
Table S1. Least-squares superposition of all independent protein chains in each of the 

doubly cAMP-bound CAP crystal structures 

 

All structures were aligned with the flexible two-domain model (dimerization/cAMP-

binding domain and DNA-binding domain) using the RAPIDO web-server [76]. The 

values in the table correspond to flexible root-mean square deviations (rmsd) over all 

Cα-atoms in both domains. The capital letters refer to the independent chain in each 

crystal structure. The rmsd's for different chains of the same crystal structure are similar 

to the values between the different CAP variants. The numbers printed in italics 

correspond to a pair of chains that are so similar that they are treated as one domain only. 

 


