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The ability of trimethylamine N-oxide to resist
pressure induced perturbations to water structure
Harrison Laurent1, Tristan G. A. Youngs 2, Thomas F. Headen 2, Alan K. Soper 2 & Lorna Dougan 1,3✉

Trimethylamine N-oxide (TMAO) protects organisms from the damaging effects of high

pressure. At the molecular level both TMAO and pressure perturb water structure but it is

not understood how they act in combination. Here, we use neutron scattering coupled with

computational modelling to provide atomistic insight into the structure of water under

pressure at 4 kbar in the presence and absence of TMAO. The data reveal that TMAO resists

pressure-induced perturbation to water structure, particularly in retaining a clear second

solvation shell, enhanced hydrogen bonding between water molecules and strong TMAO –

water hydrogen bonds. We calculate an ‘osmolyte protection’ ratio at which pressure and

TMAO-induced energy changes effectively cancel out. Remarkably this ratio translates across

scales to the organism level, matching the observed concentration dependence of TMAO in

the muscle tissue of organisms as a function of depth. Osmolyte protection may therefore

offer a molecular mechanism for the macroscale survival of life in extreme environments.
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Extremophile organisms survive and thrive in extreme
environments of salinity, temperature, pH, and pressure1–7.
High-pressure environments on Earth are found in the deep

sea, including the Mariana Trench, which reaches depths of
11 km and pressures of 1.1 kbar (8 tons per square inch)8. High
pressure has a detrimental effect on biomolecular stability, initi-
ally causing a modest (~1%) compaction and a tendency to
reduce oligomerisation of proteins at pressures of ~2 kbar9,10, and
protein unfolding due to a shifted thermodynamic equilibrium
causing more water molecules to occupy internal cavities in the
hydrophobic core of the protein at ~4 kbar11,12 . Despite these
challenges, high-pressure environments are populated by
pressure-adapted organisms known as “piezophiles”1,4,13–15.

A key adaptation strategy of piezophiles is the accumulation of
organic molecules, known as “compatible solutes”, that stabilise
biomolecular structures1,16,17. In particular, those compatible
solutes that stabilise proteins against pressure denaturation are
known as “piezolytes”1,18–25. In this work, we focus on the pie-
zolyte trimethylamine N-oxide (TMAO). Extensive previous stu-
dies have demonstrated the important role of TMAO in high-
pressure adaptation, including evidence for a measurable increase
in TMAO concentration in the muscle tissue of teleosts (advanced
bony ray-finned fishes)26–31 and chondrichthyes (jawed fish with
cartilage skeletons)32 with increasing depth (Fig. 1).

Despite spanning different species of teleosts (cods, grenediers,
eelpouts, snailfish, etc.) and different habitats (Oregon coast,
Porcupine North Atlantic abyssal plain, North Pacific abyssal
plain, Monterey Bay California, Hawaiian coast, and Kermadec
Trench), the data are well described by a single linear fit. Such
similarity in the concentration of TMAO relative to depth (and
therefore pressure) across species and habitats suggests a uni-
versal protective mechanism for TMAO.

The molecular mechanism of TMAO biomolecule stabilisation
is attributed to the preferential exclusion of TMAO from the
biomolecule surface, resulting in preferential hydration of the
molecule and maintenance of biomolecule structure19,33–38.
Recent density functional theory calculations by Miranda-
Quintana et al. have shown that protein stabilisers, including
TMAO, tend to have Lewis basic properties, higher polarisability,
and large dipole moments compared with protein destabilising
agents39. Furthermore, it was shown that when the protein-solute

electronegativity difference is less than the water-solute electro-
negativity difference, the solute is preferentially excluded from the
surface, resulting in biomolecular stabilisation. In contrast,
combined dynamic light scattering and molecular dynamics
(MD) on aqueous TMAO and poly(N-Isopropylacrylamide)
(PNIPAM), which serves as a model protein, has shown a pre-
ferential association of TMAO at the PNIPAM surface40. How-
ever, the TMAO hydration shell is always maintained, hence no
direct TMAO-PNIPAM interaction is observed, and the solute
can still be considered to be preferentially excluded. This is
known as an ‘indirect’ biomolecule stabilisation mechanism as it
acts upon the biomolecule through the surrounding water. Stu-
dies have explored how TMAO perturbs water structure and
dynamics under ambient conditions41–44, under pressure36,45–50

