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Probing the partly folded states of proteins by limited proteolysis
Angelo Fontana, Patrizia Polverino de Laureto, Vincenzo De Filippis, Elena
Scaramella and Marcello Zambonin

The folding of a polypeptide chain of a relatively large
globular protein into its unique three-dimensional and
functionally active structure occurs via folding
intermediates. These partly folded states of proteins
are difficult to characterize, because they are usually
short lived or exist as a distribution of possible
conformers. A variety of experimental techniques and
approaches have been utilized in recent years in
numerous laboratories for characterizing folding
intermediates that occur at equilibrium, including
spectroscopic techniques, solution X-ray scattering,
calorimetry and gel filtration chromatography, as well
as genetic methods and theoretical calculations. In this
review, we focus on the use of proteolytic enzymes as
probes of the structure and dynamics of folding
intermediates and we show that this simple
biochemical technique can provide useful information,
complementing that obtained by other commonly used
techniques and approaches. The key result of the
proteolysis experiments is that partly folded states
(molten globules) of proteins can be sufficiently rigid to
prevent extensive proteolysis and appear to maintain
significant native-like structure.
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Introduction
The protein folding problem is central to modern struc-
tural biology and is attracting the interest of many investi-
gators using a variety of techniques and approaches [1,2].
The folding of a protein appears to proceed via folding
intermediates, which direct the folding through a limited
number of pathways, consequently leading to a final
folded state within a reasonably short time [3–5]. A
detailed knowledge of the structure, stability and dynam-
ics of folding intermediates of proteins would facilitate the
formulation of molecular mechanisms of protein folding.
In the past, the existence of partly folded states of pro-
teins was considered quite exceptional [6], since these
states were expected to be short lived or to exist as a dis-
tribution of conformers. Kinetic experiments on the
refolding process of proteins were conducted using

stopped-flow methods combined with a variety of spectro-
scopic techniques, such as nuclear magnetic resonance
(NMR), circular dichroism (CD) and fluorescence. These
strategies have provided indications of the nature of the
early events during folding and showed that secondary
structure is formed first, followed by the formation of the
specific tertiary interactions of the native state [7–11].
However, transient folding intermediates are difficult to
identify and characterize. Nowadays, however, we observe
a flow of experimental studies on partly folded states that
can be generated by exposing proteins to specific and
mildly denaturing solvent conditions and that occur at
equilibrium, thus allowing the analysis of their structural
features [12,13]. The characteristics of the equilibrium
folding intermediates are related to those of the transient
intermediates detected by kinetic measurements [8].

The most popular equilibrium intermediate is the molten
globule state [14–16], which has been described for
numerous proteins and can be obtained by dissolving pro-
teins in the presence of moderate concentrations of
denaturant, in acid and in the presence of salts or by
removing protein-bound metal ions or cofactors [4,5].
According to the original definition, the key characteris-
tics of a molten globule include a well-defined and
native-like secondary structure, lack of specific tertiary
interactions and a more expanded and flexible structure
with respect to that of the native protein [17,18]. The
possible biological significance of the molten globule
state of proteins has been proposed recently [15]. Unfor-
tunately, the term ‘molten globule’ has been used to
describe a wide range of partly folded or nonnative states
of proteins not necessarily consistent with the original
definition, thus giving rise to conflicting interpretations
of experimental results [19] and to a lively debate on the
significance of the term [5,20,21].

There is growing evidence that protein folding intermedi-
ates display significant structural variability, ranging from
highly unfolded to near native-like structures [5].
Recently, structural studies have been conducted on
partly folded states of proteins dissolved in mixed
organic/aqueous solvents, such as aqueous trifluoroethanol
(TFE) [22–25]. In aqueous TFE, proteins acquire a state
characterized by a high content of secondary structure
(helix) in the absence of persistent tertiary structure. In a
number of studies, it has been shown that even in high
concentrations of denaturing agents, such as urea or guani-
dine hydrochloride, proteins can maintain some residual
structure and clear-cut evidence has been provided that at
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least some local clusters of hydrophobic residues persist
even under these extreme conditions [26–31].

