
Table Supplementary 

Table S1. Nucleotides sequence of Atore1 gene. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Note: Atore1 gene made by T-DNA insertion in the third exon of the Atore1 genomic sequence between position 743 and 744 of the 

coding region, from start codon ATG, which is indicated by nucleotides sequence under grey color. In the CDS sequence of Atore1 

(855 bp) include two intron position, which is indicate by light grey color.  

 

 

ATGGATTACGAGGCATCAAGAATCGTCGAAATGGTAGAAGATGAAGAACATATAGATCTACCACCAG

GATTCAGATTTCACCCTACTGATGAAGAACTCATAACTCACTACCTCAAACCAAAGGTTTTCAACAC

TTTCTTCTCTGCTACTGCCATTGGTGAAGTTGATCTCAACAAGATTGAGCCTTGGGACTTACCATGT

AAGTTTCACACCTTATCTTTCTATTTCCTCAAGTCTTTTGTTTGTCTTCTTTCTACCATTAAACTCA

TGGTTCTGAATTCTGATACATGGCTGGTTTTGTTGGAACAGGGAAGGCTAAGATGGGAGAAAAAGAA

TGGTATTTCTTCTGTGTGAGAGACCGGAAATACCCGACCGGTTTAAGGACAAACCGGGCGACAGAAG

CCGGTTATTGGAAAGCCACAGGAAAAGACAAAGAGATATTCAAGGGAAAATCACTTGTGGGTATGAA

GAAAACTTTGGTTTTCTATAAAGGAAGAGCTCCTAAAGGAGTTAAAACCAATTGGGTTATGCATGAA

TATCGTTTAGAAGGCAAATATTGTATTGAAAATCTTCCCCAAACAGCTAAGGTAATAACATTAAGAG

ATTTTGTGTGTTTCTGTCTTTTGTTTTTTTTGGGGACTTGAAATTAATTCTTTTGTTTGGTTGTTTG

TGAATGTAGAACGAATGGGTTATATGTCGTGTTTTCCAAAAACGTGCCGATGGTACAAAGGTTCCAA

TGTCAATGCTTGATCCACACATTAACCGAATGGAACCAGCCGGTTTACCTTCGTTAATGGATTGTTC

TCAACGAGACTCCTTCACCGGTTCGTCGTCTCACGTGACCTGCTTCTCCGACCAAGAAACCGAAGAC

AAAAGACTTGTCCACGAGTCCAAAGACGGTTTTGGTTCTCTGTTTTACTCGGATCCTCTGTTTTTAC

AAGACAATTGTCTTGGAACTACAGAGGATGCGCGTAAAACAGAGAAGCTAAATCGGGTTTGGACTCG

AGGACAAGTCTTTTGTCTTCAGTGTCTTGGCCGGATAAGCGGGTCTCGTGAAACGACGATCCGGTGA

GAGAGTCTCTTTGAGAACAGTCCATTATCGAGCGTACTCCGGCTGGTGTCCTTCAGATAGTGTGTGG

ATCGAGCATTGTTCTTCGGAGCCTTTGTACCATAGAGCCCGGTTTTGGATCACGCGACATATAACCC

ATTTTATTCGCTAATGAAGCTGTTGCTTGACGGTCAAGAAACTCAATTCTCCGGCAAACCTTTCGAC

GGTCGTGATTCGTCCGGTACAGAAGAATTGGATTGCGTTTGGAATTTC                  
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Table S2. Sequences of oligonucleotide of Atore1 included cis-regulatory element motifs identified. 

