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In different scanning calorimetry, two solutions are heated

·Due to chamber Acontaining proteins, (p(A)
> (p(B)

·from this, getup ofprotein as a function of7, and the "Melting curve"
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Observe thatUp" Cp*

why? exposure ofhydrophobic residues to water
· increased surface area

·greater conformational freedom
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*expected to derive this formula. Expecton testnextweek

Tixen. AHm,Tm, Dlp. You getthis from



Plot this for a protein

9 - 81 proton (Sp residues)

DCp
=53.k" -mol

anems-
4.58120/mol per
residue

Tm =85°C

Observation: the unfolded protein is stable atnighttemp;4Tm
and atlow(but water freezes)

But needs to be above water freezing point.

Thermo of ligand binding (during binding)
PrL=PL kn]

*association

initial conditions

↳abinding:- RTIKA *Imoll

↳
one molar solution ofeach species

kn =x[23PL = P + L
[PL]

*dissociation

Abinding+RTmkn
kp is how we reportthe binding affinity

"nanometer"affinity kp-10.8m


