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Structure of Met-Enkephalin in Explicit Aqueous Solution
Using Replica Exchange Molecular Dynamics
K.Y. Sanbonmatsu* and A.E. Garcı́a
Los Alamos National Laboratory, Los Alamos, New Mexico

ABSTRACT
Replica exchange molecular dynamics (MD) simulations of Met-enkephalin in explicit solvent reveal helical and nonhelical structures. Four predominant structures of Metenkephalin are sampled with comparable
probabilities (two helical and two nonhelical). The
energy barriers between these configurations are
low, suggesting that Met-enkephalin switches easily
between configurations. This is consistent with the
requirement that Met-enkephalin be sufficiently flexible to bind to several different receptors. Replica
exchange simulations of 32 ns are shown to sample
approximately five times more configurational space
than constant temperature MD simulations of the
same duration. The energy landscape for the replica
exchange simulation is presented. A detailed study
of replica trajectories demonstrates that the significant increases in temperature provided by the replica exchange technique enable transitions from
nonhelical to helical structures that would otherwise be prevented by kinetic trapping. Proteins
2002;46:225–234. © 2001 Wiley-Liss, Inc.*
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INTRODUCTION
Met-enkephalin (YGGFM) is an opioid peptide that
inhibits neurotransmitter release upon activation of the
appropriate opioid receptor.1,2 Opioid peptides play a
significant role in pain mediation, opiate dependence, and
euphoria3,4 and have aromatic residues in positions 1 and
4. Opioid systems have been shown to regulate dopamine
release3 and are thought to be central to drug-induced
reward.5 Despite numerous studies over the past 25 years
in nuclear magnetic resonance (NMR),4 infrared (IR),6
ultraviolet (UV),7 circular dichroism (CD),8,9 fluorescence,10 and x-ray crystallography,11 no unique native
structure has been determined for Met-enkephalin. This
short peptide binds to either the -, -, or ␦-receptor,
depending on the biological context, requiring it to be
flexible enough to take on several different conformations.2 This flexibility has led to conflicting experimental
evidence for the structure. NMR studies of Met-enkephalin in sodium dodecyl sulfate (SDS) micelles show distinct
ordering of conformation. However, these same studies
have concluded that conformations of Met-enkephalin in
aqueous solution demonstrate poor convergence to a single
2001 WILEY-LISS, INC.
*This article is a US government work
and, as such, is in the public domain in the United States of America.
DOI 10.1002/prot.0000

©

structure.4 Because of the lack of distinct structures
observed for Met-enkephalin, many studies have been
performed for synthetic analogues, such as [D ⫽ Pen2,
D-Pen5] enkephalin (DPDPE), and display significantly
greater structural stability, producing cyclic conformations with disulfide bridges.12 The structure of Metenkephalin itself, however, remains ill-defined.
Many standard molecular dynamics (MD) simulations of
Met-enkephalin, as well as Monte Carlo simulations,15–17
have been performed.13,14 The MD simulations, some with
explicit solvent, evolve the peptide at a single temperature
and are known to suffer from kinetic trapping, where
inadequate sampling confines the peptide to artificial
configurations. Recently, multicanonical methods have
been developed that enable the peptide to achieve greater
sampling of energy space, decreasing the effects of kinetic
trapping.18 –20 The multicanonical methods have been
applied to Met-enkephalin, using implicit solvent models.17 A similar method, simulated tempering, allows the
system to sample greater regions of temperature space.21,16
This method has generally been used in Monte Carlo
simulations; however, this technique was recently applied
to MD simulations and adapted to run effectively on
parallel computers.22 This adaptation, termed replica exchange MD, has the additional advantage of near-linear
scaling of simulation time speedup with processor number
resulting from the minimal communication time required
between processors. This scaling represents a significant
advance in light of the poor scaling of standard MD
simulation codes with respect to the processor number for
large numbers of processors.23
In the replica exchange method, copies of the peptide
system, identical except for temperature, exchange temperatures after a given time interval, avoiding kinetic
traps by sampling high temperatures. This temperature
sampling facilitates barrier crossings on the energy landscape (i.e., transitions between stable configurations),
creating trajectories well suited for detailed investigation
of the mechanism of configurational transitions.
Previously, replica exchange MD was implemented for
Met-enkephalin in vacuum22 and the GB1 ␤-hairpin in
explicit aqueous solution.24 In light of recent studies
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demonstrating the importance of explicit solvent,25–28 this
article presents replica exchange MD simulations of Metenkephalin in explicit aqueous solution. We attempt to
understand the structure of Met-enkephalin and its implications for biological function. Met-enkephalin also presents a useful system for the study of peptide folding,
allowing us to examine local folding transitions in great
detail.
Sugita’s replica exchange methods is presented, along
with the details of the preparation of the solvated Metenkephalin, followed by the configurational analysis and
energy landscape. The transition between stable structures of Met-enkephalin is also investigated. The replica
exchange MD results are compared with the results of a
control system, using constant temperature molecular
dynamics at T ⫽ 300 K. Finally, the implications of our
results for the structure and function of Met-enkephalin
are discussed in light of previous work.
METHODS
Replica Exchange Algorithm
The replica exchange MDs algorithm22 evolves several
copies of a system, each using a separate process. The
copies, or replicas, are identical, with the exception of their
temperature. A distribution of target temperatures
(T1, . . . , Ti, Tj, . . . , TMproc) is chosen for Mproc replicas,
whose coordinates are represented by q1, . . . , qm, qn, . . . ,
qMproc. Initially, i ⫽ m and j ⫽ n. The replicas are
advanced in time until they reach their respective target
temperatures via temperature coupling. At this point,
each replica attempts to exchange temperatures with
another replica system, using the Monte Carlo criterion:
P共exchange兲 ⫽ exp关1/kTi ⫺ 1/kTj兲共E共qm兲 ⫺ E共qn兲兴

