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Abstract The unfolding of the small cytochrome css; from the
bacterium Pseudomonas aeruginosa has been characterized at
equilibrium by circular dichroism (CD) and fluorescence spectro-
scopy. The process can be described by a two state mechanism
and the thermodynamic stability of cytochrome css; is found to
be smaller than that of the larger horse cytochrome c
(AGy= —8.2 vs. —9.7 kcal/mol); we propose that this finding
is related to the absence of an ‘omega’ loop in the bacterial
cytochrome. Cytochrome css; loses most of its secondary
structure at pH 1.5. The acid transition (pK, =2) is highly
cooperative (n=2); analysis of optical titrations and contact
map suggests that (at least) His-16 (proximal Fe*" ligand) and
Glu-70 are both involved in the acid transition. The role of
selected hydrophobic, electrostatic and conformational contribu-
tions to the overall stability has been investigated by protein
engineering. The equilibrium characterization of wild-type and
mutant cytochrome css; supports the view that this small
cytochrome is an interesting protein to analyze the thermo-
dynamics and the kinetics of folding in comparison with the
widely studied horse cytochrome c.
© 1998 Federation of European Biochemical Societies.
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1. Introduction

Different amino acid sequences are known to be compatible
with a common fold, as shown by comparison of the three-
dimensional structure of different proteins from the same
‘family’. Identification of residues and/or specific interactions
necessary and sufficient to achieve the same characteristic fold
[1,2] may be possible by comparing the folding pathway of
proteins which share a common fold in spite of low sequence
homology.

The class I ¢-type cytochromes belong to a large family of
small monomeric heme proteins structurally and functionally
extremely well characterized [3]; hence they represent an ideal
protein to carry out comparative folding studies. In the past
years, horse mitochondrial cytochrome ¢ has been used in
extensive equilibrium and kinetic studies, which provided ba-
sic information on its folding pathway [4-8], and led to the
identification of intermediate states. Following this strategy,
we have carried out a characterization of the unfolding of
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cytochrome cs51 (hereafter cyt ¢s51) from the bacterium Pseu-
domonas aeruginosa [9].

The three dimensional structure of cyt ¢y [10,11] shows
that it is highly homologous to the mammalian protein [12],
a major difference (Fig. 1) being the smaller size (82 residues
compared to 104) due to the absence of the ‘omega’ loop [13]
facing the heme propionates. This loop, present in the mam-
malian class I cytochromes [3], was proposed to be one of the
‘cooperative units’ of the folding process [5]. The primary
structure of cyt cs51 shares only ~ 30% homology with that
of horse mitochondrial cyt ¢ and its isoelectric point is very
acidic (p/=4.7) compared to 10.5-10.8 [3] for horse cyt ¢. A
further point of interest is that cyt cs5; has only one histidine
residue (His-16, coordinating the heme iron, Fig. 1) instead of
the three residues present in the eukaryotic protein. This fea-
ture is attractive because folding kinetics could be studied at
pH 7.0 without the miscoordination events observed for cyt ¢
[4,8]; in addition to Met-61, coordinated on the distal side, cyt
¢s51 has one more methionine (Met-22) which, however, is
unlikely to miscoordinate the metal during refolding, because
of its topology. Finally, two Trp residues are present in cyt
¢s51: Trp-56, which is homologous to Trp-59 of horse cyt ¢
and Trp-67 of Rhodobacter capsulatus cyt ¢, [3], which makes
a hydrogen bond to one of the heme propionates, whereas
Trp-77, located in the C-terminal helix and peculiar to cyt
¢s551, provides a second more distant fluorescent probe.

We report below the unfolding of wild-type cyt ¢s55; and
compare its thermodynamic properties with those of the larger
cytochromes. Moreover we have investigated the contribution
of selected amino acids to the overall stability of cyt cs5 by
protein engineering. Four site-directed mutants, all clustered
in the region of the molecule facing the heme propionates in
which no ‘omega loop’ is found in cyt cs5; (see Fig. 1), were
expressed and characterized. First of all, Trp-56 was substi-
tuted by Phe (W56F) in order to reduce the hydrophobic side
chain size and selectively eliminate one hydrogen bond (see
above). Pro-58 in the proline rich stretch (Psgls9PgoMg1Pg2Pgs3)
containing Met-61 (highlighted in Fig. 1), was substituted
with Ala (P58A) in order to establish whether the rigidity of
this stretch contributes to the stability of the folded protein, as
suggested for the mammalian cytochromes [5]. The other two
mutants (Ile-59 — Glu and Val-23 — Asp) were chosen because
Ile-59 and Val-23 form a potentially important van der Waals
tertiary contact in the native structure.

