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a b s t r a c t

Nep (Natrialba magadii extracellular protease) is a halolysin-like peptidase secreted by the hal-
oalkaliphilic archaeon N. magadii that exhibits optimal activity and stability in salt-saturated solutions. In
this work, the effect of salt on the function and structure of Nep was investigated. In absence of salt, Nep
became unfolded and aggregated, leading to the loss of activity. The enzyme did not recover its structural
and functional properties even after restoring the ideal conditions for catalysis. At salt concentrations
higher than 1 M (NaCl), Nep behaved as monomers in solution and its enzymatic activity displayed
a nonlinear concave-up dependence with salt concentration resulting in a 20-fold activation at 4 M NaCl.
Although transition from a high to a low-saline environment (3e1 M NaCl) did not affect its secondary
structure contents, it diminished the enzyme stability and provoked large structural rearrangements,
changing from an elongated shape at 3 M NaCl to a compact conformational state at 1 M NaCl. The
thermodynamic analysis of peptide hydrolysis by Nep suggests a significant enzyme reorganization
depending on the environmental salinity, which supports in solution SAXS and DLS studies. Moreover,
solvent kinetic isotopic effect (SKIE) data indicates the general acid-base mechanism as the rate-limiting
step for Nep catalysis, like classical serine-peptidases. All these data correlate the Nep conformational
states with the enzymatic behavior providing a further understanding on the stability and structural
determinants for the functioning of halolysins under different salinities.

! 2011 Elsevier Masson SAS. All rights reserved.

1. Introduction

The superfamily of subtilisin-like serine peptidases (subtilases),
widespread in both prokaryotic and eukaryotic organisms, consti-
tutes a heterogeneous group of enzymes ranging from degradative
to highly specific processing activities that underlies great attention
from both basic and applied sciences community [1].

Subtilases display a number of biotechnological applications
and a larger scope of their use can be projected based on improved
and expanded properties [2,3]. Several studies have been focused
on increasing or changing the substrate specificity and the catalytic
properties of subtilisins [4e8]. The search for distinct subtilases
members has led substantial efforts, particularly on enzymes iso-
lated from extremophiles [9e12]. A considerable number of halo-
philic (from Greek hals ¼ salt, phil ¼ affinity) subtilases have been
isolated from archaea and bacteria adapted to live in hypersaline
environments [13e19]. Although these kingdoms possess different
strategies to cope with the extreme osmotic pressure [20,21],
secreted subtilases are directly exposed to environmental salt
composition. Thus, these peptidases are instrumental tools for
understanding the mechanisms involved in protein adaptation to
function under extreme conditions.

Both archaeal and bacterial halophilic subtilases show maximal
activity and stability in the presence of 3e4 M NaCl (reviewed in
[14]). By primary sequence homology, it was demonstrated that
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both groups exhibit an excess of negatively charged residues on
their surface, which has been addressed to their halophilism. While
mature bacterial subtilases are composed only by a subtilisin-like
catalytic domain, the halophilic archaeal subtilases (halolysins)
cloned and characterized so far (GB:285299 e [22], GB:1536794 e

[23], GB:119951970 e [24], GB:AY800382 e [15]) possess an addi-
tional C-terminal domain consisting of approximately 120 amino-
acids residues. Removal of this tail region abolished proteinase
activity in halolysin R4 produced by Haloferax mediterranei [23],
indicating that it provides an essential (but so far unknown)
function in halolysins.

In order to gain insight into the molecular basis of activity and
conformational stability of halolysins under different salt concen-
tration, we used the secreted subtilase produced by the hal-
oalkaliphilic archaeon Natrialba magadii 1(Nep) as a protein model.
Nep was purified and characterized from N. magadii stationary
phase cultures [25] and overproduced as an active enzyme in
Haloferax volcanii cells [25]. In this work, the enzymatic activity,
stability and in solution structural behavior of Nep were charac-
terized under different stressful conditions. Our results correlate
catalytic activity of Nep with its stability, monodispersivity and
conformational changes, providing a clear notion of the structural
requirements for its proper functioning under hypersaline
environments.

