
 
 
 
 

 

 

 

 

 

 

 

 

 

Fig.2S Multiple sequence alignment of the LuxR family using CLUSTALW (28).  The amino 

acid sequences are from the following bacteria: TraRNGR, Rhizobium NGR234; TraRAt, 

Agrobacterium tumefaciens strain R10; LuxR, Vibrio fischeri ES114; LasR, Pseudomonas 

aeruginosa PAO1; RhlR, Pseudomonas aeruginosa PAO1; EsaR, Pantoea stewartii sp. stewartii; 

ExpR, Erwinia chrysanthemi strain 3937; CerR, Rhodobacter sphaeroides 2.4.1.  Invariant 

residues are highlighted in black, and highly conserved resides are shaded in grey.  Secondary 

structure elements of TraRNGR in TraRNGR-TraMNGR are indicated above. 




