
TIBS-488; No of Pages 2
Letters

Life on the edge: a link between gene expression
levels and aggregation rates of human proteins

Gian Gaetano Tartaglia, Sebastian Pechmann, Christopher M. Dobson
and Michele Vendruscolo

Department of Chemistry, University of Cambridge, Lensfield Road, Cambridge CB2 1EW, UK

Update TRENDS in Biochemical Sciences Vol.xxx No.x
We have found that expression levels of human genes in
vivo are remarkably anti-correlated with the aggregation
rates of the corresponding proteins measured in vitro by
experiment. This result indicates that human proteins
have evolved to resist aggregation and to function effi-
ciently, but with almost no margin of safety to respond
to genetic and environmental factors that decrease their
solubility or increase their concentration in vivo. We specu-
late that this result provides a compelling reason for the
existence of disorders that are associated with protein
aggregation, such as Alzheimer’s and Parkinson’s diseases
[1].

Evidence for this conclusion is presented in Figure 1,
where the experimental in vitro aggregation rates of a set
of peptides and proteins are plotted against the in vivo
expression levels of their respective genes, as assessed
using DNA microarray technology [2]. The plot includes
all the experimental data we could extract from the litera-
ture (Table 1), and the correlation coefficient between
expression levels and aggregation rates is an astonishing
0.97.
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Figure 1. Correlation between expression levels and the measured aggregation rates
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The existence of such a strong degree of anti-correlation
for this set of peptides and proteins indicates that the
aggregation propensities of the proteins needed by the cell
are precisely tuned by mutation and evolutionary selection
to levels that enable them to be functional at the concen-
trations required for optimally efficient performance. It
also indicates that protein molecules have co-evolved with
their cellular environments to be sufficiently soluble for
their biological roles, but not more so. Hence, aggregation
can result from even minor changes in the chemistry (e.g.
as a result of oxidative stress) and in the regulation (e.g. as
a result of changes associated with ageing) of otherwise
harmless proteins. Indeed, when proteins are expressed at
higher levels than those found naturally, it is unlikely that
their aggregation can be avoided, except for relatively
short lengths of time.
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Table 1. Conditions used to monitor the aggregation rates for
the peptide and proteins considered in this work

Name ELa Rate pH IS Conc. Refs

Acylphosphatase 0.7 �3.0 5.5 43.0 0.04 [7]

Prion106–126 0.5 �3.5 5.0 1.2 0.3 [8]

Calcitonin 0.9 �3.5 7.4 25.0 1.5 [9]

Tau protein 0.8 �3.6 7.6 50.0 0.004 [10]

Acetylcholinesterase586–599 1.4 �3.7 7.0 7.7 0.2 [11]

Ab40 peptide 1.6 �4.6 7.4 81.0 0.03 [12]

Ab42 peptide 1.4 �4.3 7.4 81.0 0.01 [12]

Amylin 1.8 �4.5 5.0 0.06 0.001 [13]

Transthyretin 2.1 �5.2 4.4 130.0 0.01 [14]

a-synuclein 2.6 �5.9 7.4 2.0 0.1 [15]

Glucagon 2.8 �6.0 7.0 10.0 0.8 [16]

Pmel17 2.7 �0.1 7.4 100.0 0.01 [4]
aEL: normalized expression levels [2,17]. Rate: logarithm in base 10 of the aggrega-

tion rates measured in seconds. The ionic strength (IS) and the protein concen-

tration (Conc.) are in mM units. See Ref. [1] for further information about the

proteins and their links (or absence thereof) with disease.
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Fowler et al. [3] in this issue) is Pmel17, the presence of
which in melanosomes has been linked to the production
and storage of melanin [4]. The aggregation rate of Pmel17
(see Table 1) is much higher than that predicted on the
basis of the plot in Figure 1, implying that its assembly into
its functional amyloid state in vivo is highly favourable.

If the link that we have identified for the group of
peptides and proteins for which data are available proves
true for proteins in general, an important question con-
cerns its origin. Our own view is that this intimate relation-
ship is the net result of the opposing effects on protein
sequence of an evolutionary pressure to remain soluble at
the concentrations needed by the cell and of randommuta-
tional processes that tend to increase their aggregation
propensity.

The existence of such a relationship provides dramatic
evidence for the view that the intrinsic propensity of
proteins to revert to the amyloid state, rather than the
presence of pathogenic sequence motifs that encode this
type of structure, is the cause of amyloid diseases [5]. In
particular, it rationalizes observations that even small
deviations either in the expression levels or in the aggre-
gation rates of proteins can have dramatic pathological
consequences [6].

In summary, the correlation described here indicates
that proteins have co-evolved with the quality-control
mechanisms present in the cellular environment to
have a low enough aggregation propensity to enable an
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organism to function optimally. There is, however, almost
no scope for dealing with any situation in which these
levels rise further or whereby the aggregation rates are
increased, for example, by chemical modifications, genetic
mutations or impaired regulatory processes. In the context
of protein solubility, therefore, we are constantly living our
lives at the edge of a molecular precipice.
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