


Method… 
 
Prepare RecA filament at low pH 
 
pH shift to 8 at time 0 
 
monitoring  d[ADP] /dt  
 
kcat is set to be 28 min-1  
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Assumptions 
• 3’ extension is very fast 
• The concentration of REcA protein is kept in sufficient excess re

lative to binding sites on the DNA 
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Conditions 
• 2693nt ssDNA linear 
• 1.5 uM nucleotides of ssDNA 
• 1.5 uM RecA 
• 0.15 uM SSB 
• pH shift from 6.346 to 7.98 
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KON is minimal 
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kON is determined as 1.875 uM-1  



pH and Temperature dependence 



Adding small amount of ATPgS 





    GAPDNA D ends n 

 
     

Re
Re

2

B GAP
NUC OFF

cA n
k DNA cA k D ends

t

  
   

  