(1)

If eq. 1 is satisfied, the replica systems exchange
target temperatures, such that T(q i ) ⫽ T n and T(q j ) ⫽
T m . This is the only time during the simulation when
processors communicate. The exchanging replicas are
subsequently advanced for a longer period of time than
it takes to reach their new target temperature by
coupling to the heat bath. All other replicas are also
evolved for the same amount of time, at which point
another set of exchanges is attempted. Because the
number of timesteps between exchange attempts is
much greater than unity, the communication requirements of this method are minimal, resulting in nearlinear scaling of speedup with processor number. Upon
inspection of eq. 1, it is obvious that only replicas with
neighboring target temperatures will have significant
exchange probabilities. This fact prompts us to attempt
only exchanges between neighboring (in temperature)
replicas. By successively exchanging target temperatures with neighboring replica systems, a given replica
may sample a wide range of temperatures.
Preparation
The Met-enkephalin peptide (AcYGGFMNH2) was modeled using the Cornell et al.29 force field PARM94 and the
AMBER suite of simulation codes.30 The peptide was
solvated in the linear conformation using the Tip3p water

model29 with approximately 600 water molecules. Periodic
boundary conditions were enforced using the minimum
image method. Long-range forces were truncated with a
9-Å cutoff, which is reasonable for short peptides that lack
charged residues for sufficiently large box sizes. This
system of explicit water and one Met-enkephalin molecule
was minimized using the steepest decent method and was
subsequently equilibrated at constant pressure (1 atm)
and temperature (T ⫽ 300 K), using the Berendsen
algorithms31 (T ⫽ 0.1 ps and P ⫽ 0.2 ps) for 200 ps with
a timestep of 2 fs. A system density of ⬇1 g/cm3 was
obtained, corresponding to a cube of edge length L ⬇
26.62 Å. The system was then equilibrated further at
constant (N, V) for 100 ps.
To determine the distribution of target temperatures for
the replicas, the resulting system was equilibrated at four
different temperatures, T ⫽ 275, 325, 375, and 450 K.
From these, the average energies E were obtained, allowing us to fit E(T) with a polynomial. Finally, eq. 1 was
solved iteratively for the temperature distribution using
P(exchange) ⫽ 0.20, chosen to produce ample exchanges
between replicas, while simultaneously providing good
overlap of energy histograms of replicas adjacent in temperature. The resulting temperature distribution is T ⫽
275, 282, 289, 296, 305, 313, 322, 331, 340, 350, 360, 371,
382, 394, 406, 419 K. Sixteen copies of the above system
(i.e., the system equilibrated at T ⫽ 300 K) were generated and equilibrated separately at the above 16 temperatures for 150 ps at constant (N, V, T). The time between
exchanges (during the production stage) was chosen to
ensure sufficient time for the system to couple to the heat
bath, i.e., texch ⬎ solv.
Production
The replica exchange MD algorithm of Sugita and
Okamoto22 was implemented on an eight CPU LINUX
cluster using two processes per processor. The above
ensemble of 16 systems of Met-enkephalin in explicit
water was evolved via replica exchange MD for 2 ns, using
the exchange criterion (eq. 1), yielding a total sampling of 2
ns ⫻ 16 replica ⫽ 32 ns. A control system consisting of one
solvated Met-enkephalin system at constant (N, V, T) with
T ⫽ 300 K was simulated for 32 ns, using constant
temperature MD. This system used the same initial configuration as that used to generate the replica systems
described above.
RESULTS
Replica Exchange Diagnostics
Figure 1 displays the temperature evolution of 4 of the
16 replicas, demonstrating that the replicas sample a wide
range of temperatures. The other 12 replicas sample
similar ranges of temperatures. The first 150 ps display
the equilibration period before replicas were permitted to
exchange temperatures. The exchange of target temperatures for all replicas is shown in detail for the first 25 ps of
replica exchange in Figure 2. The average exchange rate
(i.e., the ratio of the number of successful exchanges to the
number of exchange attempts) was approximately 22.5%.
The configurations of all replicas were sorted according to
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Fig. 1. Temperature evolution of 4 of the 16 replicas. The replicas
sample a wide range of temperatures.

