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Sites in proteins evolve

evolutionary rate in eubac-

e L
al markedly different rates; " terial mm.]l,mlﬂ_d::h}dmgﬁ—

some are highly conserved,
others change rapidly.  We
have developed a maximum
likelihood method to i1den-
tify regions of a protein that
evolve rapidly or slowly rel-
ative to the remaining struc-

solvent accessibility and dis-

tance from the catalytic site

are major determinants  of

nase&:f‘;T]u:r;r: two variables
account for most of the rate
heterogeneity not ascribable
to stochastic effects,
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ture. We also show that;_
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' mentu in relation to the cat-

s alytic Mg?t's (vellow). Tt
needs noo statistical lest Lo
confirm that the active siles
are highly conserved (dark
blue). whereas the remain-
ing surfaces evolve rapidly
(pink).  The cross section
reveals that residues buried
deep in the hydrophobic
cores of the domains evolve
more rapidly the further they
 are from the catalytic Mg**,
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