The structural analysis of partly folded states of proteins
(or molten globules) is expected to be difficult, since these
states are flexible and are an ensemble of conformations
not amenable to structural elucidation by either X-ray crys-
tallography or NMR. Nevertheless, recent developments
in hydrogen/deuterium exchange, combined with two-
dimensional NMR spectroscopy, have provided very
useful experimental tools for analyzing intermediates even
at the level of atomic resolution [7,32–35]. Advances in
NMR measurements include the use of multi-dimensional
hetero-nuclear NMR techniques utilizing 13C- or 15N-
labeled proteins [36,37]. Also, the solution X-ray scattering
technique has been used to obtain accurate data on the
size, shape and, in some cases, even tertiary fold of
compact nonnative states of proteins [38–40]. 

In this review, we will focus on the use of proteolytic
enzymes as probes of the structure and dynamics of
protein intermediates [41–43]. This approach relies on the
fact that proteolysis of a protein substrate can occur only if
the polypeptide chain can bind and adapt to the specific
stereochemistry of the protease active site [44–48]. This is
difficult to achieve with native rigid protein structures,
whereas unfolded proteins are degraded much faster.
Nevertheless, even native folded proteins can be attacked
by a protease. In this case, usually limited proteolysis
occurs at flexible sites of the protein chain, leading often
to a nicked protein species constituting two (or very few)
fragments associated in a stable complex [49–51] or, with
multi-domain proteins, to the dissection of the protein
into the individual domains [42,52,53]. Here, we show that
proteolytic probes can provide useful and novel informa-
tion on the structural characteristics of partly folded states
of proteins, nicely complementing and extending informa-
tion reached by the use of other techniques.

The limited proteolysis approach
The limited proteolysis approach for probing protein con-
formation implies that the proteolytic event should be dic-
tated by the stereochemistry and flexibility of the protein
substrate and not by the specificity of the attacking pro-
tease. For this aim, the most suitable proteases are those
displaying broad substrate specificity, such as subtilisin,
thermolysin, proteinase K and pepsin. These endopepti-
dases display a moderate preference for hydrolysis at
hydrophobic or neutral amino acid residues, but cleavages
often occur at other residues as well [54]. The recom-
mended approach is to perform trial experiments of prote-
olysis on the protein of interest in order to find out the
most useful protease, the optimal substrate : protease ratio
and the effect of temperature and time of incubation. Pos-
sible ways to control proteolysis are the use of a low con-
centration of protease, short reaction times and low

temperature. It is not easy to predict in advance the most
useful experimental conditions for conducting a limited
proteolysis experiment, since these depend upon the
structure, dynamics and stability/rigidity properties of the
protein substrate and also upon the actual aim of the
experiment, i.e. isolation of the rigid core of the protein or
location of the sites of protein flexibility [41,43,55].

What are the structural and dynamic properties of the
(specific) peptide bond(s) cleaved in a globular protein by
limited proteolysis? It is plausible that limited proteolysis
derives from the fact that a specific chain segment of the
compact folded protein substrate is sufficiently exposed to
bind at the active site of the protease. However, the
notion of exposure/protrusion/accessibility [56,57] is a
required property, but clearly not sufficient to explain the
limited proteolysis phenomenon, since it is evident that
even in a small globular protein there are many exposed
sites that could be targets of proteolysis. Enhanced chain
flexibility (segmental mobility) appears to be the key
feature of the site of limited proteolysis, as shown by the
results of systematic proteolysis and autolysis experiments
conducted on the thermophilic protease thermolysin [49].
In this study, it has been demonstrated that there is a
clear-cut correlation between sites of limited proteolytic
attack and sites of enhanced chain flexibility, this last
reflected by the crystallographic temperature factors (B-
values) [58–61]. The results obtained with thermolysin are
in line with those derived from limited proteolysis experi-
ments conducted on a variety of other proteins of known
three-dimensional structure [48]. In many cases, limited
proteolysis was observed to occur at sites in the polypep-
tide chain displaying high segmental mobility [59,60] or
poorly resolved in the electron density map, implying sig-
nificant static/dynamic disorder. The proposal was
advanced, therefore, that limited proteolysis of a globular
protein occurs at flexible loops and, in particular, that
chain segments in a regular secondary structure (such as
helices) are not sites of limited proteolysis [46–49]. 