Fig. 2. Index of the target temperature for each replica versus time.
Only replicas with neighboring target temperatures exchange target
temperatures.

target temperature. The energy histograms, H(E, T), of
each target temperature show significant overlap, ensuring a relatively high rate of exchange and substantial
sampling over a wide range of energies (Fig. 3a). We use
Bennet’s method of energy histogram overlap to verify that
out simulations are sampling from a Boltzmann distribution. The ratio of energy histograms over the energy range
for which there is significant overlap must satisfy:
log关H共E, T2兲/H共E, T1兲兴 ⫽ 共1/kBT1 ⫺ 1/kBT2兲E ⫹ const
Figure 3b displays the ratios of neighboring histograms
along with corresponding least-squares fits to ratios of
Boltzmann distributions. The Boltzmann distributions fit
the simulation data to within the statistical error (⬍5%),
showing that equilibrium (i.e., Boltzmann sampling) is
achieved.
Configurational Sampling
Ramachandran plots depicting the sampling of (, )
dihedral angle space for all replicas and all temperatures
are shown in Figure 4 for the five residues of Metenkephalin. Contours of ln(M/Mtot) are shown, where M is
the number configurations with a particular (, ) and

Fig. 3. a: Energy histograms of replicas produced by sorting configurations according to target temperature. Significant overlap permits
successful exchange of target temperatures. b: Ratio of histograms
log[H(E, Ti ⫹ 1)/H(E, Ti)] (symbols) and least-squares fit to corresponding
Boltzmann distributions (solid curves), demonstrating that equilibrium is
achieved.

Mtot ⫽ 1.28 ⫻ 105 is the total number of configurations.
The data were smoothed using boxcar smoothing (i.e.,
convolving the data set with a top-hat function of finite
width) to elucidate larger features present amidst many
small fluctuations. All five residues sample the region of
(, ) space corresponding to ␣-helices. Tyr 1, Phe 4, and
Met 5 have particularly pronounced coverage of this
region, showing two regions of sampling, near (, ) ⬇
(⫺135, ⫺30) and (, ) ⬇ (⫺85, ⫺30), corresponding to the
␣R and ␣⬘ conformations.32,33
Tyr 1, Phe 4, and, to some extent, Met 5, also sample the
␤ hairpin region of (, ) space. The L region (left-handed
␣-helix) is sampled by Gly 2, Gly 3, and Phe 4. Figure 5
superimposes contours for all five residues, explicitly
illustrating that all residues sample the ␣-helix region and
that several sample ␤ hairpin dihedral angles. A similar
structure in (, ) space has been observed in NMR and
MD studies of [Met5]enkephalin-Arg-Phe, which provide
Ramachandran plots for Gly 3 and Phe 4.9 The Ramachandran plots for our simulations and those of the
[Met5]enkephalin-Arg-Phe studies contrast with studies
of Leu-enkephalin,34 which show little sampling of ␣-helix
regions for Gly 2 and Gly 3 and little sampling of ␤ hairpin
regions for Phe 4.
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Fig. 6. Principal component analysis for all replicas at T ⫽ 275 K.
Ribbon renderings of the backbone of the four predominant configurations
are shown (generated using VMD visualization software37), along with the
region of PCA space corresponding to the initial conditions for the various
replicas (rectangle).

space, ri 僆 R3N, where N is the number of atoms in the
peptide. The principal component space is determined by
finding a basis set, {â1, . . . , â3N}, and reference configuration, r0, which minimize the mean square distance d of all
configurations and the reference configuration,
1
d ⫽
Mtot
2

Fig. 4. Ramachandran plots for all five residues of Met-enkephalin,
using the PARM94 force field.