2. Materials and methods

2.1. Materials
Wild-type and mutant recombinant cyt css from Pseudomonas
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Fig. 1. Structure of cytochrome cz5; from P. aeruginosa (coordinate file, 351c, taken from the Brookhaven Protein Databank). In ball and stick
are shown: (i) the residues which were mutated; (i) the heme with its protein ligands (His-16 and Met-61); (iii) Trp-77, the only fluorescent
probe in the mutant protein W56F; (iv) the ionic couple Lys-10/Glu-70 at the N- and C-terminal helices. Highlighted in black is the Pro-rich
polypeptide stretch which provides a support for Met-61, the iron distal ligand.

aeruginosa were expressed and purified as described by Cutruzzola et
al. [9]. Unfolding experiments were carried out on the oxidized pro-
tein, as checked spectrophotometrically. All reagents were of analyt-
ical grade.

2.2. Spectroscopic measurements

Circular dichroism (CD) spectra were measured with a Jasco spec-
tropolarimeter, Model J-500 A at 1 uM protein concentration. The
results are expressed as mean residue ellipticity [8]=100 8,,s(c X))},
where 6, is the observed intensity, ¢ is the concentration in residue
moles per liter, and / is the light path in centimeters. The a-helical
content was calculated from the ellipticity at 222 nm, according to
Chen et al. [14]. All measurements were carried out at 10°C. Trypto-
phan fluorescence emission spectra were recorded between 300 and
400 nm using a SPEX 2000 single photon counting spectrofluorimeter
(ISA Instruments). The excitation wavelength was 290 nm, the protein
concentration 1 uM, and the cell length 1 cm.

The guanidine hydrochloride (Gdn-HCl) and urea induced unfold-
ing of cyt ¢55; were measured at pH 7 in 10 mM sodium phosphate
buffer. In all experiments the protein had attained equilibrium within
less than 2 min and unfolding was shown to be 100% reversible even
after two hours incubation in Gdn-HCI (data not shown). Assuming a
two-state mechanism, the urea and Gdn-HCI transitions were fitted
with the equation proposed by Staniforth et al. [15]:

AGy = AGy + nAG; 1, [D]/(Kgen. + [D]) (1)

where AG,, and AGy are the free energy of folding in water and at a
concentration d of denaturant, respectively; n is the number of buried
residues which becomes exposed upon denaturation — in some way
analogous to m-values in a linear extrapolation method [16]; AG;,
represents the maximum unfolding solvation free energy at infinite
denaturant concentration (with a value of 0.775 kcal/mol in GuHCI
and 1.2 kcal/mol in urea); Kge, is an empirical constant that repre-
sents the concentration of denaturant at which half AG,,, is achieved
(with a value of 5.4 M in GuHCI and 25.25 M in urea). AGy can be
derived directly from the data considering that AGy = —RT In (N/U)
and N/U =(Sx—S)/(S—Sy), where S is the observed signal (CD or
fluorescence), Sy the signal of the native and Sy that of the unfolded
state.

Acid unfolding titrations were carried out recording the far-UV CD
spectra after equilibrating the protein for 5 min in freshly prepared
solutions at increasing HCI concentrations, from pH 7 to pH 0.5, in
the absence of salt. Salt titrations at low pH (usually 1.3-1.5) were

carried out equilibrating the protein for 5 min in solutions at the
desired KCl concentration prepared by diluting with HCI at pH 1.5
a stock of KCl 6 M at the same pH.

Standard methods were used to calculate the apparent pK, and the
Hill coefficient. Acid titrations were analysed using an equation taken
from Tanford [17] where, for simplicity, unfolding is coupled to the
protonation of residues occurring exclusively in the unfolded state.
Under such conditions

AGy = AGy—RT In{([H"] 4+ 107PKs )« ([H*] + 107PK4 )}

where n; and n; are, respectively, the number of residues i and j which
become protonated upon unfolding.