In a more recent study, Hubbard et al. [62] conducted
modelling studies of the conformational changes required
for proteolytic cleavages and concluded that the sites of
limited proteolysis require a large conformational change
(local unfolding) of a stretch of up to 12 residues. A possi-
ble explanation of the fact that helices and, in general, ele-
ments of regular secondary structure are not easily
hydrolyzed by proteolytic enzymes can also be given on
the basis of energetic considerations. If proteolysis is
occurring at the centre of the helical segment, the helix is
probably fully destroyed by end-effects and consequently
all hydrogen bonds, which cooperatively stabilize it, are
broken. On the other hand, a peptide bond fission at a dis-
ordered flexible site probably does change much of the
energetics of that site, since the peptide hydrolysis can
easily be compensated by some hydrogen bonds with
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water [63]. It can be proposed, therefore, that proteolysis
of rigid elements of secondary structure is thermodynami-
cally very disadvantageous.

The concept of flexibility/loose structure in dictating the
limited proteolysis event can be used to explain the fact
that often, in relatively large proteins, cleavage occurs at
chain segment(s) connecting the structural domains
[42,52]. These ‘hinge’ regions between domains are
usually more exposed and flexible than the rest of the
polypeptide chain forming the globular units of the
domains. Indeed, limited proteolysis is the classic proce-
dure for producing, from large proteins, individual
autonomously folding domains for further structural and
functional characterization [52]. Limited proteolysis has
also been used to define the boundaries of a domain by
removing its flexible and unstructured parts [64,65].
Finally, the chain flexibility notion explains the fact that,
in certain proteins, the rather loose parts can be removed
by limited proteolysis, allowing the isolation of the ‘core’
of the protein as the most proteolysis-resistant moiety and
thus as a stable protein entity [66]. 

�-Lactalbumin
The most extensively characterized molten globule state
is the one obtained by acid-induced unfolding of �-lactal-
bumin at pH 2.0 (A-state). These studies took advantage
of the detailed knowledge of the three-dimensional struc-
ture of the baboon [67] and human [68] protein species at
1.7 Å resolution (Fig. 1). A great number of different tech-
niques and approaches have been used over the years to
characterize the A-state, which can be considered a proto-
type molten globule ([18] and references therein). NMR
spectroscopy was used to characterize the A-state at the
atomic level, providing evidence that this state is a
dynamic conformational state possessing stable regions of
localized and native-like helical secondary structure, but
largely disordered tertiary structure [9,69–71]. In particu-
lar, evidence has been provided that the chain region
encompassing the �-sheet is missing the structural con-
straints of the native protein and displays enhanced chain
flexibility (disorder), as given by hydrogen/deuterium
exchange data [9].

The results of limited proteolysis experiments conducted
on bovine �-lactalbumin dissolved in acid solution are
summarized in Figure 1 [72]. For this study, pepsin was
used as the proteolytic probe, since this protease is opti-
mally active in acid and shows broad substrate specificity
[54]. The timecourse analysis by SDS-PAGE [73] of the
peptic digestion of �-lactalbumin reveals that the protein
can be digested at very few peptide bonds, because quite
large fragments are formed during proteolysis (see Fig. 1).
The protein fragments produced were isolated by chro-
matography and their identity determined by a variety of
analytical methods [72]. The results of these analyses

indicated that the peptic digestion of �-lactalbumin in
acid is a sequential process. The initial fast nicking occurs
at peptide bond Ala40–Ile41, followed by cleavage at
Leu52–Phe53, leading to the excision from the protein of
a 12-residue chain segment encompassing the �-sheet
region of the native protein and formation of a nicked
protein species constituted by fragments 1–40 and 53–123
crosslinked by the four disulfide bonds of the protein. A
subsequent slower cleavage occurs at peptide bond
Tyr103–Trp104.

The initial proteolytic events are the most useful and criti-
cal for unravelling structural and dynamic features of a
protein species, since the protein fragments or the nicked
protein (if the fragments remain associated) are different
conformational and dynamic entities from the intact
protein and are more easily degraded by proteolysis as a
result of their enhanced flexibility [48]. The peptide
bonds Ala40–Ile41 and Leu52–Phe53 suffering fast initial
proteolysis in �-lactalbumin in acid are located at chain
segments flanking the single antiparallel �-sheet of the
protein (residues 40–43 and 47–50; see Fig. 1), thus imply-
ing that this region in the A-state is flexible by the criteria
of the limited proteolysis. The results of proteolysis exper-
iments are therefore in agreement with the NMR data of
the A-state indicating that the region encompassing the �-
sheet region is disordered [9,69–71]. 