2. Materials and methods

2.1. Materials

Anhydrous dimethyl sulfoxide (DMSO), heavy water with 99.9%
(w/w) deuterium content and anhydrous methanol were
purchased from SigmaeAldrich (St Louis, MO, USA). All buffer salts
were purchased from Fisher Scientific (Pittsburgh, PA, USA) or
SigmaeAldrich (St Louis, MO). Suc-Ala-Ala-Pro-Phe-MCA was
provided by the Peptide Institute Inc. (Osaka, Japan).

2.2. Enzyme production and purification

Recombinant N. magadii ATCC 43099 extracellular protease
(Nep) was expressed in H. volcanii DS70 as previously described
[24]. Briefly, the H. volcanii cells harboring the Nep coding region
cloned into the shuttle plasmid vector pJAM202 were grown to
stationary phase (OD600 of 1.8e2.5) in YPC medium supplemented
with 2 mg novobiocin per mL. Cell-free culture medium containing
Nep was concentrated and subjected to size-exclusion chroma-
tography using a Superdex S-200 column and the buffer 50 mM
TriseHCl (pH 8.0) with 3 M NaCl as mobile phase [24]. Nep
production and purification were analyzed by SDS PAGE (10%) and
peptidase activity using Suc-Ala-Ala-Pro-Phe-MCA as substrate.

2.3. Kinetic determination of Nep hydrolytic activity

The hydrolysis of Suc-Ala-Ala-Pro-Phe-MCA by Nep (0.23 mM)
was quantified by measuring the fluorescence at 460 nm (excita-
tion wavelength of 380 nm) in a Hitachi Fe2500 spectrofluorim-
eter. The concentration of dimethyl sulfoxide (DMSO) in assay
buffers was kept below 1% (v/v). The reaction rate was converted
into micromoles of substrate hydrolyzed per minute based on
a calibration curve obtained from the complete hydrolysis of the
peptide. The data were fitted with their respective standard errors
to theMichaeliseMenten equation using GraFit software (Erithacus
Software Limited). All experiments were performed in triplicate
and the error values were less than 10% for each of the obtained
kinetic parameters.

2.4. The pH dependence of Nep hydrolytic activity

The pH dependence of Suc-Ala-Ala-Pro-Phe-MCA hydrolysis
was followed under pseudo-first-order rate constants at 37 #C in
a four-component buffer comprised of 25 mM acetic acid, 25 mM
MES, 75 mM Tris and 25 mM glycine and 1 mM EDTA (standard
buffer), adjusted to the required pH by addition of 1 MNaOH or 1 M
HCl. The data were fitted with the GraFit software to the appro-
priate equation.

2.5. Salt effect on Nep activity and stability

The effect of NaCl on the catalytic activity of Nep was investi-
gated over a concentration range of 0.5e4 M. The assays were
performed measuring the initial velocity of hydrolysis of 20 mM
Suc-Ala-Ala-Pro-Phe-MCA as substrate, at 37 #C in 50 mM TriseHCl
(pH 8.0). The effect of NaCl on Nep stability was analyzed by
measuring remaining activity after incubation with 0e4 M NaCl for
up to 15 days under the same conditions described above.

2.6. Temperature effect on Nep stability

The effect of temperature on Nep stability was analyzed over the
temperature ranging from 37 to 65 #C in 50 mM TriseHCl (pH 8.0)
buffer containing 1, 2 or 3 M NaCl. Enzyme samples (12 mg/mL)
were incubated at the desired temperatures using a peltier system
in a PCR Thermocycler (BIORAD). The remaining activity was
measured at 37 #C under the same conditions described above.

2.7. Determination of inactivation rate constant

Thermal inactivation kinetics of the purified protease was
determined by first-order expression:

dE=dt ¼ $kinatE

So that

ln½Et=E0& ¼ $kinatt (1)

The kinat (inactivation rate constant or first-order rate constant)
values were calculated from slopes obtained in ln[Et/E0] or ln
[residual activity] versus t (time) plot at a particular temperature.
The apparent half-lives were estimated by the equation:

t1=2 ¼ lnð2Þ=kinat

The half-life is the time at which the residual activity reaches
50%.

