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Abstract: In the condensed phase, the peptide gramicidin S is often considered as a model system for a
�-sheet structure. Here, we investigate gramicidin S free of any influences of the environment by measuring
the mid-IR spectra of doubly protonated (deuterated) gramicidin S in the gas phase. In the amide I (i.e.,
CdO stretch) region, the spectra show a broad split peak between 1580 and 1720 cm-1. To deduce structural
information, the conformational space has been searched using molecular dynamics methods and several
structural candidates have been further investigated at the density functional level. The calculations show
the importance of the interactions of the charged side-chains with the backbone, which is responsible for
the lower frequency part of the amide I peak. When this interaction is inhibited via complexation with two
18-crown-6 molecules, the amide I peak narrows and shows two maxima at 1653 and 1680 cm-1. A
comparison to calculations shows that for this complexed ion, four CdO groups are in an antiparallel �-sheet
arrangement. Surprisingly, an analysis of the calculated spectra shows that these �-sheet CdO groups
give rise to the vibrations near 1680 cm-1. This is in sharp contrast to expectations based on values for the
condensed phase, where resonances of �-sheet sections are thought to occur near 1630 cm-1. The
difference between those values might be caused by interactions with the environment, as the condensed
phase value is mostly deduced for �-sheet sections that are embedded in larger proteins, that interact
strongly with solvent or that are part of partially aggregated species.

Introduction

The function of biological molecules is determined by their
three-dimensional structure and shape. For peptides and proteins,
these three-dimensional structures are the consequence of the
primary sequences of amino acids, the resulting intrinsic
intramolecular interactions as well as the interactions of the
molecules with their environments. The main interactions
include bond stretching, angle bending and twisting terms, as
well as intra- and intermolecular repulsive, dispersive and
electrostatic interactions. The subtle balance between all those
intra- and intermolecular interactions gives rise to extremely
complex potential energy surfaces in the folding of biological
molecules, such as proteins. Traditionally, studies on biological
molecules are performed in the condensed phase, where
information directly relevant to the structure of the molecule
under physiological conditions is obtained. However, to get an
in-depth understanding of the individual contributions to the
potential energy landscape, the structures of peptides and
proteins can be investigated in the gas phase and therefore in
the absence of solvent effects.

Initial experiments on biological molecules in the gas phase
were performed on neutral species in molecular beams.1 The
molecules can be brought into the gas phase by either thermal
evaporation or laser desorption. The former technique is limited
to small, thermally stable species while laser desorptions also
allows for the investigation of larger species such as neutral
gramicidin peptides.2 Over the last years, several techniques
have been developed to allow for studies of large, charged
biomolecules in the gas phase. However, obtaining structural
(or dynamic) information on such molecules is difficult. For
condensed phase samples, numerous spectroscopic and scattering
techniques exist. For gas-phase species choices are more limited.
Two techniques that deliver direct structural information are
gas-phase ion mobility measurements3-5 and infrared spectros-
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copy.6-8 These two techniques are rather complementary, as
ion mobility probes the overall shape and is not very sensitive
to the local structure whereas IR spectroscopy probes the bonds
between the atoms and is not as sensitive to the overall structure.

For small gas-phase biomolecules, mid-IR spectroscopy has
in many instances shown to yield detailed structural informa-
tion.9-15 This is especially true when the molecules are
internally cold and when individual oscillators give rise to
individual peaks. A comparison with theoretical predictions can
then give detailed structural information. For larger systems,
the situation is more complicated as resonances from individual
oscillators overlap and give rise to a broad envelope.7 When
the samples are warm, several mechanisms can cause peak
broadening and the possible presence of several conformers can
result in overlapping spectra of different species. Further, theory
is becoming increasingly difficult when the size of the system
increases. For condensed phase proteins, IR spectroscopy is a
standard technique to determine secondary structures and even
small changes in peak shapes and position can be attributed to
structural changes.16 In part, this is possible because an extended
database of condensed-phase IR spectra has been recorded for
proteins with known secondary structures. This has allowed a
structure-spectrum correlation, where diagnostic band positions,
notably the amide I band (CdO stretching vibration), are used
to make a structural identification.

In the condensed phase, R-helices as well as disordered
structures have amide-I band positions near 1654 cm-1, while
�-sheet type structures have band positions near 1633 cm-1.16

However, the environment can have a strong influence on those
values. For example, in a study on a �-hairpin peptide, for which
it was shown by NMR that its structure is folded, �-sheet-like,
the amide-I modes are found centered around 1640 and 1670
cm-1, at identical positions to those of a reference peptide having
a random coil structure.17 Only at high concentrations, when
the peptides start to aggregate, does an additional peak near
1616 cm-1 appear. IR studies on the cyclic peptide gramicidin
S highlight the important role of the environment as well.18 In
polar protic solvents, the main amide I band is found near 1629
cm-1, however it is observed to shift when the protic character
of the solvent is reduced and for dimethyl sulfoxide (DMSO),
an amide I position of 1652 cm-1 is observed while the
secondary structure of the peptide is assumed not to change.18

The spectral signatures of �-sheet peptides can thus be highly
dependent on the environment.