2.3. Contact map of cyt c55; from P. aeruginosa

A ‘contact map’ of cyt cs51 was calculated using the PDB coordi-
nates of the oxidized protein (351c, Brookhaven Protein Databank)
and a program kindly given us by I.G. Badcoe (University of Bristol,
UK) running on a Silicon Graphics Workstation. Any atom within
5 A from a given protein residue or from the heme was taken to
indicate a contact, providing a map idea of the surroundings of any
residue/heme within the protein. Interactions were verified by looking
more closely at the 3D structure of the protein.

3. Results and discussion

3.1. Gdn-HCI and urea denaturation of wild-type and mutant
cyt Cs551

The unfolding behavior and the thermodynamic stability of
cyt ¢551 at pH 7 and 10°C were characterized by Gdn-HCI and
urea titrations. The CD signal at 222 nm was recorded in
order to measure changes in o-helical content, which in the
native protein is estimated to be 45%, in agreement with the
3D structure [10]. Trp fluorescence emission at 355 nm, which
is completely quenched in the folded protein due to efficient
Forster’s energy transfer to the heme, was also measured. As
shown in Fig. 2A, a single, highly cooperative transition be-
tween the native and unfolded states, with no detectable in-
termediates, is induced by both Gdn-HCI and urea. The un-
folded protein has a very low ellipticity at 222 nm and a large
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Fig. 2. Gdn-HCI titration of cytochrome cs5; and four mutants at
pH 7 and 10°C. Top: Unfolding transition of the wild-type protein
measured by Trp emission at 355 nm (Q) and by far-UV CD at 222
nm (@); data were scaled taking the signal of the native state Sy =0
and that of the totally unfolded protein Sy =1. The inset shows, as
a comparison, the urea titration of the same protein (see text). The
change in CD signal occurring at low concentration of Gdn-HCI
(dashed lines; see [27]) was corrected (solid lines) according to San-
toro and Bolen [28] assuming a linear dependence of the signal of
the native and unfolded species with denaturant: Sy and Sy are re-
placed by (Sx+my*[D]) and (Sy+my*[D]), respectively, in the equa-
tions described in Section 2.2. All the unfolding curves were fitted
to the equation proposed by Staniforth et al. [16]. Bottom: Unfold-
ing transitions of P58A (@), W56F (<), IS9E (a), V23D (4) and
wild-type (O). Lines superimposed on the data are the fitted curves.
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fluorescence signal characteristic of a random coil, in accord-
ance with that observed for eukaryotic cyt ¢ [6].

The values of AG,, =—8.2+0.2 kcal/mol and C,=1.8 M
obtained for Gdn-HCI induced unfolding of WT cyt c¢55 at
pH 7 (Table 1) are smaller than those obtained for horse cyt ¢
(AGy = —9.7+ 1.1 kcal/mol, C,, =2.77 M; [7]). This difference
is considered to be significant since it is in the range of stabil-
ities of unfolding observed in the literature for different pro-
teins and their mutants [18]; in addition our experimental
error is fairly low. The reduced stability of cyt ¢55; is probably
due to the absence of the 20 residue ‘omega’ loop present in
the eukaryotic class I cytochromes, or, in other words, to its
smaller size. Table 1 also lists values of n, the number of
buried residues which become exposed to solvent over the
observed transition; this number is a reflection of the steep-
ness of the transition. The value of 42 obtained for WT cyt
cs51 1 reasonable for an 82 residue protein, considering that
on average 55-77% of the surface area of a protein becomes
inaccessible upon folding [18], and that the smaller the pro-
tein, the smaller this fraction.

Unfolding of the four mutants, followed by far-UV CD
(Fig. 2, panel B), again conforms to a single cooperative tran-
sition between two states; the values of AG,, n and C, are
listed in Table 1. Fluorescence measurements are not shown
for clarity reasons; however it is interesting to note that the
emission of the W56F mutant is exactly half the intensity of
all other proteins, showing that the two Trps of the WT and
the other three mutants contribute equally to the overall fluo-
rescence signal observed.