2.8. Temperature dependence of the specificity and inactivation rate
constants

Temperature dependence of the specificity constant (kcat/KM)
was determined as earlier described [26,27]. The hydrolysis of Suc-
AAPF-MCA by Nep was monitored under pseudo-first-order
conditions ([S] << KM) in TriseHCl pH 8.0 buffer in the presence of
1, 2 or 3 M NaCl. Temperature corrections were applied to Tris
buffer according to the equation DpKa/Dt ¼ $0.027. Activation
parameters were calculated from the linear plot of ln[(kcat/KM)/T]
versus 1/T (Eyring Plot, Eq. (2))

ln½ðkcat=KMÞT & ¼ lnðR=NAhÞ þ DS*=R$ DH*=RT (2)

where R is the gas constant (8.314 J mol$1 K$1), T is the absolute
temperature, NA is the Avogadro number, h is the Plank constant,
DH* ¼ $(slope) ) 8.314 J mol$1 is the enthalpy of activation and
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DS*¼(intercept $ 23.76) ) 8.314 J mol$1 K$1 is the entropy of
activation.

The free energy of activation (DG*), was calculated from Eq. (2).

DG* ¼ DH*$ TDS* (3)

The enthalpy, entropy, and free energy of activation associated
with the inactivation process were determined by the linear Eyring
plots for kinat obtained in the presence of 1, 2 and 3 M NaCl.

2.9. Solvent kinetic isotope effects

The solvent kinetic isotope effects (SKIEs) on Nep activity were
measured in 50 mM TriseHCl pD 8.0 in the presence of 1, 2 or 3 M
NaCl. The pD of deuterium oxide solution was calculated from pH
meter readings according to the relationship pD ¼ pH(meter
reading) þ 0.4 [28].

2.10. Circular dichroism

Far-UV circular dichroism (CD) spectra were recorded on a Jasco
136 J-810 spectropolarimeter (Jasco International Co.). CD
measurements were carried out in a 1 mm quartz cuvette using the
wavelength range of 202e260 nm. The protein concentration was
set to 3.5 mM in 50 mM TriseHCl (pH 8.0) with 1, 2 or 3 M NaCl. All
samples were centrifuged at 10,000)g for 10 min prior to analysis.
Data collection parameters were set to scan rate of 50 nm/min,
response time of 4 s, accumulation of 10, and delay time for spec-
trum collection of 60 s. Baseline subtraction, smoothing and data
normalization were carried out using the graphical software
ORIGIN (http://www.originlab.com/). CD data are shown as mean
residue ellipticity units (deg cm2 dmol$1 residue$1).

2.11. Dynamic light scattering

DLS measurements were performed on a Dynapro Molecular
Sizing instrument at 20 #C. The samples were previously centri-
fuged for 20 min at 20,000)g. In all conditions, samples were
illuminated with a laser of 1 mm (diameter) and the intensity
fluctuations from the scattered light were measured in a 1 cm path
length quartz cell. The data were collected with intervals of 10 s
with at least 100 acquisitions. The diffusion coefficient (DT) was
determined from the decay rate distribution of intensity correlation
profiles and used to calculate the hydrodynamic radius (Rh) of the
protein via StokeseEinstein equation (DT ¼ kbT(6phRh)

$1, where T
is the temperature in Kelvin, kb is the Boltzmann’s constant and h is
the solvent viscosity). Analysis was performed using the software
Dynamics V6.3.40.