For peptides and proteins in the gas phase, no database which
correlates structure to spectra is available. It is thus important

to investigate in the gas phase medium to large size model
systems with well-defined structures to establish the correspond-
ing mid-infrared signatures and compare them to the spectral
signatures of large proteins,7 small neutral model systems for
�-sheet structures,9,11-13,15 helices,19 turns14 and to data from
the condensed phase. While for small neutral species, model
systems for �-sheet structures were investigated,9,11-13,15,20 the
search for the presence of such structures in charged species in
the gas phase remained elusive so far.20,21 However, under-
standing the spectral signatures of charged, �-sheet rich systems
in the gas phase is of tremendous importance since it might
pave the way for a variety of future experiments where IR
spectrometry is combined with mass spectrometric techniques.
In contrast to most condensed-phase techniques, MS-based
approaches are capable of analyzing specific species within an
ensemble of enormous inherent heterogeneity. The IR-MS
combination, therefore, exhibits an outstanding potential to
obtain information about the secondary structure of the toxic,
but still poorly characterized oligomers that precede fibril
formation of proteins involved in a variety of amyloid diseases.22

Due to internal constraints, the cyclic peptide gramicidin S
(GramS) could serve as a model for a �-sheet structure even
for charged species. Gramicidin S was discovered in the 1940s
in the former Soviet Union as a substance with antibiotic
character that is produced by Bacillus breVis.23 Subsequent
characterization revealed its amino acid sequence.24 Its structure
is proposed to consist of an antiparallel �-sheet, stabilized by
four intramolecular hydrogen bonds between two opposing
leucine and valine residues and two �-turns consisting of two
D-phenylalanine and proline residues.25 In addition, gramicidin
S contains two ornithine groups that have basic side-chains (see
Figure 1). Gramicidin S and derivatives have been extensively
studied in the condensed phase. As gramicidin S is difficult to
crystallize, comparatively few X-ray crystallography studies
exist. X-ray structural characterization has been performed on
the hydrated gramicidin S-urea complex26 as well as on a
derivative in which the Orn and Phe peptidic nitrogen atoms
are methylated and in which the side-chain of Orn contains a
protecting group.27 In these studies, the proposed antiparallel
�-sheet structure is found with additional interactions of the
Orn side-chains with the D-Phe CdO groups. In case of the
urea complex, only one side-chain is found to be involved in
this interaction,26 while in the other study both side-chains are
found to interact.27 There are two possibilities how this
interaction can take place. In the hydrated gramicidin S-urea
complex,26 the side-chain is found to form an H-bond to i f
i+2 Phe CdO (the nearest Phe clockwise in Figure 1) and in
the study on the derivative, this interaction is found to occur to
the i f i-3 Phe residue (counterclockwise in Figure 1). Many
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NMR studies on gramicidin S and its derivatives have been
carried out. The backbone is generally found to adopt the
antiparallel pleated �-sheet conformation.28-31 The Orn side-
chains are found to adopt the i f i+2 configuration;28,30

however, in one study, a combination of both orientations29 is
found. Gramicidin S is also investigated in the gas phase as a
charged molecule using mass spectrometric methods,32-34 and
from ion mobility studies, it is concluded that a �-sheet structure
is present.34 Spectroscopic studies on neutral gas-phase grami-
cidin S in the X-H stretching region give a N-H stretching
signature that is compatible with a �-sheet structure as well.2

Here, we present a mid-IR study of doubly protonated grami-
cidin S in the gas phase.

Experimental Section

The experiments were performed using the Fourier-transform ion
cyclotron resonance (FT-ICR) mass spectrometer at the free electron
laser facility FELIX in Nieuwegein, The Netherlands.35 Gramicidin
S was synthesized in the group of A.S. Ulrich.36 It was dissolved
at a 50 µM concentration in a H2O/methanol/AcOH solution of
60/39/1%. In some experiments, 18-crown-6 ether was added at a
concentration of 200 µM. The solution was sprayed using a Z-Spray
electrospray source (Micromass, Manchester, UK) and the ions were
transferred to the ICR trapping cell. Deuteration was performed
by dissolving gramicidin S in deuterated solvents. The observed
mass increases by 14 amu, indicating that all exchangeable hydrogen
atoms were replaced by deuterium. After isolation of the mass/
charge ratio of interest, the ions were irradiated for a few seconds
by the IR output of the free electron laser FELIX. When the IR
frequency of the light is resonant with an IR active vibration of
the ions, the sequential absorption of many photons and subsequent
fragmentation (infrared multiple photon dissociation (IRMPD))

occurs. IR spectra can be recorded by monitoring the fragmentation
yield as a function of IR wavelength. Although the so obtained
spectra are not identical to linear IR absorption spectra, it was shown
that they can be very close to them.37

As IR light source, the free electron laser FELIX38 was used. It
is continuously tunable over the 5-250 µm range. The light output
comes in macropulses of about 5 µs length at a repetition frequency
of up to 10 Hz (5 Hz is used in the present experiment). The
macropulses contain micropulses which can be adjusted in length
between 300 fs and several ps. The bandwidth is transform limited
and can range from 0.5% fwhm of the central wavelength to several
percent. The micropulse repetition rate can be selected to be either
25 MHz or 1 GHz, resulting in a micropulse spacing of 40 or 1 ns,
respectively. In the 1 GHz mode, the output energy can be up to
100 mJ/macropulse.