冘

Mtot

共ri ⫺ r0兲2 ⫹ 关共ri ⫺ r0兲 䡠 âi兲2

(2)

i⫽1

The reference configuration that minimizes eq. 2 is the
average configuration, i.e., r0 ⫽ 具r典. The basis set that
minimizes eq. 2 is the basis on which the average projection of all configurations is minimized. The principal
component basis {ê1, . . . , ên} is determined by finding the
basis orthogonal to {â1, . . . , ân}. The first principal component basis vector (corresponding to the largest eigenvalue
of the eigenvalue equation used to determine the principal
component basis) is that which maximizes the projection of
具r典. Each configuration can be represented by

冘

Mtot

ri ⫽

piêi

(3)

i⫽1

Fig. 5. ,  contours of all five residues of Met-enkephalin
superimposed.

Principal component analysis is used for systematic
visualization of the conformational sampling of all residues simultaneously.35,36 Each configuration of Metenkephalin is represented by a point in 3N-dimensional

where pi are the projections onto the principal component
basis.
Figure 6 displays contours (smoothed using boxcar
smoothing) of the potential of the mean force of the
configurations of all replicas with target temperatures
T ⫽ 275 K, projected onto the first two principal component basis vectors. The potential of mean force is given by
W/kT ⫽ ⫺ ln(M/Mtot). The potential of mean force surface
shows four major basins whose minima correspond to the
four structures shown in Figures 6 and 7. The rectangle
encompasses the initial configurations of all replicas.
Structure I (Fig. 7a) is an ␣-helix structure, containing
three ␣-helix hydrogen bonds between the acetate end
group and Phe 4, Tyr 1, and Met 5, and between Gly 2 and
the methylamine end group. Structure II (Fig. 7b) has only
one hydrogen bond (between Gly 2 and the methylamine
end group), yet is still generally helical. The backbone of
structure III (Fig. 7c) is nonhelical, forming a twodimensional U shape, with a hydrogen bond forming
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Fig. 8. Potential of mean force contours for all replicas with target
temperatures T ⫽ 305 K, T ⫽ 340 K, T ⫽ 382 K, and T ⫽ 419 K.

Fig. 7. Backbone renderings of the four predominant configurations of
Met-enkephalin (generated using VMD visualization software37). Hydrogen bonds are depicted by dashed lines.

between the methylamine end group and Gly 3. Structure
IV (Fig. 7d) is also nonhelical and has a ␤-hairpin hydrogen bond between Tyr 1 and Phe 4, explaining the large
amount of sampling of the ␤-hairpin region of (, ) space
shown in Figure 4.
The potential of mean force contours for T ⫽ 305 K,
T ⫽ 340 K, T ⫽ 382 K, and T ⫽ 419 K are displayed in
Figure 8. The basins corresponding to structures II and III
merge with increasing temperature. By T ⫽ 419 K, basin
IV begins to merge with basins II and III, while basin I
(corresponding to the ␣-helix) remains intact.
Energy Landscape
Figure 9a displays the potential of mean force surface on
the (PCA-1, T) plane, illustrating explicitly that replica
MD enables sampling in temperature space. This surface
shows two major basins corresponding to the helical (i.e.,
structures I and II) and nonhelical (i.e., III and IV)
structures, respectively. The helical basin has PCA-1 ⬇
⫺ 20 Å and is slightly deeper than the nonhelical basin.
The nonhelical basin is relatively broad, covering the
region ⫺ 20 ⬍ PCA-1 ⬍ 0. The surface is rugged,
although the large barrier between the two basins tends to
decrease with increasing temperature, depicted more
clearly in Figure 9b, which shows the same surface from a
different vantage point. The relative populations of the
nonhelical and helical basins are shown in Figure 10 as a
function of target temperature. Note that the populations