2.12. Small angle X-ray scattering

Small Angle X-ray Scattering (SAXS) data were collected at the
D02A/SAXS2 beamline (Brazilian Synchrotron Light Laboratory,
Campinas, Brazil). The radiation wavelength was set to 1.48 Å and
a 165 mm MarCCD detector was used to record the scattering
patterns. The sample-to-detector distance was set to 1534.5 mm to
give a scattering vector-range from0.18 to 2.1 nm$1. Protein samples
were prepared in 50 mM TriseHCl (pH 8.0) with 1, 2 or 3 M NaCl.
Prior to X-ray exposure, the samples were centrifuged at 20,000)g
for 10 min and then filtered to remove any existing aggregates.
Buffer baselines were collected under identical conditions before
and after sample data collection to guarantee accurate solvent
correction. Frames with exposure time of 600 s were recorded to
avoid radiation-induced protein damage. Background scattering
was subtracted from the protein scattering pattern, which was then

normalized and corrected. Experimental data fitting and evaluation
of the pair-distance distribution functionp(r)were performed using
the program GNOM [29]. The low-resolution envelope of Nep was
determinedusing ab initiomodeling as implemented in theprogram
DAMMIN [30]. An averaged model was generated from several runs
using the package DAMAVER [31]. The in silico models of both
catalytic and C-terminal domains were modeled against the SAXS
data using a combined rigid body and ab initio modeling approach,
as implemented in the program BUNCH [32].

2.13. Homology molecular modeling

The atomic coordinates of Ak.1 protease from Bacillus sp.
(PDBID: 1DBI [33]) and collagen-binding domain from Clostridium

histolyticum collagenase (PDBID: 1NQJ [34],) were used as
templates for generating structural models of Nep from N. magadii

by restraint-based modeling as implemented in the program
MODELLER [35]. To guarantee sufficient conformational sampling,
an ensemble of 50 models was built, from which the best final
model was selected based on evaluation of the stereochemistry, the
objective function from MODELLER (DOPE score) and by visual
inspection. Those models were then minimized using the steepest
descent minimization algorithm as implemented in the UCSF
chimera software [36]. Incomplete site chains were replaced using
Dunbrack rotamer library [37].

3. Results and discussion

3.1. Salt effect on Nep catalytic activity

The catalytic behavior of Nep using azocasein as substrate has
been previously described and evidences the halophilic character of
this subtilase [25]. To further examine this issue, hydrolysis velocity
of the fluorogenic substrate Suc-Ala-Ala-Pro-Phe-MCA. Nep was
inactive in the absence of salt, therefore, the relative activities were
determined considering the value obtained at 0.5 M NaCl as 1. As
shown in Fig. 1, the increase in Nep activity displayed a nonlinear
concave-up dependence with salt concentration resulting in a 20-
fold activation in 4.0 M NaCl. The same activation pattern was
observed with the halophilic bacterial subtilase from Halobacillus
sp. (SR5-3) that was reported to be active even in the absence of salt
[18]. It is reported that some subtilases from prokaryotes bind
calcium ions at specific binding sites and it seems to play a role in
the enzyme stability and activity [33]. In order to address this issue,

Fig. 1. Effect of NaCl concentration on Nep hydrolytic activity. Relative activities were
determined by measuring the initial velocity of Suc-AAPF-MCA hydrolysis in the
presence of NaCl at the concentration range from 0.5 to 4 M. Relative activities were
calculated assuming the hydrolysis at 0.5 M of NaCl as 1 (V/V0.5).
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Nep activity was tested in the presence of EDTA and calcium ions.
Our results indicate that Nep enzymatic activity is not affected
neither by 10 mM EDTA nor by different concentrations of calcium
ions up to 300 mM (results not shown).

The pH dependence of Nep peptidase activity in the presence of
3 M NaCl was determined over the pH range of 6.3e10.5
(Supplementary Fig. S1). Maximum catalytic activity occurred
above pH 8.0 with a sigmoid pH-rate profile characteristic of
bacterial subtilases [38]. The obtained pKe value (pKe ¼ 6.8 * 0.3) is
related to catalytic histidine residue and it was similar to those
values determined for SR5-3 bacterial subtilase (pKe ¼ 7.2 * 0.2)
[18] and Carlsberg mesophilic subtilisin (pKe ¼ 7.0) [38].