Results

Measured IR Spectra. When the IR radiation of FELIX is
resonant with an IR active vibrational mode of the molecule,
IRMPD can be observed. For the here investigated doubly
protonated gramicidin S, fragmentation is observed to be
distributed over a multitude of different fragmentation channels
and the corresponding total ion intensity in each of those
channels individually can be quite low. As a consequence,
instead of monitoring the appearance of fragment ions, the
depletion of parent ions is monitored.

In the top part of Figure 2, the gas-phase IR spectra of [GramS
+ 2H]2+ as well as of perdeuterated [d-GramS + 2D]2+ are
shown. The spectrum of [GramS + 2H]2+ shows a broad split
peak between 1580 and 1720 cm-1, another intense peak around
1500 cm-1 and some less intense structure between 1300 and
1410 cm-1. The split peak is in the region where one expects
the amide-I (CdO stretch) vibration to occur while the peak at
1500 cm-1 is where the amide-II (N-H bending) vibration is
expected to be present. The IR spectrum of [d-GramS + 2D]2+

between 1580 and 1720 cm-1 shows a structure consisting of
at least three underlying peaks. The peak observed for [GramS
+ 2H]2+ near 1500 cm-1 appears to be changed in shape and
shifted to ∼1410 cm-1.

Assuming pure amide-I and -II vibrations to be present in
the molecule, one would expect essentially no change in shape
for the amide-I band upon deuteration. A small shift of this
band of 1-5 cm-1 can be due to coupling of the CdO stretch
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Figure 1. Cyclic decapeptide gramicidin S (cyclo(Pro-Val-Orn-Leu-D-Phe)2) and the crown-ether 18-crown-6.

J. AM. CHEM. SOC. 9 VOL. 132, NO. 6, 2010 2087

Amide-I and -II Vibrations of Gramicidin S A R T I C L E S



motion with the N-H (N-D) in plane bending motion. The
amide-II band on the other hand consists to a large extent of
N-H bending motion and in solution, it can be found near 1550
cm-1. Upon deuteration, the mode shifts to 1460-1490 cm-1

and is then termed amide-II′. It also changes its character and
consists to a large extent of C-N stretching motion in deuterated
molecules.

When comparing the two spectra in the top part of Figure 2,
the expected isotopic shift in the amide-II band can be clearly
observed. At first glance surprising, however, might be the
change in peak shape in the amide-I region, as it implies that
this structure is not solely due to CdO stretching motion. On
the other hand, looking at the structure of the molecule and
considering the fact that we are looking at the doubly protonated
cation, it is also clear that a simple picture of pure amide-I and
-II vibration does not hold. The two protons (deuterons) will
attach to the most basic sites in the molecule, the two ornithine
side-chains (see Figure 1), and the -(CH2)3-NH3

+ side-chains will
then coordinate to backbone CdO groups. The resulting strong
hydrogen bonds can then significantly shift the frequency of
those CdO oscillators. In addition, the -NH3

+ groups by
themselves are IR active and give for lysine in solution a δas

mode around 1627 cm-1 and a δs mode around 1526 cm-1.16

Upon deuteration, those modes then shift to 1201 and 1170
cm-1, respectively.16 This is in line with the observation that
the red side of the structure in the amide-I region in the spectrum

of [GramS + 2H]2+, where the δas mode of -NH3
+ is expected,

undergoes the largest change upon deuteration.
For a further investigation of the effect of the charged side-

chain and, in particular, to study the peptidic backbone with
reduced backbone-side-chain interaction, experiments were
performed in which [GramS + 2H]2+ is complexed with two
18-crown-6 molecules. These crown ether molecules have a very
high affinity to protonated amines39 and it is expected that in
such a complex, the side-chain -NH3

+ groups are coordinated
to 18-crown-6 molecules and that the interaction of the -NH3

+

groups to the backbone is inhibited due to steric constraints.
The bottom part of 2 shows the IR spectra of [GramS + 2H]2+

and of deuterated [d-GramS + 2D]2+, with both ions being
complexed with two 18-crown-6 molecules. When comparing
those spectra with the spectra of their uncomplexed counterparts,
it can be observed that the spectra of complexed species show
a significantly altered spectral structure in both, the amide-I and
-II region. Slightly narrower lines can be expected, as fewer
absorbed photons are required to fragment this complex. Most
striking in the amide-I region is that the peak near 1600 cm-1

has a much lower intensity (and even completely absent for
the deuterated complex). In that region, contributions from CdO
oscillators involved in strong hydrogen bonds as well as from
-NH3

