
ATP was subsequently titrated into the sample and changes in chemical shifts of

correlations in the spectrum of Figure 9 monitored.  Shift changes were fit to a sequential

binding model, Figure 10, that is described below.

Figure 10.

This model is based on the structure of ATCase, a dimer of catalytic trimers

where the trimers are linked via three dimers of regulatory chains (5).  Here we assume

that each of the two regulatory chains  (r) of a regulatory dimer (r2 – denoted by ‘P’

below) binds ATP (‘A’ below) with equal affinity but where the binding at the first site

changes the affinity at the second. We can write the equations for ligand dissociation as,
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