As outlined in Section 1, Trp-56 is within hydrogen-bond-
ing distance from the heme propionate 17 [10]. Although Cu-
truzzola et al. [9] reported this H-bond to be important in the
modulation of the redox potential of cyt cs5, replacement of
this residue by Phe (in the W56F mutant) has a marginal
effect on the thermodynamic stability of the protein (Table
1). Recent data on the stability of cytochrome ¢, from the
bacterium Rb. capsulatus, which has the largest ‘omega’
loop, indicate that substitution of the homologous Trp-67
with Tyr decreases the conformational stability of cyt ¢, by
2.5 kcal/mol [19]. Although these authors suggested that the
primary role of this conserved Trp in cytochromes c¢ is to
provide a stabilizing hydrophobic core, our data seem to in-
dicate that Trp-67 in Rb. capsulatus cyt ¢o may simply stabi-
lize the ‘omega’ loop. Since there is no loop in cyt css51, the
homologous Trp-56 has no specific effect on stability.

Substitution of Pro-58 with Ala (P58A) was engineered to
establish whether the rigidity of the proline rich stretch

Table 1

Gdn-HCI denaturation (pH 7) n Acid denaturation

Cun (M) AG,, (kcal/mol) AG,, (kcal/mol) pKa
WT 1.8 —8.2%0.2 42 ) —6.4+0.2 1.9

6.2V -8 +0.1V 37Y
W56F 1.5 —7.5%0.2 45 —6.4+0.2 1.9
159E 1.5 —7.6+0.1 44 —-7.210.2 2.2
PS8A 1.5 —6.3+£0.7 33 —7.8+£0.2 2.0
V23D 1.5 —6.8+0.1 40 —6.8+0.2 2.2

Thermodynamic parameters derived from fitting the Gdn-HCI unfolding curves shown in Fig. 2 to the equation of Staniforth [16] (Y =urea
unfolding curves) and the acid unfolding curves shown in Fig. 3A to the equation of Tanford [17] (Section 2.2). The table shows, for each of
the five proteins, the apparent stability of the folded state (AG,,, kcal/mol) over the unfolded states in Gdn-HCI or acid. For the Gdn-HCI and urea
data is also indicated the apparent number of residues which become exposed on unfolding during the N <> U transition, n, and the concentration of
denaturant (in molarity) at the midpoint of this transition (Cy,). The apparent pKjys for the acid unfolding transitions (or midpoints) are also listed.
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Fig. 3. Effect of acid and of salt on cytochrome ¢55, and four mu-
tants. A: Acid transition measured at increasing concentrations of
HCI (in the absence of added salt) by far-UV CD at 222 nm, at
10°C, of wild-type (O), PS8A (@), IS9E (a), W56F (<) and V23D
(#). Continuous (WT and P58A) and dashed (V23D, IS9E, W56F)
lines are fits to an equation from Tanford [17] (Section 2.2). B: KCI
titration of the five proteins in HCI at pH 1.5 (acid unfolded state).
The scale is such that a CD signal of 1 is equivalent to that of the
native protein (Sy) and a signal of 0 equivalent to that observed for
the totally unfolded protein (Sy), in Gdn-HCI. The ellipticities of
the high salt species are therefore 50% for both V23D and PS58A
and 70% for IS9E, relative to that of the native protein. Symbols
are the same as in (A).

(P58159P6[)M61P(;QPG;;) COl’lt'diIliIlg the axial llgdnd Met-61
(Fig. 1) contributes to the stability of the folded protein. As
shown in Table 1, P58A is significantly destabilized compared
to WT (by 1.5-2.0 kcal/mol). However, since no significant
change has been observed on the stability of PS8A by alkaline
titration of the 695 nm band (data not shown), a change in
—AG,, for this mutant is more likely related to a greater
stability of the unfolded state. More precisely, this mutation
may enhance the conformational entropy of the U state: since
prolines provide a constraint to the polypeptide backbone
they reduce the number of states accessible to the unfolded
chain [20,21].