+ δas modes would be expected. The crown-ether probably
shields the -NH3

+ groups from interacting and forming strong
hydrogen bonds with backbone CdO groups. Thus we can
assign a large fraction of the intensity near 1600 cm-1 in the
spectra of the uncomplexed ions to CdO groups involved in
such an interaction. Additional deuteration also shifts the -NH3

+

δas mode outside the experimental range. This is in line with
the reduction in intensity near 1600 cm-1 in the spectrum of
[GramS + 2H]2+ and the total absence of intensity in that range
in the spectrum of deuterated [d-GramS + 2D]2+ complexed
with 18-crown-6. In the amide-II region around 1500 cm-1, the
situation is more complex. There, deuteration changes the nature
of the modes from predominantly N-H bending to N-C
stretching upon deuteration. Concomitant with that is a change
in relative intensity, compared to the amide-I mode. In addition,
the -NH3

+ δs mode is shifted to lower wavenumber. Also, the
complexation with 18-crown-6 might affect both the positions
and intensities of the -NH3

+ δ modes. All those factors make
the interpretation of the amide-II region difficult.

Calculations

To learn more about the structure of gas-phase [GramS +
2H]2+, different conformeric structures and their IR spectra were
calculated. There are two fundamental problems that need to
be addressed. First, the conformational space is very large and
it is difficult to select possible candidate structures for further
investigations. Second, even when reasonable candidate struc-
tures are found, their structures need to be optimized, and the
energies as well as the IR spectra need to be calculated. For
the calculations of IR spectra of small peptides containing only
a few amino acids, DFT methods have been shown to give at
least reasonable geometries and IR spectra.14 For species of the
size of [GramS + 2H]2+, DFT methods are, however, compu-
tationally expensive.

We choose a molecular dynamics (MD) based search scheme
described below to find candidate structures which are then
further investigated at the B3LYP level with the def-SVP basis

(39) Julian, R. R.; Beauchamp, J. L. J. Am. Soc. Mass Spectrom. 2002, 13,
493–498.

Figure 2. (Top) Experimental IR spectra of [GramS + 2H]2+ and
perdeuterated [d-GramS + 2D]2+. (Bottom) Experimental IR spectrum of
[GramS + 2H]2+ complexed with two 18-crown-6 molecules and perdeu-
terated [d-GramS + 2D]2+, complexed with two 18-crown-6 molecules.
Amide-I (CdO stretch) vibrations are expected to be found above
1600 cm-1.
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set using Turbomole40 with the ri-approximation. The MD
calculations are performed with the Amber 941 program using
the ff96 force field.42 The parameters for the nonstandard amino
acid ornithine are adapted from parameters of lysine by
removing one CH2 group and distributing its net charge to the
neighboring atoms. To efficiently sample the conformational
space, replica exchange molecular dynamics (REMD)43 has been
performed on 16 parallel runs with temperatures ranging in a
geometric series from 270 to 800 K. Time steps are set to one
femtosecond, replica exchange attempts occur every picosecond
and the total length of each simulation is 100 ns.

At each simulation, 1000 structure snapshots from the
trajectory at 312 K are picked and further analyzed. First, the
structures are energy minimized at the force field level. Next,
they are grouped in families of structural similarity. This is done
by using the rms atom displacement (rmsd) values between two
structures to judge the similarity between them. In the calcula-
tions of the rmsd values, all atoms of the peptidic backbone
plus the N-H hydrogen as well as the -NH3

+ nitrogen on the
ornithine side-chains are used. The rmsd values are then
calculated between all pairs of structures. Those values are
plotted in a two-dimensional color coded matrix and this matrix
is sorted by grouping species with low rmsd values such that
blocks with similar structures appear. From each block, several
low energy structures are taken, their energies minimized at the
B3LYP level and the IR spectra calculated using numerical
differentiation.

From the calculations on [GramS + 2H]2+, visual inspection
shows that for most structures, the dominant interaction occurs
between the -NH3

+ group of the Orn side-chain and the CdO
groups of the Phe, Orn, Val and Pro amino acids. In general,
there are two possibilities for such interactions. The Orn side-
chains can either coordinate to the backbone CdO groups that
are found clockwise or counterclockwise (see Figure 1), that
is, the side-chain on top orients to the right and the one below
to the left (clockwise) or Vice Versa. For an interchange between
those two orientations, both side-chains have to act concertedly
and at least four, presumably strong, hydrogen bonds have to
be broken. Consequently, the barrier for such a transition is
expected to be high. For that reason, two separate simulations
were started, one with the Orn side-chains oriented clockwise
and one with counterclockwise orientation.

