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Figure S1.  Peptide and TD concentrations used for each step of the four NMR titrations performed in the 

study. AP2 peptide (panel a), AP180 peptide 1 (panel b), AP180 peptide 2 (panel c), and AP2 mutant peptide 

(panel d). 



Figure S2.  Analysis of ITC data for the  titration of AP2 peptide into clathrin TD.   The thermogram displayed in 

Fig. 1a was integrated and fit with Microcal modified Origin 7 software to an N independent binding sites model 

with either N floated (panel a), or fixed to 1 (panel b), 2 (panel c), 3 (panel d), 4 (panel e) or 5 (panel f).  

 
 