The activation of Nep by NaCl was also investigated by the
evaluation of the kinetic parameters (kcat, KM and kcat/KM) of the
hydrolysis of the peptide Suc-AAPF-MCA in presence of 1, 2 and 3M
NaCl. As shown in Table 1, salt activation resulted from both
increase in kcat and KM reduction as salt concentration increase
from 1 to 3 M NaCl.

Solvent kinetic isotope effects (SKIEs) in Nep catalytic activity
were analyzed to establish the presence of proton bridges in the
rate-determining transitions state(s) of its general acid-base-
catalyzed reaction [39e42]. Likewise to serine-peptidases, the
peptide hydrolysis in deuterium oxide (D2O) occurred slower with
a significant decrease of kcat/KM and kcat parameters in buffers
containing 1e3MNaCl and resulted in SKIE values [k(H2O)/k(D2O) ]
varying from 4.3 to 4.8 for kcat and 3.9 to 6.5 for kcat/KM (Table 1).
These results support the notion that a general acid-base reaction is
the rate-limiting step for Nep catalytic activity and that it is not
affected by salt activation.

It should be emphasized that short time incubations of the
enzyme in a low-saline (1 M NaCl) or high-saline (3 M NaCl)
solutions resulted in similar velocities of hydrolysis; however,
longer incubations in solutions with low or moderated salinities
decreased Nep activity. Thus, to clarify this observation, the salt
effect on both Nep activity and stability were examined in the
following experiments.

3.2. Salt effect on Nep stability

Nep stability (i.e. the capacity of an enzyme molecule to resist
unfolding in the absence of substrate) was evaluated in different
salt concentrations ranging from 0 to 4 M NaCl at 37 #C. Activities
were screened against time and the results are shown in Fig. 2.
Incubation in the absence of salt resulted in complete loss of
activity even at the shortest interval analyzed (t ¼ 30 s). On the
other hand, inactivation rate constants could not be obtained above
3 M NaCl since any loss of activity was observed after 1 month
incubation under the same conditions (data not shown). Inactiva-
tion was shown to follow first-order kinetics in the 0.5e3.0 M NaCl
range, where increase in salt concentration decreased inactivation
rate constants, kinat, from 4.2 * 0.2 h$1 at 0.5 M to 4.10$4 h$1 at
3.0 M NaCl and, consequently, increase of the half-life from 10 min
to 2 months at 3 M NaCl (Supplementary Table S1). The protective
effect of salt against Nep unfolding is highlighted by the linearity
found in the plot of ln kinat over salt concentration at 37 #C (Fig. 2,
inset).

In order to check for the reversibility of the observed inactiva-
tion process, 0.5 and 1 M NaCl half-life samples were reconstituted
in buffer containing 3 M NaCl and their activity screened for up to
48 h. In both cases, activity remained constant at w50% of
maximum (data not shown) indicating that Nep inactivation
induced by decrease in salt concentration is an irreversible process.
It should be pointed out that Nep, incubated in absence of salt for
1 min, remains inactive (i.e. do not recover activity) after recon-
stitution in 3 M NaCl buffer for 48 h.

The effect of temperature on Nep stability in a hypersaline
environment (3 M NaCl) was determined over the temperature
range from 37 to 65 #C (Fig. 3). The enzyme was found to be stable
in the range of 4e37 #C for several days in presence of 3 M NaCl
(results not shown). Data fitting to Eq. (1) indicates that thermal
inactivation kinetics followed first order in all cases and, as ex-
pected, higher temperatures significantly increase inactivation rate
constants (kinat) and decrease the half-life (t1/2) (Supplementary
Table S1). Similar experiment conducted at low (1 M NaCl) and

Table 1

Salt effect on Nep kinetic parameters for hydrolysis of Suc-AAPF-MCA at 37 #C.