From the resulting 2000 structures, 21 were selected for
further investigations using B3LYP. Ten structures had a
counter-clockwise and eleven a clockwise Orn side-chain
orientation. Interestingly, the structure with the lowest B3LYP
energy is also the one which has the lowest ff96 energy. The
relative ff96 and B3LYP energies can be compared, by setting
the lowest energy structure as the zero energy in both sets. For
the ten counter-clockwise structures, the rms difference in
relative energy between ff96 and B3LYP is 11 kcal/mol, for
the eleven clockwise structures 7 kcal/mol. An inspection of
those 21 structures resulted in five low energy families and the
lowest energy structure of each of those families together with

the calculated IR spectra is shown in Figure 3. Note that the
structures in Figure 3 are turned upside down, compared to
the structure in Figure 1. The main structural differences result
from differences in hydrogen bonding of the Orn side-chains
with the backbone. Spectra for hydrogenated and deuterated
species are shown on the left-hand and right-hand side,
respectively. The frequency positions in all calculated spectra
as well as in the further discussion are scaled by 0.9614.44

The top two structures are characterized by a clockwise (see
Figure 1) orientation of the Orn side-chains. In case of the top
structure (A), the Orn side-chains coordinate to the CdO groups
from their own residue as well as Phe CdO groups two residues
away. The structure is very symmetric and distances between
the H-atoms on the -NH3

+ groups and the O-atoms of the
corresponding CdO groups are 1.68 and 1.73 Å to Phe and
Orn, respectively. Four �-sheet type interactions are present
and H-bonding distances are 2.06 and 1.95 Å for the outer two
and inner two H-bonds, respectively. In addition, the Phe
aromatic rings are closely coordinated to the charged side-chains.
At both the ff96 and the B3LYP level, this structure is found
to be lowest in energy. The structure shown in the second row
(B) is also based on a clockwise orientation of the Orn side-
chains, this time however interacting with the CdO groups of
the Phe and Pro residues (distances of 1.63 and 1.84 Å,
respectively). Four �-sheet type interactions are present as well
with 2.31 and 2.01 Å as distances for the outer and inner ones,
respectively. At the B3LYP level, this structure is 7.2 kcal/mol
higher in energy than structure A.

The three structures shown in the lower part of Figure 3
(C-E) all have counter-clockwise orientations of the Orn side-
chains. In structure C, the Orn side-chains are coordinated to
CdO groups of the Phe, Orn (opposite side) and Val (next to
the Orn group) residues. The distances between the H-atoms on
the -NH3

+ groups and the O-atoms of the corresponding CdO
groups range from 1.62 Å to 1.87 Å. The only other -H · · ·O )
distances closer than 2.5 Å are found between the two Leu CdO
and corresponding Val N-H groups. Such interactions are
expected for a �-sheet type structure. The distances between
the corresponding atoms are with 2.18 and 2.22 Å relatively
large, however. In relative energy, this structure is 1.4 kcal/
mol higher in energy than A. Structure D on the second row
from below is similar to structure C. There as well, one Orn
side-chain coordinates to Phe, Orn and Val residues. The other
Orn side-chain coordinates to a Phe and an Orn residue as well
as to the aromatic ring of the Phe residue. The H-bond lengths
are similar to the ones found in C; H-bonds in which the Orn
side-chains are involved range from 1.60 Å to 1.87 Å and for
the two �-sheet type interactions, H-bond lengths of 2.22 and
2.29 Å can be found. In addition, a weak C7 type interaction
with a distance of 2.37 Å can be noted between a Pro CdO
and a Orn N-H. The relative energy of D is +6.2 kcal/mol.

The structure shown at the bottom (E) is very symmetric and
characterized by interactions of the two Orn side-chains with
the Phe and Pro residues. The distance to the Phe CdO is 1.67
Å and to the Pro CdO 1.83 Å. In this structure, four �-sheet
type interactions are present. The distances for the outer H-bonds
is 2.04 Å and for the inner H-bonds 1.84 Å. The Orn CdO
groups have their closest H-bonding interaction with the Orn
N-H in a C5 type interaction. The distance is, however, with
2.96 Å large and the corresponding interaction, thus, weak. The

(40) TURBOMOLE V6.0 2009, a development of University of Karlsruhe
and Forschungszentrum Karlsruhe GmbH, 1989-2007, TURBO-
MOLE GmbH, since 2007; available from http://www.turbomole.
com.

(41) Case, D. AMBER 9; University of California: San Francisco, 2006.
(42) Kollman, P.; Dixon, R.; Cornell, W.; Fox, T.; Chipot, C.; Pohorille,

A. Computer Simulation of Biomolecular Systems; Elsevier: New York,
1997; Vol. 3, pp 83-96.

(43) Mitsutake, A.; Sugita, Y.; Okamoto, Y. Biopolymers 2001, 60, 96–
123. (44) Scott, A.; Radom, L. J. Phys. Chem. 1996, 100, 16502–16513.
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relative energy of E is with +15.7 kcal/mol the highest of the
five structures considered.