are normalized to the number of samples at a particular
target temperature, as opposed normalization by the total
number samples used in Figure 9. Although the energy
minimum of the helical basin is lower than that of the
nonhelical basin, configurations in the nonhelical basin
are sampled at a higher frequency because the nonhelical
basin is substantially wider. The lack of variation in the
populations indicates that the coexistence of the two
populations is disordered and uncooperative. Furthermore, since the barrier between the two basins is on the
order of ⬇ kT, the peptide may move easily between
basins. This is consistent with the ability of Met-enkephalin to bind to several different receptors.
Transition Trajectories
This section follows the transition of a single replica
(replica 9) from the nonhelical to helical basin. Rather
than making the transition at the highest temperature
(T ⫽ 419 K) in the target temperature distribution,
this replica makes the transition near T ⬇ 340 K as a
result of the relative minimum near (PCA-1, T) ⬇
( ⫺ 10 Å, 340 K) on the potential of mean force surface
(shown in Fig. 9b). This is shown explicitly in Figure
11a, which shows the approximate trajectory of replica 9
in (PCA-1, T) space, superimposed on the configurations
(represented by single points) of all replicas at all
temperatures. The crossing from the nonhelical to helical basin occurs near T ⬇ 340 K. Only every 1250th
configurational point is shown, so that the trajectory of
replica 9 may be seen more clearly (red). Every 12500th
point of the trajectory of replica 9 is shown to convey the
overall motion in (PCA-1, T) space (black solid curve).
Figure 11b depicts the trajectory of the same replica in
(PCA-1, PCA-2) space. The peptide begins in structure
IV and quickly changes to structure III. After remaining
in structure III for some time, the peptide briefly moves
through the basin in (PCA-1, PCA-2) space corresponding to structure IV on its way to structure I, where it
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Fig. 10. Relative populations of the helical and nonhelical basins in
the energy landscape as a function of target temperature.

Fig. 9. a: Energy landscape of Met-enkephalin. b: Energy landscape
of Met-enkephalin from a vantage point at which the transition region is
observable.

stays for the remainder of the simulation. From the
trajectory of this single replica, it appears that structures III (U-shaped) and I are more stable structures,
while the structure IV represents a transition configuration between III and I. That is, the transition follows the
pathway, III (U-shaped) 3 IV 3 I (helical).
In its transition to the ␣-helix structure I, the backbone
of the U-shaped structure III undergoes simultaneous
torsional and compressional deformations. This is demonstrated in Figures 12 and 13, which display the time series
of structures during the transition using VMD software.37
Figure 12 shows the backbone in ribbon rendering along
with Tyr 1, Phe 4, and the NME terminus. The coordinate
axes shown are co-moving with the molecule. The perspective is most easily understood by referring to the ␣-helix
structure in Figure 12f, which shows the profile view of the
helix. The z-axis is parallel to the axis of the helix. Figure

Fig. 11. a: Trajectory of replica 9 superimposed on (PCA-1, T) space
configurations for all replicas. b: Trajectory of replica 9 superimposed on
(PCA-1, PCA-2) space configurations for all replicas.

13f shows the helix looking down its axis. Again, the z-axis
is parallel to the axis of the helix.
The torsional deformation is exhibited between t ⫽
960 ps and t ⫽ 994.75 ps. Although not obvious from
Figure 12a,b, this is clear upon inspection of Figure
13a,b. Because the front and rear arms (corresponding
to the left and right arms in Figure 12a, respectively) of
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Fig. 12. Time series of the transition between the U-shaped structure III and the ␣-helix structure I. The
backbone is shown in ribbon rendering along with Tyr 1, Phe 4, and NME in licorice rendering using VMD.37
The axes co-move with the molecule.

Fig. 13. Time series of the transition between the U-shaped structure III and the ␣-helix structure I from the
perspective looking down the axis of the helix (f).

the U are aligned, only the front arm is visible in Figure
13a. In Figure 13b, the rear arm is now visible, making
an angle in the x-y plane with the front arm of approximately 50 degrees, causing the midsection of the backbone to twist.