NaCl (M) Tris 50 mM pH 8.0 (H2O) Tris 50 mM pD 8.0 (D2O) SKIE

kcat (s
$1) KM (mM) kcat/KM (mM s)$1 kcat (s

$1) KM (mM) kcat/KM (mM s)$1 kcat (H2O)/kcat(D2O) kcat/KM (H2O)/kcat/KM (D2O)

1 2.7 * 0.1 140 * 9 19.3 0.6 * 0.1 123 * 13 5.0 4.5 3.9
2 5.3 * 0.2 115 * 10 46.1 1.1 * 0.1 117 * 9 9.4 4.8 4.9
3 6.3 * 0.2 80 * 5 78.7 1.5 * 0.1 114 * 6 12.7 4.3 6.5

Fig. 2. Salt effect on Nep stability at 37 #C. Activities were measured in reconstituted
3 M NaCl-containing buffer after incubation in 50 mM TriseHCl with 0.5 M NaCl (B),
1 M NaCl ( ), 1.5 M NaCl ( ), 2 M NaCl ( ), 2.5 M NaCl ( ) and 3 M NaCl (C). Inset:
Dependence of salt concentration of ln kinat.

Fig. 3. Nep thermal stability in the presence of 3 M NaCl. Activities were measured at
37 #C in 50 mM TriseHCl (pH 8.0) with 3 M NaCl after incubation in the same buffer at
37 (B) 45 ( ), 50 ( ), 55 ( ), 60 ( ) and 65 #C (C).
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moderate (2 M NaCl) salinities enabled a detailed thermodynamic
characterization of NaCl effect on Nep stability. The entropy (DSinat),
enthalpy (DHinat), and Gibbs free energy of activation (DGinat)
associated with the inactivation process (Table 2) were determined
by the linear Eyring plots for kinat obtained in the presence of 1, 2
and 3 M NaCl (Fig. 4A).

The free-energy term is a reliable indicator of enzyme stability
since it includes the contributions from both enthalpic and
entropic terms [43]. In this sense, the smaller standard-state free-
energy change observed in low salinity is an indicative of less
stable enzyme and the protective effect of salt can be calculated by
the linear dependence of DGinat on the salt concentration, i.e., the
D(DGinat)/D[NaCl] that is equal to 9 * 2 kJ/mol/M (Supplementary
Fig. S2). Conversely, higher salinities were associated with
higher enthalpic and entropic terms, with D(DHinat)/D[NaCl] and
D(DSinat)/D[NaCl] values equal to 44 * 7 kJ/mol K/M and 122 * 16 J/
mol K/M, respectively. The large and positive D(DHinat)/D[NaCl]

indicates that greater amounts of energy are required for the

denaturation process to occur at higher salinities, whereas the
positive salt effect on the entropic term is indicative of disorder
increase, or randomness, of the system (proteinesolvent) upon
denaturation.

3.3. Salt effect on temperature dependence of Nep activity

The hydrolysis of Suc-AAPF-MCA by Nep in the presence of 1, 2
and 3M NaCl over the temperature range of 15e30 #C was analyzed
and from the linear Eyring plot, the entropy (DS*), enthalpy (DH*)
and Gibbs free energy of activation (DG*) associated with the rate-
limiting step of Nep hydrolysis was calculated (Table 2 and
Supplementary Fig. S2). It is outstanding that the decrease in salt
concentration from 3 to 1 M resulted in more negative DS*. While
solvent effects certainly interferewith theobserved entropic change,
a negative entropic contribution is expected to result from the
freezing in translational and rotational motion that occurs when the
reactants go from the ground state (Eþ S) to the enzymeesubstrate

Table 2

Salt effect on thermodynamic parameters for Nep thermal stability (kinat) and activity on Suc-AAPF-MCA (kcat/KM).

NaCl (M) Stability Activity

∆H* (kJ/mol) ∆S* (J/mol K) ∆G* (kJ/mol) ∆H* (kJ/mol) ∆S* (J/mol K) ∆G* (kJ/mol)

1 229 * 14 447 * 32 84 15 * 2 $131 * 11 55
2 260 * 13 540 * 30 93 25 * 2 $90 * 7 53
3 316 * 15 691 * 41 102 32 * 1 $63 * 4 51

Fig. 4. Eyring plots for Nep stability (A) and catalysis (B). The apparent first-order rate constants for thermal inactivation of Nep (kinat) in the presence of 1 (B), 2( ) and 3 M (C)
NaCl.

