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Figure S1: Base pair types involved in sRNA-target interactions. For each sRNA, a 

histogram is presented, depicting the distribution of base pair types involved in its interactions 

with the targets (sRNAs with at least five targets were included in this analysis).  The Y-axis 

indicates the fraction of each base pair type out of all base pairing interactions of an sRNA. 



 

 

 

Figure S2: Location of the prime positions on the sRNA. The distribution of the location of 

the prime positions on the binding site on the sRNA is shown. sRNAs with at least five targets 

were included in this analysis. 
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Figure S3: Overall conservation of positional base pairing across all targets of an sRNA. For each 

sRNA, we counted for each position of the binding site the number of putatively fulfilled base pairing 

interactions across all targets and across all genomes in all families (except for enterobacteriaceae, which 

were analyzed separately). Presented are the fractions of genomes putatively fulfilling a positional base 

pairing interactions out of all genomes included in an analysis across all targets. The reading frame 

corresponding to the dominant alignment of the prime position is marked for each sRNA (N1, N2, N3). 

MicA shows two dominant reading frame adjustments of its prime position and therefore both were 

marked. For the sRNAs ArcZ, CyaR, MicA, RprA, SpF, RyhB, the orthologues and binding site region 

were identified by Infernal and for the other sRNAs by BLAST. The sequence LOGO illustrates the 

nucleotide frequencies at each position of the binding site across all E. coli target genes. 

 

 

 

 

 

 

 

 

 

 

Figure S4: Conservation of RyhB across all genomes in all families (except for enterobacteriaceae). 

Presentation is by a logo, where the height or the letters represent the information content in each position 

in bits, based on equal background frequency of the nucleotides (0.25). 
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Figure S5: Overall conservation of positional base pairing across all targets of an sRNA. For each 

sRNA, we counted for each position of the binding site the number of putatively fulfilled base pairing 

interactions across all targets and across all genomes in enterobacteriaceae family. Presented are the 

fractions of genomes putatively fulfilling a positional base pairing interactions out of all genomes 

included in an analysis across all targets. The reading frame corresponding to the dominant alignment of 

the prime position is marked for each sRNA (N1, N2, N3). MicA shows two dominant reading frame 

adjustments of its prime position and therefore both were marked. For the sRNAs ArcZ, CyaR, DsrA, 

MicA, RprA, SpF, RyhB, the orthologs and binding site region were identified by Infernal and for the 

other sRNAs by blast. The sequence LOGO illustrates the nucleotide frequencies at each position of the 

binding site across all E. coli target genes. 

 

 

 

 

 

 

 

 