Compression along the z-axis occurs between t ⫽
994.75 ps and t ⫽ 1005 ps. Although difficult to discern
from Figure 13, this is clear in Figure 12b,c. As the total
extension of the peptide decreases, a kink forms in the
midsection. After viewing animations of the trajectory, we
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Fig. 14. Comparison of replica exchange (red) and constant temperature molecular dynamics (MD) (green). Each point represents the projection of one configuration in (PCA-1, PCA-2) space. a: Configurations of all
temperatures and replicas (1.28 ⫻ 105 configurations) and configurations
of constant temperature MD (1.28 ⫻ 105 configurations). b: Trajectory of
PCA-2. c: Trajectory of PCA-1. d: Configurations of all replicas with target
temperature T ⫽ 296 K (8,000 configurations) and sparse sampling
(every 16th configurations) of constant temperature MD (8,000
configurations).

note that the backbone kinks slightly and then flattens
twice (such that the kink is no longer visible) before finally
kinking severely at t ⫽ 1,005 ps. This motion was
observed to be closely correlated with the motion of Phe 4.
The axial projection of the structure becomes somewhat
circular by t ⫽ 1033.75–1110.00 ps (Fig. 13d,e). Upon
further compression and torsion, a well-formed ␣-helix
results by t ⫽ 1,162 ps (Figs. 12f, 13f).
Comparison With Regular Constant Temperature
Molecular Dynamics
The control system (a single Met-enkephalin molecule
simulated at constant (N, V, T) for 32 ns using constant
temperature molecular dynamics for the same parameters
as our replica exchange simulations) produced the same
number of configurations (1.28 ⫻ 105) as our replica
exchange simulation. All configurations of the replica
exchange simulation and of the constant temperature MD
simulation in (PCA-1, PCA-2) space are shown in Figure
14. The replica exchange simulation covers approximately
five times more configurational space than the constant
temperature MD simulation, based on the area of the
(PCA-1, PCA-2) plane covered by each simulation. The
control peptide appears to be kinetically trapped, close to
the transition pathway of the replica exchange simulation
discussed above. The dominant configuration of the control
peptide is quasi-helical (Fig. 15). Although several hydrogen bonds are formed, these are not the type present in an
␣-helix. One oxygen appears coupled to two hydrogens.
DISCUSSION
Replica exchange MD simulations of Met-enkephalin in
explicit aqueous solution sample helical and nonhelical
structures with comparable probabilities. Nonhelical structure IV appears to be a transition structure for transitions
between nonhelical structure III and helical structure I

Fig. 15. Dominant configuration of the constant temperature molecular dynamics simulation is not an ␣-helix, showing hydrogen bonds with
one oxygen coupled to two hydrogens.

(Fig. 7). Detailed study has shown that the transition
between the nonhelical U-shaped structure (structure III)
and the ␣-helix structure (structure I) results from simultaneous compression and torsion, as well as from the
influence of side-chain motion. The Ramachandran diagrams of our simulations are consistent with those presented for NMR experiments of [Met5]enkephalin-ArgPhe in aqueous solution at pH 7.68.9 Our Ramachandran
plots differ from those produced by experiments of Graham4; however, these experiments were performed at pH
3.87, which could significantly alter the backbone configuration. The presence of helical and nonhelical structures in
our simulations is consistent with NMR experiments
showing random distributions of conformers.4,9 Our results are also consistent with the prediction by Li and
Scheraga15 that Met-enkephalin in aqueous solution will
be in an unfolded state, with distinct conformations coexisting. Our observation of multiple stable configurations of
Met-enkephalin is consistent with the known affinity of
Met-enkephalin for distinct opioid receptors (i.e., the -,
-, and ␦-opioid receptors). We find the energy barriers
between configurations are on the order of ⬇ kT, suggesting that Met-enkephalin switches between configurations
with little difficulty.
Other simulations of Met-enkephalin have been performed in vacuo, neglecting the effects of solvent. Sugita
and Okamoto22 presented replica exchange simulations of
Met-enkephalin in vacuo, showing Gly 2 Ramachandran
plots with structure generally similar to that shown in
Figure 4; however, their maxima occurred at  ⬎ 0, while
ours exists at  ⬍ 0. Hansmann et al.17 performed
generalized Monte Carlo simulations of Met-enkephalin
using a dielectric constant of 2 and force fields, including
some implicit water effects. Although the resulting structures were not presented, these simulations did produce
energy landscapes with multiple minima at lower temperatures (150 ⬍ T ⬍ 300 K). MD simulations of Metenkephalin in its zwitterionic form by Perez et al.14
employed implicit solvent with ⑀ ⫽ r and with ⑀ ⫽ 80[14].
Koca and Carlsen13 have simulated Met-enkephalin with
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Fig. 16. Comparison of PARM94 (red) and PARM96 (green) force
fields. Each point represents the projection of one configuration in
(PCA-1, PCA-2) space. a: Configurations of all replicas and all target
temperatures. b: Configurations with T ⫽ 275 K only.