and in the presence of other solutes such as urea37,51–55 and
Mg(ClO4)256,57. Combinations of MD and spectroscopy (infrared,
Fourier transform infrared spectroscopy, terahertz spectroscopy,
X-ray absorption) have demonstrated that TMAO forms strong
hydrogen bonds with surrounding water molecules due to the
large dipole moment on its NO group34,38,43,53,55,58. This suggests
that water interacting with TMAO is more ordered than pure
water59 and exhibits strongly retarded rotational dynamics42,44,46.
The perturbations observed in the hydrogen bonding also extend
beyond the first hydration shell of TMAO and into the bulk
solvent42,44,46. These studies have shown reduced rotational
dynamics of the bulk water due to stronger and longer-lived
water–water hydrogen bonds and density fluctuations at high
pressure50.

Despite the observed perturbations to water dynamics, the
structure of water in aqueous TMAO is shown to be largely
similar to pure water36,43,45,60. Previous studies have examined
water structure in TMAO solutions, including through radial
distribution functions (g rð Þs), which describe short-range order
present in liquids by relating the local density a distance r from a
central molecule to the global density. Classical MD34,61,62, ab
intio MD45,61, and neutron diffraction52,57 demonstrate that the
structure of water, evidenced by the water oxygen-water oxygen
(OwOw) g rð Þ, is essentially unchanged in the presence of TMAO
at ambient pressure.

Experimental studies on water, using both neutron63 and X-ray
scattering64 and computational studies using classical65, first

Fig. 1 The use of TMAO as a protecting osmolyte. a The relationship between depth and pressure in the ocean with example teleost species that live at
given depths and were used to produce the data shown in c. b The structure of the TMAO molecule, featuring a central nitrogen covalently bonded to an
oxygen and three methyl groups. c The concentration of TMAO (measured in mmol of TMAO per kg of wet muscle tissue) in the muscle tissue of teleosts
reported by Yancey et al.26, Bockus et al.27, and Samerotte et al.28, and chondrichthyes reported by Laxson et al.32 harvested from different depths. Straight
line fits are added as a guide to the eye. Data for teleost species are fit by the equation TMAO½ � ¼ 0:0492 ´Depthþ 39:101. Error bars from original data
are not shown for clarity.
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principles66, Monte Carlo67, and ab initio MD coupled with
density functional theory68, have shown that increasing pressure
results in a compaction of the second hydration shell of water into
the first and weakened hydrogen bonding. This is reflected in the
water oxygen–water oxygen (OwOw) g rð Þ by the second peak
moving inwards to overlap with the first peak, as can be observed
in Fig. 2, while the position of the first hydration shell remains
relatively insensitive. This is a result of steric effects between
neighbouring water molecules and the roughly tetrahedral net-
work structure of liquid water69,70. In this respect, the structure of
liquid water is rather open, and water molecules in the second
hydration shell around a central molecule can be compressed into
the spaces left in the first hydration shell by the tetrahedrally
arranged first shell neighbours45.

The observed opposing effects of pressure and TMAO addition
on the strength of water–water hydrogen bonding prompt
interesting questions about the nature of TMAO as a piezolyte.
However, experimental literature on aqueous TMAO under
pressure remains comparatively sparse. X-ray absorption spec-
troscopy studies by Knierbein et al.50 demonstrated that water is
less compressible with increasing TMAO concentration. Fourier
transform infrared spectroscopy measurements by Imoto et al.71