Fig. 5. Circular dichroism experiments. (A) Residual molar ellipticities of Nep at different salt concentrations were measured in the wavelength range 202e260 nm. (B) CD spectra of
Nep in transitions from low-saline to high-saline environments.
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complex (ES). In this sense, the salt effect on entropy term (D(DScat)/
D[NaCl]¼ 34* 4 J/mol K/M)may indicate that at 3MNaCl the enzyme
is more flexible than in 1 M. The steady-state analysis revealed that
salt affects all steps of the substrate hydrolysis through enhancing
theES complexconcentration.High salt concentration also promotes
a large increase in the kcat value (Table 1), suggesting that the
diffusion of both substrate and catalytic water is increased at high
salt concentration. The gain of order to reach the transition state at
1 M NaCl is greater than at 3 M, i.e., a larger Nep reorganization is
needed at 1 M than at 3 M NaCl. These data suggest that the loss of

activity observed at 1 M NaCl can be related to a more rigid confor-
mation of the enzyme.

3.4. Salt effect on Nep secondary structure

Far-UV CD spectra of Nep in different salt concentrations indi-
cate that the enzyme remains folded in 1, 2 and 3 M NaCl without
significant changes in secondary structure contents (Fig. 5A). The
transfer from a low-saline (1 M NaCl) to a high-saline environment
(3 M NaCl) or vice versa did not result in CD spectral changes
(Fig. 5B); however, enzymatic activity is suppressed when the
salinity is decreased to 1 M (NaCl). In the absence of salt, the
enzyme displayed a typical CD spectrum of coil structure (Fig. 5B)
and it is characterized as an irreversible process, since adding 3 M
NaCl in a salt-free Nep sample, the native spectrum is not recovered
(Fig. 5B). These results suggest that the changes in the enzymatic
behavior and protein stability can be related to the tertiary struc-
ture conformation. Thus, in order to elucidate the tertiary structure
arrangement of Nep in different salt concentrations, DLS and SAXS
experiments were performed.

Table 3

Hydrodynamic behavior of Nep at different salt concentrations.

NaCl
(M)

Rh (nm)
(from DLS data)a

Rg (nm)
(from SAXS data)a

Polydispersity
(%)

1 2.92 * 0.31 2.71 * 0.03 25
2 3.41 * 0.25 2.90 * 0.02 27
3 3.90 * 0.39 3.03 * 0.05 20

a Rh e Hydrodynamic radius; Rg e Gyration radius.

Fig. 6. SAXS data. (A) Experimental scattering curves and (B) pair-distance distribution function p(r) of Nep at 1 M (blue) and 3 M NaCl (gray). (C) SAXS envelopes of Nep at 1 M NaCl
(blue) and 3 M NaCl (gray). (For interpretation of the references to colour in this figure legend, the reader is referred to the web version of this article.)

T.A.C.B. Souza et al. / Biochimie 94 (2012) 798e805 803



3.5. Salt effect on Nep hydrodynamic behavior

The size distribution profile of Nep in the presence of different
salt concentrations (0, 1, 2 or 3 M NaCl) was investigated by DLS
indicating that Nep exists as individually dispersed molecules in
environments with NaCl concentration above 1 M (Table 3).
However, in a salt-free solution, Nep forms soluble aggregates,
which are not untied by incubation with 3 M NaCl.

Interestingly, the hydrodynamic radius (Rh) of Nep shifted to
smaller size ranges with the reduction of salt concentration
(Table 3). At 3 M NaCl, the enzyme displays an Rh of 3.9 nm,
whereas at 1 M NaCl, its Rh is 2.9 nm. This molecular shortening, in
conjunction with the observed NaCl effects on both activity and
stability, supports the notion that a conformational transition,
triggered by the decrease in the salt concentration, affects the
biological function of Nep.

