGCG
TGCGCGTGTATGGTAACTTGGTGCAAGCTATATTTTAAAAGTATCGAATCATGCCGACAATTGTG
AATTTCTTTGAAAGCTTCATAAAAAGAATCAGCATCTTAAGCAGCACTTGATCAGATAAAATACG
TGAGATAAAAGTACACGTATTTTTAGATCAAACCAATGAATGAAGTTACGGGTGGTGTGCTATC
GGGTACTTATAGTAATTGTTATTTTTTAAAATATTTTTTATTTTATTTTTAAAAATTATTTTTTACATT
AGCTAATTTAAAAATTAAATTAGCTAATTTAAAAATTAAAAAAAATTAATTTAGAATAAAAAAAT
-1349

Figure S4 Predicted AP2/ERF-related cis-elements in the PtrERD7 promoter. The 2,000 bp
promoter region upstream of the PtrERD7 start codon was analyzed using PlantTFDB. Putative
AP2/ERF binding motifs (including GCC—box and DRE/CRT-like sequences) are indicated by
red boxes/triangles, with positions shown relative to the transcription start site. These cis-elements

support the hypothesis that PtrERD7 is a direct target of PtrERF54.