and THz spectroscopy measurements by Kolling et al.72 observed
a blueshift of the bending/stretching modes associated with the
hydrophobic methyl groups on TMAO with increasing pressure,
corresponding to increased hydration. However, the modes
related to hydrogen bonding to the TMAO NO group were
observed to redshift, corresponding with weakened TMAO–water
hydrogen bonding with increasing pressure. To gain further
atomistic level structural information, these studies are supple-
mented with ab initio and classical MD to understand the origin
of these frequency shifts71,72. Increased pressure results in a shift
from a predominantly three-fold coordinated TMAO oxygen to
an increasingly prominent 4-fold coordination. This increase in
coordination results in a weakened local hydrogen bond network
necessary to accommodate the extra water molecule. These results
are in good agreement with modelling studies on aqueous TMAO
under pressure36,45–49.

To gain experimentally constrained atomistic level structural
information on water and aqueous TMAO under pressure, we
employ neutron diffraction and the computational method of
empirical potential structure refinement (EPSR). H/D isotopic
substitution can be exploited to provide detailed insight into
hydrogen bonding in the system73 and, when combined with

structural refinement, can give a rich and detailed picture of
particular microenvironments in aqueous solutions which are
inaccessible to other ensemble averaged experimental techniques
but are certainly necessary to fully understand the restructure
effects of pressure and TMAO56,57,74.

By studying aqueous TMAO at 2.0 mol kg−1 H2O at low
pressure (25 bar) and a high pressure (4 kbar), we find that water
is less sensitive to pressure-induced structural perturbations when
in the presence of TMAO. TMAO enhances the hydrogen bond
interaction energy between water molecules at low and high
pressures. We also observe that water is less compressible in the
regions immediately around both the hydrophilic and hydro-
phobic areas of TMAO than it is outside these regions. These
effects likely originate from strong hydrogen bonds formed
between the TMAO oxygen and the surrounding water mole-
cules. We observe that water–water hydrogen bonding is
strengthened significantly in the hydration shell of the TMAO
oxygen and moderately in the hydration shell of the methyl
groups. In this respect, TMAO can be thought of as behaving like
an anchor point within the water network, providing a site that
can form strong hydrogen bonds from which the rest of the
network can build and become more stable, as has been pre-
viously observed for other aqueous osmolytes75. Finally, we use
the calculated values for hydrogen bond interaction energies
between water molecules to determine the ratio at which the
destabilising effect of external pressure is balanced by the stabi-
lising effect of TMAO addition. We find that this ratio correlates
well with experimental measurements on the concentration
dependence of TMAO in the muscle tissues of organisms. These
results help give atomic scale experimentally driven insight into
the indirect mechanism through which TMAO acts to preserve
biomolecule stability in extreme environments.

Results
EPSR analysis. From the EPSR simulation, refined against several
isotopically distinct datasets, we observe the compression of water
structure due to the large external pressure by the inward
movement of the second peak in the OwOw g(r)63,64. For pure
water, at 25 bar the first and second peaks of the OwOw g(r) occur
at 2.77 and 4.35 Å, respectively. The first peak position is there-
fore consistent with water at ambient pressure, and the second
peak occurs at a slightly shorter distance than the 4.5 Å peak
position reported in the previous literature76 and likely

Fig. 2 Water–water g(r)s. OwOw g(r)s for pure water (red) and aqueous TMAO (purple) at 25 bar (dashed) and 4 kbar (solid) (Aqueous TMAO at 25 bar
not displayed for clarity and can be found in the SI, Fig. S1). Schematic illustration below g(r) demonstrates how the peaks in the g(r) correspond to the
hydration shells around a central water molecule.
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demonstrates that even a relatively modest increase in external
pressure results in a measurable structural perturbation to water.

