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Figure S1. The fractional contribution of the lifetime components (DAS) in fluorescence spectra 

of the V. harveyi (green) and the P. leiognathi (blue) luciferases at various urea concentrations 



 

 

 

Figure S2. The relative positions of tryptophans of V. harveyi (green) and P. leiognathi (blue) 

luciferases after tertiary structure alignment. In the position 131 of P. leiognathi α-subunit there 

is phenylalanine (yellow). Tryptophan position is indicated basing on the individual sequence of 

the protein. 

  



Details of molecular dynamics simulation 

Table S1: The parameters of the systems used for MD simulations of the Vibrio harveyi (V.h.) 

and the Photobacterium leiognathi (P.l.) luciferases 

 

Protein 
Number of water 

molecules. pcs 

Number of Na+ ions, 

pcs 

Total number 

of  atoms in the 

system, pcs 

Equilibrated cell size,  

Å 

P. l. 42505 30 138296 110.7 × 110.7 × 110.7 

V. h. 40821 36 132922 109.2 ×109.2 × 109.2 

 

 

 