The molten globule state of �-lactalbumin can also be gen-
erated by removing the single protein-bound calcium ion
by the use of chelating agents [18,74]. Recently, we have
used proteolytic probes for studying the structural features
of the apo form of �-lactalbumin, with a view to comparing
the intermediate state of the calcium-free protein at
neutral pH with that observed in acid (A-state). For this
study, proteinase K and chymotrypsin were employed, dis-
playing a very broad and a somewhat preferential substrate
specificity [54], respectively, and an optimum of activity at
neutral pH. Whereas the holo form of the protein was resis-
tant to proteolysis, the apo form was efficiently digested by
the two proteases. From a timecourse analysis of the prote-
olysis reactions, it was concluded that both proteinase K
and chymotrypsin initially cleave the Gln39–Ala40 and
Phe53–Gln54 peptide bonds, followed by slower cleavages
at other bonds (A Fontana et al., unpublished data). Prote-
olytic probes therefore indicate that the partly folded states
of �-lactalbumin in acid or upon removal of protein-bound
calcium at neutral pH are similar, since in both cases the
chain region suffering limited proteolysis events is the
same (see above for the results with pepsin). In this
context, it is interesting to observe that Matsumura et al.
[75] studied the susceptibility of bovine �-lactalbumin to
the incorporation of primary amines catalyzed by transglut-
aminase. It was found that Gln54 can be selectively modi-
fied by this enzymatic reaction only if the protein is in its
calcium-free form. It seems, therefore, that both protease
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and transglutaminase probe the same flexible region of the
apo form of �-lactalbumin, as reasonably expected from
the fact that in both cases the process involves a
protein–protein recognition phenomenon.

The proteolysis of �-lactalbumin in acid by pepsin leads,
upon prolonged reaction, to fragment 53–103 and to the
two chain species constituted by fragments 1–40 and
104–123 covalently linked by disulfide bonds (see Fig. 1).
These two fragment species are relatively resistant to
further proteolysis and accumulate in the reaction

mixture, implying that they possess sufficient stability and
rigidity to prevent fast proteolysis. Observations of this
type are usually taken as a clear-cut indication of the exis-
tence of folded protein domains [52]. On this basis, it can
be proposed that the experiments of peptic digestion
identify, in the A-state of �-lactalbumin in acid solution,
the existence of two relatively stable and somewhat rigid
domains. The interesting observation is that the two pro-
teolytic domains 53–103 and (1–40)(104–123) are exactly
those one would predict simply from visual inspection of
the three-dimensional structure of native �-lactalbumin in
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Figure 1
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(a) Schematic representation of the crystal structure of �-lactalbumin.
The 123-residue chain of �-lactalbumin is crosslinked by four disulfide
bridges, which are labeled by the cysteine residues that they connect
(6–120, 28–111, 61–77 and 73–91). The anti-parallel �-sheet region
(arrows) encompasses residues 40–43 and 47–50. Calcium is
represented by a solid sphere. The model was produced using the
program MOLSCRIPT [104] utilizing the crystallographic coordinates
of baboon �-lactalbumin [67]. Adapted from [105]. (b) Timecourse
analysis by SDS-PAGE [73] of the peptic digestion of �-lactalbumin in
acid (A-state). Proteolysis was conducted at room temperature with
pepsin (E : S ratio 1:750, by weight) at pH 2.0 in the presence of
0.1 M NaCl. Samples were taken from the reaction mixture at intervals
and dissolved in the sample buffer of the electrophoresis systems [73].
Under these solvent conditions, proteolysis is stopped by denaturation
of pepsin. A partial BrCN-digest of �-lactalbumin at the level of the
Met90 residue in the chain and leading to fragments 1–90 and
91–123 served as a marker of molecular masses. The protein
fragments formed at the initial stages of proteolysis were isolated to

homogeneity by chromatography and their identity established by
quantitative amino acid analysis after acid hydrolysis, N-terminal
sequencing and mass analysis by mass spectrometry. The results of
these analyses, when compared with the known sequence of �-
lactalbumin, allowed in the definition of the sites of initial peptide bond
fissions along the protein chain. Analysis of the timecourse of the
proteolytic reaction by pepsin indicates that the digestion follows a
sequential process, the first peptide bond cleaved being Ala40–Ile41,
followed by Leu52–Phe53 and by a much slower cleavage at
Tyr103–Trp104 [72]. Of interest, the single chain proteolytic fragment
53–103 containing two disulfide bonds (61–77 and 73–91) and the
binding sites for the calcium ion and the two fragments 1–40 and
104–123 covalently linked by two disulfide bonds (6–120 and
28–111) are the species most resistant to further proteolysis by
pepsin and accumulating in the proteolytic mixture. Fragments 53–103
and (1–40)(104–123) were isolated to homogeneity by
chromatography and their conformational properties investigated.