Upon increasing pressure to 4 kbar we observe that the second
peak begins to compress into the first peak, and there is no longer
a discernible minimum between the two peaks. The first peak also
moves slightly inwards to 2.76 Å, but as the position of this peak
is strongly limited by steric effects with the central water
molecule, this movement is minimal in comparison to the
movement of the second peak45,69,70. Upon the addition of
TMAO at 2.0 mol kg−1 H2O at 4 kbar, the two peak positions
shift outwards compared with pure water. The first peak shows a
small shift from 2.76 to 2.77 Å, and the second peak becomes
resolvable again, exhibiting a peak at 3.85 Å. This indicates that
TMAO is acting to preserve the structure of water against
pressure-induced perturbations. The OwOw and OwHw g(r)s and
peak positions for pure water and aqueous TMAO at 25 bar and 4
kbar are presented in Fig. S1 and Table S1 of the supplementary
information.

The pressure-induced structural perturbation to pure water can
also be visualised through the spatial density functions (SDFs)
presented in Fig. 3. These SDFs can be thought of as 3D
representations of radial distribution functions. The first hydra-
tion shell consists of two areas of high probability located directly
above each of the two water hydrogens, and a broader area
located beneath the water oxygen. The second hydration shell
then fills in roughly in antiphase with the first hydration shell at a
larger distance.

In Fig. 3, we again observe that the application of an external
pressure causes the second hydration shell of water to be
compressed into the first. This effect is most apparent in the areas
of the second hydration shell directly to the left or right of the
central water molecule. In this area, we notice that the outline of
the SDF for pure water at 4 kbar (solid red) is closer to the central
water molecule than for pure water at 25 bar (dashed red). Upon
the addition of TMAO at 2.0 mol kg−1 H2O we then observe that
the outline of the water–water SDF (solid purple) moves back
outwards toward the water–water SDF for pure water at 25 bar.
The complete SDFs for pure water and aqueous TMAO at
2.0 mol kg−1 H2O at 25 bar and 4 kbar can be found in Figs. S2
and S3 of the supplementary information. The water–water
dipole angle distributions also mirror the results of the
water–water SDFs and OwOw g(r)s, as discussed in the

supplementary information in notes S1 and S2, Figs. S6 and S9,
and Table S6.

We can also attempt to observe the pressure-resisting ability of
TMAO by examining the relative changes to the OwOw

coordination number upon increasing pressure in the presence
and absence of TMAO. In this instance, the OwOw coordination
number was calculated over 3.38 Å for all four samples,
corresponding to the location of the first minimum in the OwOw

g(r) at 25 bar. Here we observe that for pure water, the OwOw

coordination number increases by roughly 20% (from 4.54 to
5.44) upon increasing pressure from 25 bar to 4 kbar. However, in
the presence of TMAO at 2.0 mol kg−1 H2O the OwOw

coordination number only increases by roughly 17% (from 3.97
to 4.64). Coordination numbers are listed in Table S2. This
suggests that water in aqueous TMAO is less compressible than
pure water and is consistent with the results of Knierbein et al.50.
The data shows that TMAO can, to some extent, resist the
pressure induced perturbation to water.

The pressure-resisting ability of TMAO is understood by
considering the hydration structure of the TMAO molecule and
its response to pressure. Hydration is viewed around both the
hydrophilic oxygen headgroup (OT in Fig. 1) and the hydro-
phobic methyl groups (centred around carbon CT in Fig. 1). The
four associated g(r)s (OTOw, OTHw, CTOw, and CTHw) are
displayed in Figs. S4 and S5. These g(r)s demonstrate both areas
form a structured hydration shell of neighbouring water
molecules, as indicated by the presence of a clear first peak in
both the OTOw and CTOw g(r). It is also observed that the
hydration structures around TMAO are relatively insensitive to
pressure. In all four of the g(r)s relevant to TMAO hydration, it is
observed that the peak positions and heights remain relatively
unchanged as pressure is increased from 25 bar to 4 kbar when
compared with the OwOw and OwHw g(r)s. Again, this is reflected
in the TMAO–water dipole angle distributions presented in the
supplementary information in Figs. S7 and S8 and discussed in
notes S1 and S2.

