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Genome 

YP YE PM AA HI HD VV VP VC VF Operon 

Regulatory sites 

Reasons 

argR  -A- fA- --N -aN f-N -aN FA- FA- FA- --- Forms a divergon with the mdh gene in all studied genomes.

ung Fa- F-- FA- FA- FA- -A- --- --- --- f--
Forms a divergon with yfiD in Yersinia spp and Pasteurellaceae. In other 
genomes sites upstream of ung were not found.

nfo --- --- 0 0 0 -a- F-n FA- FAn FAn
Forms a divergon with yfiD in Vibrionaceae. In other genomes sites 
upstream of nfo were not found.

potABCD 0 0 F-- F-- F-- Fan --- --- --- ---
Forms a divergon with pepT in Pasteurellaceae. In other genomes sites 
upstream of the  pot operon were not found.
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Supplementary figures 
 

Figure 1S. Position weight matrices (profiles) for Fnr (A), ArcA (B) and NarP (C) binding sites. Each 
column shows the weights of the given nucleotide in the consecutive positions of the respective binding 
signal. 
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Figure 2S. Sequence logos for the Fnr (A), ArcA (B) and NarP (C) binding sites. Horizontal axis, position 
in the binding site; vertical axis, information content in bits. The height of each column is proportional to 
the positional information content in the given position; the height of each individual symbol reflects its 
prevalence in the given position. 
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