its crystal state (see Fig. 1). The two proteolytic domains
encompass the complete polypeptide chain of �-lactalbu-
min, with the exception of the short segment 41–52
arranged, in the native protein, in a �-sheet secondary
structure, which appears to be quite exposed and isolated
from the rest of the protein. 

The experimental dissection of �-lactalbumin into
domains by proteolysis contrasts with the usual descrip-
tion of �- and �-domains of �-lactalbumin utilized by
many investigators in discussing structural properties of
this protein in its native or partly folded state, since they
attribute the �-helical segment 86–99 (helix C) to the �-
domain. In particular, a recombinant model of the �-
domain constituted by fragments 1–39 and 81–123
connected by a linker of three glycines was produced and
characterized [76]. Proteolysis data, as well as inspection
of the protein model shown in Figure 1, suggest that
perhaps a more suitable domain model would have been a
species constituted by fragments 1–40 and 104–123. In
this context, it is interesting to observe that an improved
algorithm for the automatic identification and location of
protein domains from X-ray coordinates of a protein struc-
ture has been developed recently [77]. When applied to
baboon �-lactalbumin, the algorithm predicts that this
protein is constituted by two domains, one given by the
continuous chain segment 38–104 and the other by the
two segments 1–37 and 105–122. If we consider that the
�-sheet portion is likely to be a subdomain within the pre-
dicted domain 38–104 (see Fig. 1), the correspondence
between domains experimentally isolated by proteolysis
and domains predicted by the computer algorithm is
indeed striking. The two proteolytic domains produced by
peptic digestion of bovine �-lactalbumin have been iso-
lated and their conformational properties investigated. Of
interest, domain 53–103 contains all the binding sites for
the calcium ion and in the presence of calcium acquires
significant structure, as revealed by CD measurements
(A Fontana et al., unpublished data).

Summing up, the results of proteolysis experiments indi-
cate that, although �-lactalbumin becomes a much more
dynamic entity in acid or by removal of Ca2+, it maintains
its overall domain topology and suffers initial nicking at
sites flanking the small �-sheet subdomain, which is
excised from the protein by proteolysis. Proteolytic probes
therefore appear to detect in the molten globule state of
�-lactalbumin significant native-like structure. In this
context, it should be mentioned that a similar conclusion
was reached recently by Barron and co-workers [78,79] on
the basis of vibrational Raman optical activity measure-
ments conducted on �-lactalbumin at pH 2.0 over the
temperature range 2 to 45°C. These authors concluded
that the protein is almost completely native-like at 2°C,
still highly native-like at 25°C and with the helical content
decreased and the tertiary structure lost at 45°C.

Apomyoglobin
Apomyoglobin (apoMb; myoglobin without the heme) is a
small monomeric protein of 153 amino acid residues that
has long been used by numerous investigators as a model
for studies of protein folding and stability. The structure
of apoMb has not yet been determined by X-ray methods
and for simplicity, in the past, the structure of apoMb has
often been assumed to be similar to that of holoMb.
Indeed, the results of a variety of spectroscopic studies
have indicated that, in solution and at neutral pH, apoMb
retains much of the secondary structure observed in the
crystal structure of the heme-containing myoglobin
(holoMb). Nonetheless, CD measurements provided evi-
dence that the helical content of apoMb is reduced with
respect to that of holoMb, which in the crystal state is
highly helical and is constituted by eight helices (A–H;
see Fig. 2; [37,80] and references therein). Recently, Lin
et al. [81] have shown that site-specific mutations of
apoMb lead to dramatic effects on the CD and fluores-
cence emission spectra of the protein and concluded that
apoMb at neutral pH is not a well-structured protein and
possesses characteristics of a molten globule.