We can also demonstrate reduced compressibility of water
around the TMAO molecule through the OTOw and CTOw

coordination numbers, calculated over 3.38 and 4.48 Å, respec-
tively. Upon increasing pressure from 25 bar to 4 kbar the OTOw

coordination number increases by 15% (from 2.65 to 3.04), and
the CTOw coordination number increases by 17% (from 8.10 to
9.44), broadly consistent with the previous literature36,45,50,72.
Coordination numbers are listed in Tables S4 and S5. In both
instances, this is lower than the 20% increase in the OwOw

coordination number for pure water.
The low compressibility of water around OT compared with

pure water can be explained by strong hydrogen bonds between
OT and the surrounding water molecules, which have been well
observed in the previous literature34,42–44,53,56; however, the low
compressibility of water around the methyl groups compared
with pure water cannot be similarly rationalised. This is instead
rationalised by considering the origin of the compressibility of
pure water. As discussed in the introduction, the tetrahedral
nature of the water molecule itself leads to a relatively open
tetrahedral network. This can be demonstrated through the
OwOwOw triplet angle θ distribution shown in Fig. 4a. Three Ow

atoms are part of a triplet if two Ow atoms are within 3.38 Å from
a third central Ow atom. In these distributions, we observe two
peaks. In H2O at 25 bar these peaks occur at 98.9° and 55.0°,
representing the angle between a central Ow and two tetrahedrally
ordered first shell Ow neighbours (close to the ideal tetrahedral
bond angle of 109.5°) and a single first shell Ow neighbour and a
single second shell Ow neighbour and a single second shell Ow

neighbour, respectively. Increasing pressure to 4 kbar causes the
low angle peak to increase in amplitude as more second shell

Fig. 3 Water–water SDFs. The water–water spatial density functions
(SDFs) for pure water at 25 bar and 4 kbar as viewed from 35° normal to
the plane of the central water molecule. The water–water SDF for pure
water at 25 bar as viewed normal to the plane of the central water
molecule. This SDF is outlined (red dashed) and the outline of pure water at
4 kbar (solid red) and the outline of aqueous TMAO at 2.0 mol kg−1 H2O at
4 kbar (solid purple) are superimposed onto the image. These isosurfaces
represent the 30% most probable areas of finding a neighbouring water
molecule relative to a central water molecule.
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neighbours are compressed into the first hydration shell, and the
large angle peak moves inwards to 91.0° while decreasing in
amplitude as the first hydration shell is distorted. TMAO addition
causes the opposite effect as hydrogen bonding and tetrahedrality
of the network are enhanced. Conversely, the OwCTOw triplet
angle distribution (calculated according to a CTOw distance of
4.48 Å) only shows a single low angle peak located at ~43°. This
suggests that water around a central TMAO methyl group does
not form the same open tetrahedral structure as it would do
around a central water molecule. This, in turn, means that
the immediate network around the methyl group will be
less compressible than the remaining water, as there will be
fewer free spaces which second hydration shell molecules can
occupy.

Quantifying hydrogen bond interaction energies. The differ-
ences in water structure and energetics can now be considered in
terms of perturbations to water–water hydrogen bonding from
increased pressure and/or TMAO addition. A water molecule is
donating a hydrogen bond to a central water molecule or TMAO
oxygen if it simultaneously satisfies two criteria: its oxygen must
be within a distance corresponding to the first minimum in the
Ow/OTOw g(r), and hydrogen must be within a distance corre-
sponding to the first minimum in the Ow/OTHw g(r). Only water
molecules that are not within the first hydration shell of a TMAO
molecule are allowed to be considered central water molecules.
This distinction is made to determine whether the effects of
TMAO extend into the bulk solvent. This is shown visually in
Fig. 5, and the cutoff distances used in this work are described in
Table S7 in the supplementary information. Once this condition is
satisfied, the hydrogen bond interaction energy can be calculated
according to the total Lennard-Jones and Coulomb potential
between each pair of atoms in the hydrogen-bonded molecules
according to the EPSR reference potentials described in Table S3
in the supplementary information. The calculated water–water
hydrogen bond energy distributions are reported in Fig. S10 in the
supplementary information with fitting parameters given in
Tables S8 and S9 and further discussion in note S3. Upon
increasing pressure from 25 bar to 4 kbar, the average water–water
hydrogen bond interaction energy becomes less stable, increasing
from −17.46 ± 0.05 kJ mol−1 to −16.73 ± 0.05 kJ mol−1. Upon the
addition of TMAO at 2.0 mol kg−1 H2O, the average water–water
hydrogen bond becomes more stable relative to pure water at
equivalent pressure, determined to be −17.82 ± 0.05 kJ mol−1 and
−17.23 ± 0.04 kJ mol−1 at 25 bar and 4 kbar, respectively. This
clearly demonstrates the ability of TMAO to resist the pressure-
induced structural perturbation to water. It is also consistent with
results which indicate TMAO enhances hydrogen bonding