AAGAACTTGATACGAAAAAATTGACCAATTATTGGTCAATATATTAAAAAGAATAAATTATTTTAGTGTTCTTATTTCTCAAATGAAAA

CTAGTATATAGAGAGGAGCTTCGTTGCTCAAACACTTTCCTCTCTCTTAAAAACCTCAACTTTCTTCTCTCTTCTCAAAAACCCTTCCC

TCTTCGTCTCCAAACAACAACAAACACAACAACAACAAAAATCTTACAAGAAGATCATTTTTAGAAACCCTATTAGGATAAAATGGATT

ACGAGGCATCAAGAATCGTCGAAATGGTAGAAGATGAAGAACATATAGATCTACCACCAGGATTCAGATTTCACCCTACTGATGAAGAA

CTCATAACTCACTACCTCAAACCAAAGGTTTTCAACACTTTCTTCTCTGCTACTGCCATTGGTGAAGTTGATCTCAACAAGATTGAGCC

TTGGGACTTACCATGTAAGTTTCACACCTTATCTTTCTATTTCCTCAAGTCTTTTGTTTGTCTTCTTTCTACCATTAAACTCATGGTTC

TGAATTCTGATACATGGCTGGTTTTGTTGGAACAGGGAAGGCTAAGATGGGAGAAAAAGAATGGTATTTCTTCTGTGTGAGAGACCGGA

AATACCCGACCGGTTTAAGGACAAACCGGGCGACAGAAGCCGGTTATTGGAAAGCCACAGGAAAAGACAAAGAGATATTCAAGGGAAAA

TCACTTGTGGGTATGAAGAAAACTTTGGTTTTCTATAAAGGAAGAGCTCCTAAAGGAGTTAAAACCAATTGGGTTATGCATGAATATCG

TTTAGAAGGCAAATATTGTATTGAAAATCTTCCCCAAACAGCTAAGGTAATAACATTAAGAGATTTTGTGTGTTTCTGTCTTTTGTTTT

TTTTGGGGACTTGAAATTAATTCTTTTGTTTGGTTGTTTGTGAATGTAGAACGAATGGGTTATATGTCGTGTTTTCCAAAAACGTGCCG

ATGGTACAAAGGTTCCAATGTCAATGCTTGATCCACACATTAACCGAATGGAACCAGCCGGTTTACCTTCGTAATGGATTGTTCTCAAC

GAGACTCCTTCACCGGTTCGTCGTCTCACGTGACCTGCTTCTCCGACCAAGAAACCGAAGACAAAAGACTTGTCCACGAGTCCAAAGAC

GGTTTTGGTTCTCTGTTTTACTCGGATCCTCTGTTTTTACAAGACAATTGTCTTGGAACTACAGAGGATGCGCGTAAAACAGAGAAGCT

AAATCGGGTTTGGACTCGAGGACAAGTCTTTTGTCTTCAGTGTCTTGGCCGGATAAGCGGGTCTCGTGAAACGACGATCCGGTGAGAGA

GTCTCTTTGAGAACAGTCCATTATCGAGCGTACTCCGGCTGGTGTCCTTCAGATAGTGTGTGGATCGAGCATTGTTCTTCGGAGCCTTT

GTACCATAGAGCCCGGTTTTGGATCACGCGACATATAACCCATTTTATTCGCTAATGAAGCTGTTGCTTGACGGTCAAGAAACTCAATT

CTCCGGCAAACCTTTCGACGGTCGTGATTCGTCCGGTACAGAAGAATTGGATTGCGTTTGGAATTTCTGAGTTGTATAAGTTATGTTGT

AGACTTGTAGTAGTCATGTGTTCGTGTGTGTGAATGAATATTCTTGTTACATTTTTTTGTAAAAAAGGAGAAAAAAATATGCTAGAAAG

TCAATTGCTTTTGTTATGTAGCATTAGTGTTTTTTATGTACTCAATAGACTTCCTAATTAAATAAAAATCTTAATTTATTTGCC 

 

Note: cis-regulatory element motifs were scanned by the PlantCARE (http://bioinformatics.psb.ugent.be/webtools/plantcare/html/). 

The motifs related in abscisic acid, auxin, chlorophyll and MeJA-responsiveness were highlighted. Sequences in the dark read are 

ABRE motif (5’ACGTG3’), blue sequence indicates TGA element (5’AACGAC3’), bright green sequence is GATA box (5’-GATA-

3’) and yellow is TGACG-motif (5’- TGACG-3’). 

 

 

 

 



 

Table S3. Sequences of oligonucleotide primers used for the qPCR. 

No Name Gene ID Forward sequence of primers (5'-3') Reverse sequence of primers (5'-3') Tm 

(oC) 

1 GmActin NM_001252731.3 F: 5 -́TTCTCTCGCTCTCTGCCTTC- 3  ́ R: 5 -́TTGTGCCTCATCACCAACAT- 3  ́ 58 

2 GmCHLG XM_014768972.3 F: 5 -́AGGGCTCTAGGGCTTCAGTC- 3  ́ R: 5 -́AGGGTCCTTGCGGAAATACT- 3  ́ 60 

3 GmSGR1 AY850141.1 F: 5 -́GGTTCCTGTTGCAAGGTTGT- 3  ́ R: 5 -́GAGAGATTGCCAAGGTGAGC- 3  ́ 60 

4 GmNYC1 NM_001358945.1 F: 5 -́TATAGACGGGGCAGGTTCAG- 3  ́ R: 5 -́CCATTCCTGGCGAAAGATTA- 3  ́ 60 

5 GmSAG39 XM_026124662.1 F: 5 -́AGGGAAAAGCGTTTCAGGAT- 3  ́ R: 5 -́ATGGATGGTACTGCCCTCAC- 3  ́ 60 

6 GmRBOH-E XM_014767463.2 F: 5 -́TCCACAACAAAAGACCCACA- 3  ́ R: 5 -́ACCAGACCAAAGAGGTGGTG - 3  ́ 58 

8 GmVPE NM_001249749.2 F: 5 -́GTGAAAGTGGGAGCGTGTTT- 3  ́ R: 5 -́CCGTTGCTTTACCGATTTGT- 3  ́ 60 

8 GmABI5 XM_014765566.1 F: 5 -́GGAGAGTGGCAAGAACTTCG- 3  ́ R: 5 -́CCAAACCTCGTCCACTGTTT- 3  ́ 59 

9 GmNAC081 DQ028774.1 F: 5 -́CTTTAGCAGCCCACAGGAAG- 3  ́ R: 5 -́ TTCCCAAAGGGCATTTGTAG - 3  ́ 58 

10 GmNAC065 NM_001251701.2 F: 5 -́ATTTGCCAGGTGATTTGGAG- 3  ́ R: 5 -́TGGATCCATTAGGAGGCTTG- 3  ́ 59 

12 GmNECD3 Glyma.15g250100 F: 5 -́ CGAATCCCAACAGGTCAACT- 3  ́ R: 5 -́CTTTCGTCCGAGCTTGTTTC- 3  ́ 58 

13 GmICS1 XM_003522145.4 F: 5 -́GGCATTGTAAGGTTGCAGGT- 3  ́ R: 5 -́GATGTGGCTGGGAAAAGAAA- 3  ́ 60 

14 GmYUUCA6 XM_003550066.5 F: 5 -́GGGCCATAAAGCACACAAGT- 3  ́ R: 5 -́ACCAATCCACAAACCGGATA- 3  ́ 58 

15 GmNPR1 FJ418595.1 F: 5 -́CGCATGCTGAGACAACATCT- 3  ́ R: 5 -́CCCATCTCCACTGTTTTCGT- 3  ́ 60 

16 GmARF2 Glyma01g25270 F: 5 -́CACCCCTCAAAATTCAACAG- 3  ́ R: 5 -́AGAGTAAGTAGGTCTTCTCCCAGTG- 3  ́ 57 

 

 

 

 

 

 

 

 

 
 