In cyt c¢55; Val-23 is engaged in a hydrophobic tertiary
interaction with Ile-59 shielding the heme pocket from outside
solvent (see Fig. 1). It was therefore expected that a non-

M.G. Bigotti et al.IFEBS Letters 425 (1998) 385-390

conservative mutation of either of these residues should desta-
bilize the protein. However, the Ile-59 to Glu mutation (IS9E)
has a smaller effect on AG,, than the Val-23 to Asp mutation
(V23D) (Table 1). Although we have no solid explanation for
this difference, it is possible that the side-chain of Glu, longer
than that of Asp, may allow greater spatial mobility to the
negative charge [22], therefore destabilizing the native state to
a more limited extent.

3.2. pH titrations and salt effects

By far UV CD measurements, a single cooperative transi-
tion is seen for the acid-induced unfolding of WT cyt ¢z at
low salt (Fig. 3A). The apparent pKy =1.9 (Table 1) is some-
what lower than that determined for horse cyt ¢ (pKy =2.5
[6]). An acid-denatured state of cyt cz51, comparable to that
obtained at pH 2 for horse cyt ¢ [6], is fully populated at
pH=1.5; its secondary structure content remains unchanged
as the pH is lowered further. This acid-denatured state of cyt
cs51 1s different from a fully unfolded state (as obtained with
6 M Gdn-HCI), and contains a residual amount of secondary
strucure (data not shown).

Inspection of the titration profile shows that more than one
titratable group is involved in the acid denaturation, the cal-
culated Hill coefficient being =2.3, implying that at least
2 acidic groups must be involved. Several considerations can
be made to assign these residues responsible for acid denatu-
ration. First of all, acid titration of WT cyt ¢55 followed by
absorption at 695 nm (diagnostic of the Met-Fe bond in
oxidized cyt ¢ [3]), indicates a change in Fe coordination
low/high spin with a pKy =2.1 (and Hill coefficient ~2.3),
most probably coupled to protonation of the proximal ligand
His-16 (data not shown). Since far UV CD (Fig. 3) and 695
nm optical spectroscopy monitor an acid transition with the
same pK, and the same degree of cooperativity, we conclude
that cooperative acid unfolding is associated with His-Fe
bond breaking and secondary structure loss.

In order to assign the other side-chains coupled to the acid
denaturation of cyt c55;, we used the contact map (see Section
2.3) to identify internal electrostatic interactions. Glu-70, in
the C-terminal helix, forms a salt bridge with Lys-10 in the N-
terminal helix of the protein as seen in Fig. 1; this interaction
is highly conserved among 6 different cyt cs5; [3]. Asp-19
forms another salt bridge with Lys-28. Thus our hypothesis
is that protonation of His-16, Glu-70 and possibly Asp-19 are
involved in the acid unfolding. Applying the equation from
Tanford ([17], Section 2.2) which implies that unfolding is
driven by the probability of a number n; and n; of groups
to become protonated at the same denaturant concentration,
a sufficiently good fit to the data (Fig. 3A), was obtained with
ni+n;=2. A contact map analysis could not be carried out on
mammalian cyt ¢ since this protein’s coordinates [23] are not
yet available in the Brookhaven Protein Databank. A relevant
observation, however, is that a conserved hydrophobic inter-
action between Leu-94 and Gly-6 has been proposed to be
important in the formation of an early kinetic intermediate
in horse cyt ¢ [7]. These two residues are located in the struc-
tural region between the C-terminal and N-terminal helices
where Glu-70 and Lys-10 are found in cyt c¢s5.

On the other hand, the two heme propionates, HP-17 and
HP-13, are unlikely to be involved in the acid unfolding tran-
sition. The former has a pKy =6.2 [3], well above the pH
range of interest, and the latter (pKj =3 [24]), is unlikely to
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be involved because it is highly solvent exposed and makes no
interactions with the protein.

The acid-induced unfolding of the mutants, reported in Fig.
3A, also shows a single transition with apparent pKa between
1.9 and 2.2 (Table 1) and very much the same cooperativity
(n~2) as WT. However, inspection of the titration curves
shows that the secondary structure content of the acid un-
folded state of three mutants is somewhat smaller than WT
(see asymptote in Fig. 3A). Fitting the acid transition as de-
scribed above leads to an estimate of the stability of the native
and acid unfolded states of the five cytochromes; the values of
—AG,, are listed in Table 1. Examination of the data is con-
sistent with the view that WT and W56F are the least un-
folded at pH 1.5, since —AG,, for the native — acid unfolded
state transition is smaller than for the other mutants.

