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Conformational Equilibrium
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① "folding" ② "binding"
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folding [A,B]
-

↓H folding
< 0 E more favorable

in general 1S folding <0
"more order"

(also consider solvent---

folding is a competition between

enthalpy & entropy
go folded

to unfolded by increasing+
↓Gfolding

~ =10 kal/mol



Free energy landscape
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keg quantity
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typical protein& room temperature

Kfold > 183

Key is to denature the protein
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