With a view to probing the structure and dynamics of
apoMb utilizing the limited proteolysis approach, apoMb
was subjected to a series of proteolysis experiments with
subtilisin, thermolysin, chymotrypsin and trypsin [80]. At
neutral pH and 25°C, these proteases initially cleave
apoMb at a very restricted region of the 153-residue
polypeptide chain. When reacted under identical experi-
mental conditions, holoMb was instead fully resistant to
proteolysis, in line with the proposal that native holoMb is
expected to be cleaved by proteases 1019 times more
slowly than the fully unfolded protein [82]. From each
proteolytic digest, two major fragments accounting for the
full length of the 153-residue chain of apoMb were iso-
lated. As shown in Figure 2, proteolytic cleavages occur at
chain segment 89–96, which in the crystal state of native
holoMb encompasses helix F (residues 82–97) [83]. From
the proteolytic digests of apoMb with trypsin and ther-
molysin, small amounts of fragments 1–31 and 1–32,
respectively, were also isolated. The results of limited pro-
teolysis experiments therefore indicate that, with apoMb
in solution and at neutral pH, the chain segment corre-
sponding to helix F in holoMb is at least highly flexible or
disrupted.

The conclusions reached from proteolysis experiments on
apoMb are nicely and precisely supported by a number of
additional experiments and theoretical studies on the
structure and dynamics of apoMb. First of all, hydrogen
exchange experiments by NMR [84] fail to detect protec-
tion in the chain segment encompassing helix F, whereas
the rest of the hydrophobic helical core of apoMb shows
structural and dynamic properties similar to those of native
holoMb. Moreover, the results of molecular dynamics 
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simulations conducted on apoMb provided evidence that
helix F is substantially more mobile than the core of the
protein [85–87]. The additional and minor proteolytic
cleavages at chain segment 30–33 (see above) can be taken
as an indication that the heme removal from holoMb
causes some chain motility also at this site of the chain,
even if minor in respect to that of region 89–96. Of inter-
est, NMR data indicate that helix B in sperm whale
apoMb is folded up to residue 30 and that “past this
residue the constraints are few and fraying is seen” [84].
Molecular dynamics simulations of the helices of apoMb
indicate that “helix B shows greater unwinding of the C-
terminus” [86]. It is quite reassuring that the results of pro-
teolysis experiments are in full agreement with those
derived from other physicochemical measurements,
emphasizing, therefore, the reliability of proteolytic probes
of protein structure and dynamics.

Limited proteolysis data indicate that, with the exception
of the region suffering fast proteolysis, the rest of the
polypeptide chain of apoMb appears to maintain a native-
like structure, characterized by sufficient rigidity to
prevent extensive proteolysis. The results of limited pro-
teolysis experiments conducted on apoMb are not differ-
ent from those obtained with many other proteins
subjected to limited proteolysis, in the sense that a variety
of nicked proteins have been described in the literature,
as a result of a proteolytic nicking at flexible or disordered
chain regions [41,43,48,55]. There is no reason, therefore,
to consider the state of apoMb at neutral pH a molten
globule [81], since this concept clearly does not apply to
the many other proteins that, in their native state, suffer
specific peptide bond fission(s) by proteolysis. In fact, in a
recent study, Eliezer and Wright [37] utilized multi-
dimensional hetero-nuclear NMR spectroscopy to analyze
the structure of isotopically labelled recombinant apomyo-
globin and concluded that the state of the protein at
neutral pH possesses the typical characteristics expected
for a native globular protein, with the exception of a fluc-
tuating or disordered chain segment encompassing helix
F. We conclude, therefore, that apoMb at neutral pH is
not a molten globule and we concur with the opinion
expressed also by others [21,37] that there is no reason to
introduce a new term of ‘highly ordered molten globule’
[88,89] to describe the state of apoMb, since it appears
that extending the term molten globule to include all
partly folded sates of proteins would devalue its signifi-
cance and utility.

Proteins in aqueous trifluoroethanol
Weakly polar alcohols including TFE have been shown to
disrupt the native conformation of globular proteins, but
the resulting denatured state was much different from the
random-coil state observed in the presence of chemical
denaturants such as urea or guanidine hydrochloride.
Recent studies, based on CD and NMR measurements,

have shown that the TFE state of a protein, e.g. as
obtained by dissolving the protein in 50% (v/v) aqueous
TFE, is a stable partially folded state with a high content
of �-helical conformation, but lacking the specific tertiary
interactions of the native protein [22–25]. This TFE state
appears to be a noncompact expanded conformational
state characterized by an ensemble of fluctuating helices.
The TFE state of proteins has been analyzed recently by
a limited proteolysis approach utilizing the thermophilic
protease thermolysin. This protease appeared to be the
most suitable proteolytic probe because of its noteworthy
stability under relatively harsh solvent conditions, includ-
ing organic solvents [90], and broad substrate specificity
[91,92].

