
Figure S1. Sequence logo for genome wide RpoN-binding site of Azoarcus sp. strain 
BH72 created by using ‘WebLogo’. The consensus motif is derived from individual motifs 
ranging from 46 to 49 bases predicted in the intergenic upstream region of target genes 
using the online webserver for prediction of prokaryotic promoter elements, PePPER. 173 
putative RpoN-binding motifs upstream of 162 target genes with score >6.00 were used to 
create the logo with the WebLogo generator http://weblogo.berkeley.edu/.  
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