It has been reported that the acid unfolded state of mam-
malian cyt ¢ recovers most of its secondary structure by fur-
ther increasing HCI or by addition of 0.5 M KCl [25,26]. WT
cyt ¢s51 and W5S6F both regain secondary structure (up to
98%) by addition of KCI 1 M (Fig. 3B). The acid unfolded
states of mutants P58A, I5S9E and V23D with a smaller o-
helical content (Fig. 3A), recover significantly less secondary
structure by KCI addition, and do not regain the o-helical
content of their native states even at [KCl]>1 M (Fig. 3B).
No protein aggregation effect was observed since the same
experiment (i.e. KCl titration of the acid unfolded state) car-
ried out at 0.5, 1 and 5 uM protein concentration gave, after
normalization, identical results.

3.3. Concluding remarks

The results presented in this study provide an example of a
rationale for performing comparative folding studies on pro-
teins which share a common fold in spite of low sequence
homology. This approach provides information on the folding
mechanism(s) of different proteins from the same class, and
thereby allows to identify specific residues and/or interactions
necessary and sufficient to achieve a characteristic fold. We
have chosen to apply this comparative-folding approach to
cyt ¢, and have started by characterizing the thermodynamic
of unfolding of the small and acidic cyt ¢35 from P. aerugi-
nosa and four site-directed mutants.

We have shown by isothermal unfolding experiments that
the thermodynamic stability of cyt ¢55 is significantly lower
(~1.5-2.0 kcal/mol) than that of horse cyt ¢, an observation
that we correlate to the absence of the 20 amino acid ‘omega’
loop, which shields the heme in the region of the propionates
in horse cyt ¢. The significance of this loop for the stability of
larger cytochromes ¢ has been stressed by Caffrey and Cusa-
novich [19], who showed that Trp-67 plays an important role
in stabilizing the core of this microdomain in cyt ¢, from Rb.
capsulatus; accordingly, mutation of the homologous Trp-56
to Phe (W56F) in cyt ¢35 has no effect on the overall stability
of the protein (Table 1). Therefore we conclude that in the
absence of the ‘omega’ loop, Trp-56 per se has no specific
effects on the stability of cytochromes, reinforcing the view
that the ‘omega’ loop makes a significant contribution to the
overall stability of cytochrome ¢ (and indeed was shown to be
one of the folding domains [5]).

Analysis of the pH titrations as monitored by CD and
optical spectroscopy and of a contact map of cyt c¢z51 allow
to propose two (and possibly three) groups involved in the
acid unfolding shown in Fig. 3A. The crucial observation is
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that the acid titration (pKj ~2) is very cooperative, with a
Hill coefficient =2. Our data support the hypothesis that His-
16 (the proximal Fe3* ligand) and Glu-70 (engaged in a salt
bridge with Lys-10 across the C-terminal and N-terminal heli-
ces) are both protonated upon unfolding. A step forward
along this line will of course involve mutation of Glu-70.
It is relevant that in this same region of cyt ¢ an invariant
hydrophobic interaction (between Gly-6 and Leu-94) is
thought to be essential for the stability of the burst phase
intermediate observed in the kinetic folding pathway of the
mammalian protein [7]. We therefore believe that in two dif-
ferent cytocromes, characterized by the same fold, a crucial
interaction, albeit of a different nature (electrostatic or hydro-
phobic), has been selected to stabilize the contacts in between
the two terminal helices, a primary motif in the folding of
cytochrome c.

Acknowledgements: We wish to thank Dr. L. Nicolini and Mr. R.
Dagai (Istituto Superiore di Sanita, Roma, Italy) for large scale
growth of bacterial cells for protein purification. This work was sup-
ported by the Wellcome Trust, UK and by the MURST (40% live
protein), Italy. M.G. Bigotti is recipient of a fellowship from Istituto
Pasteur-Fondazione Cenci Bolognetti; R.A. Staniforth is the receiver
of a European Traveling Research Fellowship from the Wellcome
Trust, UK.

References

[1] Sauder, J.M., MacKenzie, N.E. and Roder, H. (1996) Biochem-
istry 35, 16852-16862.