A variety of model proteins have been reacted with ther-
molysin in 50% (v/v) TFE at neutral pH and 20–52°C for
several hours and then the protein fragments isolated and
analyzed for their identity. The results obtained with five
model proteins, bovine �-lactalbumin [72], pancreatic
ribonuclease A (RNase) [93], horse cytochrome c [94], hen
egg-white lysozyme [95] and horse apomyoglobin
(A Fontana et al., unpublished data), were quite striking,
since they indicated that the procedure of cleaving pro-
teins in their TFE state by thermolysin is highly selective.
Proteolysis was found to occur at the amino-side of
leucine, isoleucine and phenylalanine only, even if ther-
molysin in aqueous solution cleaves at a variety of other
residues as well [91,92]. Nevertheless, even if the model
proteins investigated contain many leucine, isoleucine and
phenylalanine residues, thermolysin cleaves specifically at
a few sites only. In each case, it was possible to identify
one peptide bond being cleaved first by thermolysin, fol-
lowed by much slower cleavages at a few additional
peptide bonds. In the case of lysozyme [95] and RNase
[93], nicked proteins were isolated to homogeneity and
their functional, conformational and stability properties
investigated. Accepting our view that helical chain seg-
ments are not cleaved by the proteolytic probe (see
above), the selective proteolytic digestion of the model
proteins in their TFE state by thermolysin is consistent
with the fact that this conformational state is highly
helical. The slow but selective proteolysis is also due to
the fact that thermolysin is much less active in the pres-
ence of TFE and since proteases, in the presence of
organic solvents, catalyze the reverse reaction, i.e. the syn-
thesis instead of the hydrolysis of peptide bonds [96], thus
rendering proteolysis much slower. Nevertheless, it was
possible to interpret the proteolysis data of proteins in
their TFE state on the basis of features of the structure
and dynamics of the native proteins in aqueous solution,
implying that the helical TFE state is related to the native
state. As an example, we discuss below the case of RNase.

RNase is cleaved by thermolysin in 30–50% (v/v) TFE at
the level of the peptide bond Asn34–Leu35, followed by a
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slower cleavage at Thr45–Phe46 [93]. On the other hand,
thermolysin does not cleave RNase when reacted at
20–22°C in aqueous buffer only. Two nicked RNase
species, resulting from cleavages at one or two peptide
bonds and thus constituting two (1–34 and 35–124) and
three (1–34, 35–45 and 46–124) fragments linked cova-
lently by the four disulfide bonds of the protein, were iso-
lated and characterized. Nicked RNase with one peptide
bond cleaved was found to be folded in a native-like con-
formation and retained 20% of the catalytic activity of the
native enzyme, while the protein species with two peptide
bonds hydrolyzed was unfolded and inactive.

The highly preferential cleavage of peptide bond
Asn34–Leu35 in RNase in its TFE state by thermolysin
implies that this protein state is folded and rigid, prevent-
ing proteolysis but still displaying a flexible region
amenable to proteolysis. Of interest, the site of initial pro-
teolysis is located, in native RNase, at a flexible loop dis-
playing the largest dispersion values of the backbone
angles of the protein, as given by NMR measurements
[97]. Even the refined X-ray structure of native RNase
revealed that “Asn34 is located in a surface region with
uncertain electron density and its conformation is still
unknown,” thus indicating a static/dynamic disorder of
this site in the intact native protein [98]. Moreover, hydro-
gen exchange measurements by NMR of RNase revealed
that chain segment 30–36 exchanged protons at a much
faster rate than other sites of the protein and that the rate

was too fast to be measured [99]. All these data therefore
indicate that the chain region encompassing peptide bond
Asn34–Leu35 displays higher flexibility than the rest of
the protein chain both in the native state and TFE state of
RNase, implying some similarity of structure and dynam-
ics between the two states.