3.6. Low-resolution structure and salt-induced conformational
states

Themolecular conformation of Nep in the presence of 1, 2 or 3M
NaCl was also analyzed by SAXS. From the scattering and pair-
distance distribution curves (Fig. 6AeB), it is possible to observe
the maximum molecular dimension (Dmax) differing under
different salt conditions. The gyration radii obtained from SAXS
data corroborate with the hydrodynamic radii calculated from DLS
data (Table 3), taking into account that the hydrated protein radius
(DLS) is typically larger than the gyration radius (SAXS).

Low-resolution structures of Nep at 1 and 3 M NaCl, generated
by ab initio calculations, give a clear view that the inter-domain
structural arrangement is driven by environmental salinity.
Superposition of these SAXS envelopes showed a molecular
shortening of around 40 Ǻ when the salt concentration is changed
from 3 to 1 M NaCl (Fig. 6C).

In order to correlate low-resolution models with atomic coor-
dinates, molecular modeling methods were employed to obtain the
structures of both catalytic core and C-terminal domain of Nep. The
N-terminus (1e286) is an a/b catalytic domain found in members
of the peptidase S8 (subtilisin and kexin) family and the C-terminal
domain (311e416) comprises two b-sheet motifs with 4 and 5 b-
strains each (Fig. 7A). Fitting of both domains into the SAXS

envelopes obtained at 1 and 3 M NaCl suggests an inter-domain
dissociation in a salt-dependent manner (Fig. 7B) and this struc-
tural state is correlated with optimal stability and activity. These
domains are linked by a 37-residue long loop rich in glutamate
residues, which in its extended form, can reach a length of 46 Å
according to the dimensions observed in the SAXS data and
structural model. It is proposed that the neutralization of negative
charges on the surface of halophilic proteins by the salt counter-
ions plays an important role in the maintaining of the native
structure [19,44,45]. Based on this fact, we suggest that the elec-
trostatic neutralization of the highly negatively charged linker can
affect overall Nep structure as indicated by SAXS and DLS data. The
fact of both Rh and Rg diminish with the decrease of salt concen-
tration support the hypothesis that environmental counter-ions
can dictate the linker orientation and consequently the three-
dimensional arrangement of domains. Moreover, the lack of cata-
lytic activity in absence of salt as described herein and previously
[24,46] can also be addressed to the closure of structure, which due
to the proximity of C-terminal domain to active-site pocket may
result in a steric hindrance (Fig. 7B).

4. Conclusions

Nep hydrodynamic behavior was investigated by DLS and SAXS
suggesting a molecular strategy that deal with large structural
rearrangements caused by variations in environmental salinity.
Extensive biochemical characterization showed the importance of
high environmental salinity for catalysis and stability. Increase in
salt concentration enhances Nep half-life at 37 #C from a few
minutes at 0.5 M NaCl to at least two months above 3 M. In the
absence of salt, CD data showed that the enzyme undergoes
denaturation followed by the formation of non-active soluble
aggregates. Despite no changes in the secondary structure contents
were observed at NaCl range from 1 to 3 M, both DLS and SAXS
measurements indicate that salinity do affect tertiary structural
arrangement with its full-active form at 3 M NaCl encompassing an
elongated conformation without inter-domain interactions. Those
tertiary structure changes triggered by environmental salinity are
also corroborated by thermodynamic analysis, where the more
negative value of the entropic term indicates the need of large
enzyme reorganization for catalysis in moderate salt environments.

Fig. 7. Fitting of the atomic coordinates into SAXS envelope. (A) Models of N- (upper) and C-terminal (lower) domains of Nep. (B) Superposition of Nep structure on the SAXS
envelope obtained at 1 M and 3 M NaCl.
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These data correlate kinetic and structural behavior of Nep
depicting a comprehensive description of the dynamics involved in
functioning of halolysins under different salinities.
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