[2] Shakhnovich, E., Abkevich, V. and Ptitsyn, O.B. (1996) Nature
379, 96-98.

[3] Moore, G.R. and Pettigrew, G.W. (1990) Cytochrome c: Evolu-
tionary, Structural and Physiochemical Aspects, Springer-Verlag,
Berlin.

[4] Sosnick, T.R., Mayne, L., Hiller, R. and Englander, S.W. (1994)
Nature Struct. Biol. 1, 149-156.

[5] Bai, Y., Sosnick, T.R., Mayne, L. and Englander, S.'W. (1995)
Science 269, 192-197.

[6] Hamada, D., Kuroda, Y., Kataoka, M., Aimoto, S., Yoshimura,
T. and Goto, Y. (1996) J. Mol. Biol. 256, 172-186.

[7] Colén, W., Elove, G.A., Wakem, L.P., Sherman, F. and Roder,
H. (1996) Biochemistry 35, 5538-5549.

[8] Jones, C.M., Henry, E.R., Hu, Y., Chan, C., Luck, S.D.,,
Bhuyan, A., Roder, H., Hofrichter, J. and Eaton, W.A. (1993)
Proc. Natl. Acad. Sci. USA 90, 11860-11864.

[9] Cutruzzola, F., Ciabatti, 1., Rolli, G., Falcinelli, S., Arese, M.,
Ranghino, G., Anselmino, A., Zennaro, E. and Silvestrini, M.C.
(1997) Biochem. J. 322, 35-42.

[10] Matsuura, Y., Takano, T. and Dickerson, R.E. (1982) J. Mol.
Biol. 156, 389-409.

[11] Detlefsen, D.J., Thanabal, V., Pecoraro, V.L. and Wagner, G.
(1991) Biochemistry 30, 9040-9046.

[12] Chothia, C. and Lesk, A.M. (1985) J. Mol. Biol. 182, 151-158.

[13] Leszczynski, J.F. and Rose, G.D. (1986) Science 234, 849-855.

[14] Chen, Y.-H., Yang, J.T. and Martinez, H.M. (1972) Biochemis-
try 11, 4120-4131.

[15] Staniforth, R.A., Burston, S.G., Smith, C.J., Jackson, G.S., Bad-
coe, I.G., Atkinson, T., Holbrook, J.J. and Clarke, A.R. (1993)
Biochemistry 32, 3842-3851.

[16] Pace, C.N. (1986) Methods Enzymol. 131, 266-280.

[17] Tanford, C. (1970) Adv. Protein Chem. 24, 1-95.

[18] Creighton, T.E. (1994) Proteins. Structures and Molecular Prop-
erties, W.H. Freeman Co., New York.

[19] Caffrey, M.S. and Cusanovich, M.A. (1993) Arch. Biochem. Bio-
phys. 304, 205-208.

[20] Shortle, D. (1996) FASEB J. 10, 27-34.

[21] Matthews, B.W., Nicholson, H. and Becktel, W.J. (1987) Proc.
Natl. Acad. Sci. USA 84, 6663-6667.

[22] Williams, P.A., Filop, V., Leung, Y.C., Chan, C., Moir, J.W.B.,



390 M.G. Bigotti et al.IFEBS Letters 425 (1998) 385-390

Howlett, G., Ferguson, S.J., Radford, S.E. and Hajdu, J. (1995) [26] Goto, Y., Takahashi, N. and Fink, A.L. (1990) Biochemistry 29,
Nature Struct. Biol. 2, 975-982. 3480-3488.

[23] Bushnell, G.W., Louie, G.V. and Brayer, G.D. (1990) J. Mol. [27] Hagishara, Y., Aimoto, S., Fink, A.L. and Goto, Y. (1993)
Biol. 214, 585-595. J. Mol. Biol. 231, 180-184.

[24] Cai, M.C. and Timkovich, R. (1992) FEBS Lett. 311, 213-216. [28] Santoro, M.M. and Bolen, D.W. (1988) Biochemistry 27, 8063—

[25] Goto, Y., Calciano, L.J. and Fink, A.L. (1990) Proc. Natl. Acad. 8068.

Sci. USA 87, 573-577.