Conclusions
This review summarizes the results that have been
obtained so far utilizing proteolytic probes of the structure
and dynamics of partly folded states or molten globules of
proteins. The technique is simple to use, modest in
demands for protein sample requirements, instrumenta-
tion and experimental effort and, moreover, it provides
data on the solution structure of a protein, even if the data
do not reach the high-resolution level of other physico-
chemical techniques. The approach has been utilized to
probe nonnative states of proteins exposed to different
solvent conditions and has provided evidence that these
protein intermediates possess significant native-like prop-
erties, in agreement with the results obtained recently uti-
lizing vibrational Raman optical activity [78,79] or
multi-dimensional hetero-nuclear NMR measurements
[37]. Even the conformational features of proteins dis-
solved in solutions containing a high concentration of
TFE can be probed by proteolysis, in this case utilizing
the thermophilic protease thermolysin [58]. Proteolysis of
proteins in their TFE state can be very specific, implying
that proteins maintain in aqueous TFE a somewhat rigid
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Figure 2

Limited proteolysis of horse apomyoglobin
(apoMb) by subtilisin (Su), thermolysin (Th),
chymotrypsin (Ch) and trypsin (Tr) [80].
Proteolysis of apoMb by the four proteases
(E : S ratio 1:100, by weight) was conducted
at 25°C for up to 15 min at neutral pH. At
intervals, aliquots were removed from the
reaction mixture and, after stopping
proteolysis by acidification to pH ∼2, the
samples were analyzed by SDS-PAGE [73]
and reverse phase HPLC. Protein fragments
were isolated by micropreparative HPLC and
analyzed by N-terminal sequencing and mass
spectrometry in order to determine their
identity and thus the sites of initial proteolytic
cleavages along the 153-residue chain of
apoMb. (a) The A–H helices of native horse
holoMb [83] are indicated by boxes. The
amino acid sequence of helix F (residues
82–97) is shown and the sites of initial
proteolytic cleavage are indicated by arrows.
Below are shown the schematic three-
dimensional structure of (b) holoMb and (c)
apoMb. The location of the heme is shown in
holoMb and the eight helices are indicated by
letters A–H. Note that helix F in the model of
apoMb is assumed to be unfolded. The
detailed structure of the corresponding chain
segment is not known, but the results of limited proteolysis experiments provide evidence that this helix is largely disrupted. Reproduced from [80].
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structure, preventing extensive proteolysis but still pos-
sessing site(s) of sufficient flexibility to permit the attack
and hydrolysis by the proteolytic probe.

The limited proteolysis approach was used to analyze the
folding intermediates exhibited by two well-characterized
proteins (�-lactalbumin and apomyoglobin) utilized over
the years by many investigators as prototype model pro-
teins for addressing the issues of existence and properties
of molten globules of proteins with the aid of a variety of
other experimental techniques and approaches
[5,16–18,100]. The most important result emerging from
proteolysis studies is that both �-lactalbumin and apomyo-
globin suffer limited proteolysis at very few peptide bonds
along their polypeptide chain, whereas native �-lactalbu-
min and holomyoglobin are resistant to proteolysis. That
molten globules of proteins are relatively rigid protein
entities and thus show resistance to extensive proteolysis
was not easily anticipated, since these protein intermedi-
ates have been shown before by hydrogen/deuterium
exchange to be highly dynamic protein entities, if com-
pared with the corresponding native ones [9,70,71,101].
The protection factors of amides in various partly folded
states of proteins, including the TFE state [22], have been
found to be up to 500, whereas the same amides in the
native protein are 105–107 [22,27,101]. Nevertheless, pro-
teolysis is selective and initially occurs at sites of the chain
previously shown to be flexible or disordered by NMR
and hydrogen exchange measurements, as expected from
the fact that proteolytic probes pinpoint in globular pro-
teins sites devoid of regular secondary structure and dis-
playing high segmental mobility [49,102,103]. It seems,
therefore, that proteolytic probes can detect residual, suf-
ficiently persistent structure in proteins, even if showing
marginal protection from solvent exchange.

The route by which an unfolded polypeptide chain
acquires its native folded state is still poorly understood.
We suggest that the fundamental and difficult problem of
protein folding should be investigated by taking advan-
tage of a variety of experimental techniques, including the
simple biochemical approach relying on the use of prote-
olytic probes of protein structure and dynamics.
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