
   pTiC58  TTTTCTGGTTTGGGGATTTCAGGGCCATTTCAGATTAAATAAATATACCGC--TTGGACCCAAATTGCGCGATTATTGGA (−235) 
pTiSAKURA  TTTTCTGGTTTGGGGATTTCAGGGCCATTTCAGATTAAATAAATATACCGCGCTTTGACCCAAATTGCGCGATTATTGGA (−235) 
 pTi15955  CTCTCTGAGTTGGAAATTTCAAACCCATT-CAGACCAAATAAATATACCAAGCTTGAACCCAGCTTGCGCCATTATTGGT (−242) 
  pTiA6NC  CTCTCTGAGTTGGAAATTTCAAACCCATT-CAGACCAAATAAATATACCAAGCTTGAACCCAGCTTGCGCCATTATTGGT (−242) 
  pTiAch5  CTCTCTGAGTTGGAAATTTCAAACCCATT-CAGACCAAATAAATATACCAAGCTTGAACCCAGCTTGCGCCATTATTGGT (−242) 
 pTiBo542  ATCTTTGAGTTGGGGATTTCAAACCCATTTCAGACCAAATAAATATACCAAGCTTGGACCCAAATTACGCGATTATTGGT (−242) 
                                                            
                                                                                                 
   pTiC58  GGGAATTCCGCAATCACGGCGTATGATACTAATCATTGGAGGCACTAAGGTCGCTTTTTCAAACGGAAACAGTATTGTAT (−155) 
pTiSAKURA  GGGAATTCCGCAATCACGGCGTATGATACTAATCATTGGAGGCACTAAGGTCGCTTTTTCAAACGGAAACAGTATTGTAT (−155) 
 pTi15955  GGGAATTCAGCAATCACGTCGTGTGATACGAATGACTGTAGGCACTAGGGTCGCTTTTTCAAACGCAAACAGTATTGTAT (−162) 
  pTiA6NC  GGGAATTCAGCAATCACGTCGTGTGATACGAATGACTGTAGGCACTAGGGTCGCTTTTTCAAACGCAAACAGTATTGTAT (−162) 
  pTiAch5  GGGAATTCAGCAATCACGTCGTGTGATACGAATGACTGTAGGCACTAGGGTCGCTTTTTCAAACGCAAACAGTATTGTAT (−162) 
 pTiBo542  GGAAATTCAGCAATCGCGGCGTGTGTTACGAATGATTGAAGGCACTAAAGTCGCTTTTTCAAACGCAAACAGTATTGTAT (−162) 
  
                                                                                                  
   pTiC58  CAAT-------CAATATTCAACTTGATTGAGCGGCGAGGTGGACCTGCGTGAATATTGTATTAAAAAATGCCCAAATTGT (−82) 
pTiSAKURA  CAAT-------CAATATTCAACTTGATTGAGCGGCGAGGTGGACCTGCGTGAATATTGTATTAAAAAATGCCCAAATTGT (−82) 
 pTi15955  CAATTATCAATCAATATTCAACTTGATTGAGCGGCGAGGTGGACCCGCATGAACATCATATTAAAGAAAGCCCAAATTGT (−82) 
  pTiA6NC  CAATTATCAATCAATATTCAACTTGATTGAGCGGCGAGGTGGACCCGCATGAACATCATATTAAAGAAAGCCCAAATTGT (−82) 
  pTiAch5  CAATTATCAATCAATATTCAACTTGATTGAGCGGCGAGGTGGACCCGCATGAACATCATATTAAAGAAAGCCCAAATTGT (−82) 
 pTiBo542  CAATTGTCAATCAATATTTAACCTGATTTGGCGGCGGGGTGGACCCGAGTGAAGATCATATTTAAAAATGCCCAAATTGT (−82) 
 
                 CCATT                                      TAAATA                              
   pTiC58  CGCTTTCCATTGGGATGTCAATGAACAGTATGTTCCCCGATTTTCAACTTAAATAGAAACGGTTGATGTCGTTAGTTATC (−2) 
pTiSAKURA  CGCTTTCCATTGGGATGTCAATGAACAGTATGTTCCCCGATTTGCAACTTAAATAGAAACGGTTGATGTCGTTAGTTATC (−2) 
 pTi15955  CGCTTTCCATTGGCATGTCAACGAACAGTATGTTCCCCGATTCTCAACTTAAATAGAAACGGTTGATGTGGTTATTTATC (−2) 
  pTiA6NC  CGCTTTCCATTGGCATGTCAACGAACAGTATGTTCCCCGATTCTCAACTTAAATAGAAACGGTTGATGTGGTTATTTATC (−2) 
  pTiAch5  CGCTTTCCATTGGCATGTCAACGAACAGTATGTTCCCCGATTCTCAACTTAAATAGAAACGGTTGATGTGGTTATTTATC (−2) 
 pTiBo542  CGCTTTCCATTGGCATGTCAACGAGCAGTATGTTCGCCGATTTTTAACTTAAATAGAAACGGTTGATGTCGTTATTTATC (−2) 
 
                                         
   pTiC58  TACACAAAGACCAATCTTTTCTAGCA (+25) 
pTiSAKURA  TACACAAAGACCAATCTTTTCTAGCA (+25) 
 pTi15955  TACACAAAAACGAATCTTTTCTAACA (+25) 
  pTiA6NC  TACACAAAAACGAATCTTTTCTAACA (+25) 
  pTiAch5  TACACAAAAACGAATCTTTTCTAACA (+25) 
 pTiBo542  TACACAAAGACGAATCTTTTCTAAAA (+25) 

 
 

Figure S2 Alignment of IaaM promoters including the 5’ untranslated regions from 

different A. tumefaciens strains. 

Nucleotide sequences of tryptophan monooxygenase (IaaM) promoters including the 5’ untranslated 

regions of T-DNAs from the T-DNAs of the nopaline-type (pTiC58, pTiSAKURA), octopine-type 

(pTi15955, pTiA6NC, pTiAch5) and agropine-type (pTiBo542) Ti plasmids. An arrow indicates the 

position of the transcription start sites (TSS) +1. Negative numbers indicate the nucleotide positions 

upstream and positive numbers downstream of the TSSs. TATA box and CAAT box sequences are written 

above the aligned sequences. 


