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* Measured in HBS-DET, the addition of 0.005% (v/v) Tween is required to 
sabilize protein at high FPA concentrations but interferes with bromodomain 
binding to some extent.
** Binding stoichiometry expressed as peptides bound per protomer.
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wherein the Kd is outside of the measurable range, when appropriate an 
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**** The symbol n.b. describes a titration in which no meaningful binding 
was observed. 
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Figure S5
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Figure S7
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