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Substitution of the monomer and the dimer concentration in the eq. 10S from eq. 11S 
returns dimer repression model, shown in Figure 2S (here called dual-D). 
 

 
 
 
Figure 2S. Response of binding site array to repression by dual-D model 
The major assumption of this model is similar that described for the dual-P model; 
protein dimerization masks activating domains and prevents initiation of transcription. 
The difference is that the dimerization occurs in solution and the activator dimers 
compete with monomers for binding. If the dimerization is inefficient (Kd is low, panel 
A), the binding site array generates a standard sigmoid output response. More efficient 
dimerization (Kd is high, panels B, C) leads to the non-canonical response, observed in 
the case of Hunchback (Figure 1A, main text). 




