Table 2. Changes in free energy of urea-induced unfolding of p53 core domain mutants

AAG)?Y (keal/mol)’

Mutation T-p53C Wild type’
V143A 3.7+0.15° 3.5+0.06
Y220C 4.2 +0.06 4.0 £0.06
G245S 0.8 = 0.04* 1.2+0.03
F270L 4.1 +0.26 n.d.’

R273C -0.4 £0.03 n. d.

R282W 3.0 = 0.20° 3.3+0.10

n. d., not determined.

*AAGSE(I\)I values represent the change in the free energy of urea-induced unfolding caused by
mutations in either 7-p53C or wild type and are defined as AAGgfg =AGI§LI§3C - AG]", and
AAGSE?I =AG}' - AGL'\, respectively. Data were collected at 10°C in 25 mM sodium phosphate,

pH 7.2/150 mM KCI/5 mM dithiothreitol.
"Data for mutations in the wild-type context are taken from ref. 1.
Data taken from ref. 2.

YF270C destabilizes wild-type core domain by 4.5 kcal/mol (1).
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