When comparing the calculated IR spectra to the experi-
mental ones, many of the general features shown in the
experiment are reproduced. A perfect agreement, however,
is not observed for any of the calculated structures. In order
to characterize the observed spectrum, it is instructive to
analyze the normal modes in the calculated spectrum. For
the following, we would like to discuss the normal modes in
the amide-I region of the deuterated structures A and C. For
deuterated A in the range between 1600 and 1720 cm-1, the

calculated spectrum in 3 shows four groups of peaks. At the
lowest frequency two almost degenerate vibrations at 1620
cm-1 resulting from Phe CdO stretch motion occur. Next
higher at 1643 cm-1 and 1645 cm-1, CdO stretching
vibrations of the two Orn CdO groups are present. The four
vibrations of the �-sheet Leu and Val CdO groups are found
between 1681 cm-1 and 1688 cm-1. At the highest frequency
at 1705 cm-1 and 1706 cm-1, vibrations of the Pro CdO
groups are found. Qualitatively, those shifts can be under-
stood by having the CdO groups with the strongest H-bonds
(bond to the charged Orn side-chain) most to the red, the

Figure 3. Experimental IR spectra of [GramS + 2H]2+ and perdeuterated [d-GramS + 2D]2+ (red solid line, left and right part respectively) compared to
theoretical predictions for five calculated structures. The sharp spectra result from a convolution of the theoretical stick spectrum with a 1 cm-1 full width
Gaussian and the broader spectra in black from a convolution with a 2% full width Gaussian. All calculated line positions are scaled by 0.9614.
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medium strongly H-bonded �-sheet groups more to the blue
and the essentially non H-bond Pro vibrations most to the
blue.

For the deuterated structure shown in Figure 3C, ten
vibrational modes, all stemming from CdO stretching vibra-
tions, are found in the region between 1600 and 1700 cm-1.
Most to the red, at 1624 and 1628 cm-1, vibrations of the two
Phe CdO groups occur. The Val CdO vibrations are found at
1655 and 1657 cm-1, followed by the Orn CdO vibrations at
1660 and 1663 cm-1. Between 1687 and 1695 cm-1, the Leu
and Pro CdO vibrations are found which appear rather mixed.
As in the case of the vibrational modes of structure A), the red
shift qualitatively follows the strength of H-bonding. Most to
the red, modes of groups are found that (strongly) interact with
the charged Orn side-chain, while the vibrations of the more
weakly H-bonded Leu and Pro CdO groups are found on the
blue side of the peak.

Structures and spectra for [GramS + 2H]2+ complexed with
two 18-crown-6 molecules were calculated using the same
methodology that was employed for uncomplexed [GramS +
2H]2+. At the ff96 level, four structural families are found and
a total of nine structures were optimized and their IR spectra
calculated at the B3LYP level. In all structures that were found,
the 18-crown-6 molecules are tightly coordinated to the Orn
side-chains. In three of the four families, in addition some
coordination of CdO groups toward the Orn -NH3

+ groups is
observed. This, however, comes at the expense of intramolecular
H-bonding and at the B3LYP level, the lowest energy structure
from those families is 12.8 kcal/mol higher in energy than the
overall lowest energy structure. Figure 4 shows this overall
lowest energy structure, together with the calculated IR spectra
for protonated and deuterated species. The structure is character-
ized by Orn side-chains coordinating 18-crown-6 molecules and

pointing away from the peptide backbone. The Leu and Val
CdO groups are found to be involved in �-sheet type H-bonding
with distances for the outer Leu CdO H-bond of 2.00 Å and
for the inner Val CdO H-bond of 2.37 Å. The latter CdO
groups, however, have with 2.20 Å shorter distances to the
neighboring Leu N-H groups to form C7 type H-bonds.
The Pro and Orn CdO groups form C7 type H-bonds with the
adjacent Orn and Phe N-H groups at distances of 2.09 and
2.00 Å, respectively. Only the Phe CdO groups have no close
H-bonding partner.

Qualitatively, the calculated spectra are in good agreement
with the ones obtained experimentally. For the nondeuterated
molecule, both the peaks in the amide-I and -II region are
predicted narrower than observed. For the deuterated species,
the width of the amide-I peak is well reproduced. Unfortunately,
for this molecule, the measurements did not cover the amide-II
region. For the amide-I peak, the splitting which is experimen-
tally observed for the protonated as well as the deuterated
species is not reproduced by the calculations.