implicit solvent and ⑀ ⫽ 78.5. Both sets of simulations
produced configurations with (, ) coordinates consistent
with ours. It is difficult to determine the importance of
explicit solvent effects, however, as these studies reported
less than 40 configurations, in contrast to our 1.28 ⫻ 105
configurations.14 Comparison of our replica exchange simulations with constant temperature MD simulations (Fig.
14) demonstrates that replica exchange MD achieves a
significant sampling gain over constant temperature MD,
consistent with replica exchange studies of Met-enkephalin in vacuo.22
Previous simulations of different pentapeptides have
shown similar structures to those produced by our simulations of Met-enkephalin. In particular, constant temperature MD simulations of Tyr-Pro-Gly-Asp-Val show extended, U-shaped, and type II reverse turn structures.38,39
These simulations displayed a transition pathway of type
II turn 3 U-shaped 3 extended. The type II turn is similar
to our structure IV. Our simulations show the transition
U-shaped 3 turn (structure IV) 3 helical. While the
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Fig. 17. Ramachandran plots for all five residues of Met-enkephalin,
using the PARM96 force field.

transition pathways of these two peptides differ, the
similarity in structures suggests that there may be limited
number of possible structures and transition pathways for
pentapeptides (e.g., turn, U-shaped, helix). The transition
of U-shaped to helical shown in this work is one possible
mechanism of helix nucleation in helix– coil transitions
occurring larger proteins.
We have also performed our simulations using the
PARM96 force field,32 which has been optimized to fit ab
initio energies calculated for all-␣R and all-␤-tetrapeptides
in absence of solvent. The only difference between the
PARM94 and PARM96 energy parameters is the potential
energy term associated with the peptide backbone (, )
dihedral angles:
V96关i, i兲 ⫽ 0.2共1 ⫹ cos共2i ⫺ 兲兴 ⫹ 0.4关1 ⫹ cos共4i ⫺ 兲兴
⫹ 1.35关1 ⫹ cos共2i ⫺ 兲兴 ⫹ 0.75关1 ⫹ cos共i ⫺ 兲兴
and
V94共i, i兲 ⫽ 0.3关1 ⫹ cos共2i ⫺ 兲兴 ⫹ 0.85关1 ⫹ cos共i兲兴
⫹ 0.3关1 ⫹ cos共2i ⫺ 兲兴 ⫹ 0.85关1 ⫹ cos共i兲兴
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All other terms in the force fields are identical. If we
evaluate the energy differences between the ␣ ( ⫽ ⫺/3,
 ⫽ ⫺/4) and extended ( ⫽ ⫺/3,  ⫽ 2/3) for a (, )
pair, we get ⌬V94 ⫽ V(ext.) ⫺ V(␣) ⫽ ⫺ 0.88 kcal/mol (in
favor of the ␣ conformation), and ⌬V96 ⫽ V(ext.) ⫺
V(␣) ⫽ 1.38 kcal/mol (in favor of the extended conformation). The bias against the ␣ component in PARM96 is
⬇ 3.75 kBT at 300 K, resulting in the overwhelming
sampling of the extended configurations of the PARM96
force field. Figure 16a shows the configurations of all
replicas and all target temperatures for the PARM94 and
PARM96 simulations projected onto the principle component axes of the PARM94 simulations. Figure 16b displays
only the configurations with target temperature T ⫽ 275
K for all replicas. The PARM96 simulations show configurations only in the nonhelical region of (PCA-1, PCA-2)
space, in between structures III and IV of Figure 6,
suggesting a bias toward nonhelical structures for this
particular peptide. The Ramachandran diagrams for the
PARM96 simulations also display less sampling of helical
structures than the PARM94 simulations (Fig. 17). Furthermore, we emphasize that our replica exchange simulations using PARM94 produce Ramachandran diagrams for
Gly-3 with ( ⫺ ) space structure consistent with that
observed in NMR studies.9 This contrasts with the dramatically different ( ⫺ ) space structure produced by the
PARM96 simulations.
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