
 

 
 
promoter  motif  Distance 

to start 
e-value 

PalpA  GCCGCAAGCT GCGGGCCGCCGTTTCCTGATATTTGCA AGCCCGAATC -111bp 9.1e-13 
  PinR  ACCGCACTGC GATGGCGCCGGTTTCAGGAGCGACGCT GACATTCGCG  -175bp 2.8e-8 
P88400  TCGGGGCTGG GCCGGATGCCGTTTTCCAACTGACGCA GCGCGGCCCG  -223bp 8.9e-10 
P81655  CTGCCCCCAT GCCTGCTGACGTTGTCAGCGACATGCC AGGCAACCAT  -195bp 2.0e-10 
P67231  CATGAATCCG GTCATCTGCGGGTTCCTATTGTTTGCA GCCTAAAGCA  – 59bp 9.8e-9 
P58432  CCGCCGAAAT GCCTGCCGACGTTGTCGGCGACATGCC CAGGTAGTCC  -190bp 3.4e-10 
PtraI CATGAATGGC AGGCATGGTGGTTCTCCTGATAGCGAC ACCACTATGG -274bp man 
Pint  ACAGGAATAC GGGTGAGGCGGCTTCCGGATAGTTGCT GGGGCTGAGC  – 59bp 7.4e-10 

 
Supplementary figure 3. Common sequence motif in the identified transfer competence 
promoters of ICEclc. Motif identified by MEME [1]. Sequence of PtraI added manually to 
align. 
No other similar motif was found on ICEclc. Distance indicated to the start codon of the 
downstream gene. Distance to the mapped transcription start site in the PinR-promoter [2]: 
152 bp. 
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