Visualizing the vibrations in the amide-I region for the
deuterated species shows that most of the Orn CdO vibrations
are present most to the red, at 1643 and 1644 cm-1. They are,
however, of low IR intensity. Pro CdO vibrations are predicted
to be much stronger and are found at 1649 and 1650 cm-1.
Significantly shifted to the blue, at 1675 and 1676 cm-1, Leu
“�-sheet” vibrations occur. They are to some extent mixed with
the vibrations of the Phe CdO groups which are found at 1677
and 1678 cm-1. Most to the blue are the out-of-phase and in-
phase combinations of the Val CdO groups at 1682 and 1694
cm-1. Such a splitting might be indicative of different environ-
ments. Then, however, localized modes would be expected. In
the present case, the two CdO groups are in very similar
environments and as they are quite close to each other, they

Figure 4. Experimental IR spectra of [GramS + 2H]2+ and perdeuterated [d-GramS + 2D]2+ complexed with two 18-crown-6 molecules (red solid line,
top and bottom, respectively) compared to a theoretical prediction. The sharp spectra result from a convolution of the theoretical stick spectrum with a 1
cm-1 full width Gaussian and the broader spectra in black from a convolution with a 2% full width Gaussian. All calculated line positions are scaled by
0.9614.
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couple and give rise the mentioned in- and out-of-phase
vibrations. In conclusion for [GramS + 2H]2+ complexed with
two 18-crown-6 molecules, it can be noted that, contrary to
expectations, the red part of the amide-I peak results from Orn
and Pro CdO vibrations while the Leu and Val CdO vibrations
are rather found near the blue at around 1680 cm-1.

Discussion

The experimental results clearly show the importance of the
Orn -NH3

+ side-chain interaction on the IR spectra, and, thus,
also on the structure of gas-phase gramicidin S. The deuteration
experiments show that the red shoulder in the experimental
amide-I peak is caused by -NH3

+ umbrella motion and further,
that this mode couples to other CdO stretching modes, as the
amide-I peak shape changes upon deuteration of the molecule.
Further evidence for the -NH3

+-peptide backbone interactions
comes from the 18-crown-6 experiments, which demonstrate
that the red side of the amide-I peak is due to oscillators that
interact with the -NH3

+ group. The calculations shed further
light on the nature of these side-chain - backbone interactions.
In all calculated structures, a -NH3

+-Phe CdO interaction is
found to be strong, irrespective whether the orientation of the
side-chain occurs clockwise or counterclockwise. In addition,
an interaction with the Orn CdO is present in the low energy
structures A, C and D presented in Figure 3. An interaction
with Val CdO is predicted for C and D and with Pro CdO for
B and E. Due to their strong H-bonded nature, these strongly
H-bonded Phe, Val, Pro or Orn CdO groups give rise to the
resonances which are found most to the red in the amide-I peak.
Leu CdO groups on the other hand do not interact with the
Orn -NH3

+ side-chains. Instead, they are found to bind to the
opposing Val N-H groups in a �-sheet type arrangement. Their
vibrations, however, are predicted in calculations for structures
A) and C) in Figure 3 and for the crown-ether complexed
structure in Figure 4 to occur on the blue side of the amide-I
peak between 1675 and 1695 cm-1. When the Val CdO is
coordinated to an -NH3

+, its resonance is predicted to be found
around 1656 cm-1 (see Figure 3C). When this is not the case
and the Val CdO groups interacts with an opposing Leu N-H
groups in a �-sheet arrangement (see Figure 3A) and Figure 4,
its resonances are found to be close to that of Leu CdO
“�-sheet” in gramicidin S between 1682 and 1694 cm-1.

When comparing the experimental spectra with the calculated
ones, all calculations give reasonable agreements between theory
and experiment. In the experiment, the amide-I band appears
to consist of two components for the hydrogenated gramicidin
S and of three for the deuterated species. In all calculations a
splitting of the amide-I band is predicted as well. There are,
however, also differences in the calculated and experimental
relative intensities of the amide-I components, and it is difficult
to decide which of the structures in Figure 3 gives the best match
to experiment. Theory calculates spectra at 0 K. The experiment
on the other hand does not measure the linear IR absorption
spectrum of a fully annealed sample at 0 K, but is rather
measured as an IRMPD spectrum. For many species, it was
shown that IRMPD spectra can be quite similar to the corre-
sponding linear absorption spectra.37 The experimental IRMPD
spectrum is linearly corrected for the variation in FEL power
over the tuning range. This is however only a first order
approximation and errors in relative intensities may result.

In addition to uncertainties in relative intensities, peak
positions can also deviate from their positions in a linear, 0 K
spectrum. This can be caused by mode anharmonicities, in

combination with the IRMPD mechanism37 and the fact that
the excitation starts from a room temperature sample. However,
one can estimate the resulting shifts to be on the order of a few
wavenumbers,37 thus relatively small compared to the widths
of the observed resonances.

Another complication stems from the possibility of the
presence of more than one conformer. The presence of different
conformers of gas-phase [GramS + 2H]2+ is observed in recent
low temperature experiments.45 Ion mobility experiments at 300
K on the other hand did not indicate the presence of different
conformers with vastly different overall shapes.34 We have
calculated cross sections for the structures presented in Figure
3. The results show that structure A has the lowest cross-section
(highest mobility) and, for example, structure E has an about
10% higher cross-section. Such a difference could stem from
differences in the orientations of the rather flexible phenyl side-
chains and, in a 300 K experiment, thermal motion might
average out those deviations to some extend. Indeed, performing
cross-section calculations on structures where the phenyl groups
are deleted reduces the differences in relative cross sections to
about 5%. With the addition of thermal motion of the other
side-chains, the resulting differences in mobilities might be
insufficient to be observable in most ion mobility experiments.
In the calculations, many local minima were populated. It is also
observed, that in the simulations, transition from a clockwise to
counterclockwise (or Vice Versa) side-chain orientation occurred
only infrequently with a high barrier between those two nearly
isoenergetic conformational spaces. It is thus likely that in the
experiment, a distribution of different conformers is present and
the resulting IRMPD spectrum would, consequently, be a
superposition of several spectra. A possible indication for this
is that our observed amide-II band is significantly broader than
calculated.

