
   pTiC58  TGCTAGAAAAGATTGGTCTTTGTGTAGATAACTAACGACATCAACCGTTTCTATTTAAGTTGAAAATCGGGGAACATACT (−247) 
pTiSAKURA  TGCTAGAAAAGATTGGTCTTTGTGTAGATAACTAACGACATCAACCGTTTCTATTTAAGTTGCAAATCGGGGAACATACT (−249) 
 pTi15955  TGTTAGAAAAGATTCGTTTTTGTGTAGATAAATAACCACATCAACCGTTTCTATTTAAGTTGAGAATCGGGGAACATACT (−235) 
  pTiA6NC  TGTTAGAAAAGATTCGTTTTTGTGTAGATAAATAACCACATCAACCGTTTCTATTTAAGTTGAGAATCGGGGAACATACT (−235) 
  pTiAch5  TGTTAGAAAAGATTCGTTTTTGTGTAGATAAATAACCACATCAACCGTTTCTATTTAAGTTGAGAATCGGGGAACATACT (−235) 
 pTiBo542  TTTTAGAAAAGATTCGTCTTTGTGTAGATAAATAACGACATCAACCGTTTCTATTTAAGTTAAAAATCGGCGAACATACT (−236) 
 
 
   pTiC58  GTTCATTGACATCCCAATGGAAAGCGACAATTTGGGCATTTTTTAATACAATATTCACGCAGGTCCACCTCGCCGCTCAA (−167) 
pTiSAKURA  GTTCATTGACATCCCAATGGAAAGCGACAATTTGGGCATTTTTTAATACAATATTCACGCAGGTCCACCTCGCCGCTCAA (−169) 
 pTi15955  GTTCGTTGACATGCCAATGGAAAGCGACAATTTGGGCTTTCTTTAATATGATGTTCATGCGGGTCCACCTCGCCGCTCAA (−175) 
  pTiA6NC  GTTCGTTGACATGCCAATGGAAAGCGACAATTTGGGCTTTCTTTAATATGATGTTCATGCGGGTCCACCTCGCCGCTCAA (−175) 
  pTiAch5  GTTCGTTGACATGCCAATGGAAAGCGACAATTTGGGCTTTCTTTAATATGATGTTCATGCGGGTCCACCTCGCCGCTCAA (−175) 
 pTiBo542  GCTCGTTGACATGCCAATGGAAAGCGACAATTTGGGCATTTTTAAATATGATCTTCACTCGGGTCCACCCCGCCGCCAAA (−176) 
 
 
   pTiC58  TCAAGTTGAATATTGA-------TTGATACAATACTGTTTCCGTTTGAAAAAGCGACCTTAGTGCCTCCAATGATTAGTA (−94) 
pTiSAKURA  TCAAGTTGAATATTGA-------TTGATACAATACTGTTTCCGTTTGAAAAAGCGACCTTAGTGCCTCCAATGATTAGTA (−96) 
 pTi15955  TCAAGTTGAATATTGATTGATAATTGATACAATACTGTTTGCGTTTGAAAAAGCGACCCTAGTGCCTACAGTCATTCGTA (−95) 
  pTiA6NC  TCAAGTTGAATATTGATTGATAATTGATACAATACTGTTTGCGTTTGAAAAAGCGACCCTAGTGCCTACAGTCATTCGTA (−95) 
  pTiAch5  TCAAGTTGAATATTGATTGATAATTGATACAATACTGTTTGCGTTTGAAAAAGCGACCCTAGTGCCTACAGTCATTCGTA (−95) 
 pTiBo542  TCAGGTTAAATATTGATTGACAATTGATACAATACTGTTTGCGTTTGAAAAAGCGACTTTAGTGCCTTCAATCATTCGTA (−96) 
 
                                      CCAAT                           TATATT 
   pTiC58  TCATACGCCGTGATTGCGGAATTCCCTCCAATAATCGCGCAATTTGGGTCCAAGCG--GTATATTTATTTAATCTGAAAT (−16) 
pTiSAKURA  TCATACGCCGTGATTGCGGAATTCCCTCCAATAATCGCGCAATTTGGGTCAAAGCGCGGTATATTTATTTAATCTGAAAT (−16) 
 pTi15955  TCACACGACGTGATTGCTGAATTCCCACCAATAATGGCGCAAGCTGGGTTCAAGCTTGGTATATTTATTTGGTCTGAA-T (−16) 
  pTiA6NC  TCACACGACGTGATTGCTGAATTCCCACCAATAATGGCGCAAGCTGGGTTCAAGCTTGGTATATTTATTTGGTCTGAA-T (−16) 
  pTiAch5  TCACACGACGTGATTGCTGAATTCCCACCAATAATGGCGCAAGCTGGGTTCAAGCTTGGTATATTTATTTGGTCTGAA-T (−16) 
 pTiBo542  ACACACGCCGCGATTGCTGAATTTCCACCAATAATCGCGTAATTTGGGTCCAAGCTTGGTATATTTATTTGGTCTGAAAT (−16) 
 
 
   pTiC58  GGCCCTGAAATCCCCAAACCAGAAAA (+11) 
pTiSAKURA  GGCCCTGAAATCCCCAAACCAGAAAA (+11) 
 pTi15955  GGGTTTGAAATTTCCAACTCAGAGAG (+11) 
  pTiA6NC  GGGTTTGAAATTTCCAACTCAGAGAG (+11) 
  pTiAch5  GGGTTTGAAATTTCCAACTCAGAGAG (+11) 
 pTiBo542  GGGTTTGAAATCCCCAACTCAAAGAT (+11) 

 

Figure S1 Alignment of IaaH promoters including the 5’ untranslated regions from 

different A. tumefaciens strains. 

Nucleotide sequences of indole-3-acetamide hydrolase (IaaH) promoters including the 5’ untranslated 

regions of T-DNAs from the nopaline-type (pTiC58, pTiSAKURA), octopine-type (pTi15955, pTiA6NC, 

pTiAch5) and agropine-type (pTiBo542) Ti plasmids. The 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. 