Doubly protonated gramicidin S in the gas phase might thus
not be a good model system for an isolated �-sheet peptide, as
the �-sheet can be disturbed by side-chain-backbone interactions.
However, the spectrum of [GramS + 2H]2+ complexed with
two 18-crown-6 molecules might be expected to resemble more
closely that of an unperturbed antiparallel pleated �-sheet
conformation. There, the amide-I peak appears to consist of two
components, one near 1653 cm-1 and one near 1680 cm-1.
Gramicidin S in solution shows a band at 1629 cm-1 when
dissolved in D2O, which shifts to 1652 cm-1 when DMSO is
used as a solvent.18 D2O is a polar and protic solvent which
can solvate the charged side-chains and can be involved in
H-bonding to the six CdO groups and four N-H groups which
are not part of the �-sheet section of the molecule. DMSO is a
polar but aprotic solvent, which can solvate the charged side-
chains, but which is, however, less effective in H-bonding. The
situation in DMSO could thus be quite comparable to the
situation when the charged side-chains are complexed with 18-
crown-6. This is in line with our observation that the redmost
peak in the amide-I band of gramicidin S occurs at essentially
the same frequency. However, a comparison between experiment
and theory indicates that this redmost part is not caused by the
�-sheet CdO groups but rather by the Orn and Pro CdO groups
and that the Val and Leu CdO groups contribute more to the
blue part near 1680 cm-1.

For proteins in the condensed phase, amide-I vibrations of
�-sheet molecules are observed near 1633 cm-1.16 Small gas-
phase �-sheet model systems show amide-I resonances that are

(45) Nagornova, N.; Rizzo, T.; Boyarkin, O. unpublished.
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all above 1650 cm-115 and it has been pointed out, that a
classification of the structure just based on the position of
amide-I resonances is not possible for those systems.15 However,
it is also conceivable that the condensed phase value of 1633
cm-1 is applicable only for �-sheet sections that interact strongly
with their surroundings, such as �-sheet sections that are
embedded in larger protein structures or �-sheet sections that
are part of an amyloid network. For isolated �-sheet sections,
the 1633 cm-1 value might not apply. In line with that is the
observation that for �-sheet sections that interact only with polar
solvents, a shifted value of 1640 cm-1 can be observed, however
at high concentrations, when aggregation takes place, a new
peak at 1616 cm-1 is observed.17 The FTIR studies on
gramicidin S dissolved in various solvents,18 the data on small
�-sheet model systems15 as well as the data presented here
indicate that the intrinsic frequency of �-sheet peptides might
be substantially to the blue, more in the range 1650-1680 cm-1.

For helical or random coil systems, the dependence on the
environment might be less pronounced. In an isolated � -hairpin,
only half of the CdO and N-H groups have a partner to interact
with and the other half has to interact with either the environ-
ment or has to interact intramolecularly via weak C5 hydrogen
bonding. In helices, on the other hand, only the terminal CdO
or N-H groups do not have a partner. In agreement with that
is the observation that for cytochrome C in the gas phase, which
has most likely a predominantly random coil or helical structure,
an amide-I band between 1660 and 1670 cm-117 is observed
close to the value in the condensed phase.46

Conclusions

The mid-infrared spectrum of the doubly protonated (deu-
terated) gas-phase peptide gramicidin S has been measured at

300 K using IRMPD in an FTICR cell. The spectra show a
broad split peak between 1580 and 1720 cm-1. A comparison
to theory shows the importance of the interactions of the charged
side-chains with the backbone, which is responsible for the lower
frequency part of the amide I peak. When this interaction is
inhibited via complexation with two 18-crown-6 molecules, the
amide I peak narrows and shows two maxima at 1653 and 1680
cm-1. A comparison to calculations shows that for this com-
plexed ion, four CdO groups are in an antiparallel �-sheet
arrangement. The data thus represents the first evidence for the
stability of a charged �-sheet peptide in the gas phase. An
analysis of the calculated spectra shows that those �-sheet CdO
groups give rise to the vibrations near 1680 cm-1, in contrast
to expectations based on values for the condensed phase, where
resonances of �-sheet sections are thought to occur near 1630
cm-1. The difference between those values may be caused by
interactions with the environment, as the condensed phase value
is mostly deduced for �-sheet sections that are embedded in
larger proteins, that interact strongly with solvent or that are
part of partially aggregated species.
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