between water molecules that have been reported in the previous
literature34,38,48,53,57,58,71.

Next, we consider the molecular origins of the ability of TMAO
to resist the pressured induced perturbations to water structure.
We first consider hydrogen bonding between TMAO and water
molecules. From the calculation of the TMAO–water bonding
energies (Fig. 5), it is clear that the bonding is much stronger than
water–water hydrogen bonding, measured to be −32.5 ± 0.2 kJ
mol−1 at 25 bar and −30.6 ± 0.1 kJ mol−1 at 4 kbar. The
distributions of TMAO–water hydrogen bond interaction ener-
gies, the average values in each case and the fitting parameters
with associated uncertainties are given in the supplementary
information (Fig. S11, Tables S10 and S11, and note S4). This
reduction in stability upon increasing pressure is consistent with
the results of Kolling et al.72, most likely due to a slightly distorted
hydration shell required to accommodate more water molecules.

Finally, we consider the hydrogen bonding interaction energy
between a central water molecule that does lie within the hydration
shell of TMAO and a neighbouring water molecule. This contrasts
with the previous measurements of water–water hydrogen bonding
which only considered water molecules that did not lie within the
first hydration shell of a TMAO molecule. In this case, a central
water molecule can lie within the first hydration shell of the TMAO
oxygen, referred to as hydrophilic water, or a TMAO methyl group,
referred to as hydrophobic water. We calculate that for aqueous
TMAO at 25 bar, hydrophilic water–water hydrogen bonds are
more stable compared with the bulk water–water hydrogen bonds,
determined to be −18.4 ± 0.1 kJmol−1 and −17.82 ± 0.05 kJ mol−1,
respectively. Somewhat surprisingly, the same is true for hydro-
phobic water–water hydrogen bonds, calculated to be
−17.95 ± 0.07 kJ mol−1. As pressure is increased to 4 kbar, and
TMAO–water hydrogen bonding is weakened, we calculate that
hydrophilic water–water hydrogen bonding is also weakened,
determined to be −17.48 ± 0.08 kJ mol−1, yet remains stronger than
bulk water–water hydrogen bonding, determined to be
−17.23 ± 0.04 kJ mol−1. Again, the same is true for hydrophobic
water–water hydrogen bonding, which becomes less table upon
increasing pressure, increasing from −17.95 ± 0.07 kJ mol−1 to
−17.59 ± 0.06 kJ mol−1, but remaining stronger than the bulk
water–water hydrogen bonds. The calculated water–water hydrogen
bond energy distributions are reported in Fig. S12 in the
supplementary information.

Discussion
The OwOw g(r) presented in Fig. 2 clearly demonstrate the
resisting ability of TMAO, as the position of the peaks in the g(r)
are less sensitive to pressure in aqueous TMAO than they are in
pure water, in particular in retaining a clear second solvation

Fig. 4 Assessing tetrahedriality of water around water and TMAO. Triplet angle distributions for OwOwOw (a) and OwCTOw (b) triplets. Three atoms are
part of a triplet if the two Ow atoms are within a 3.38/4.48 Å from a central Ow/CT atom which forms the apex of the triangle. The calculated angles are
normalised to the sin θ dependence that would occur for a random distribution of angles73.
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shell. If we consider the concentration of TMAO in the muscle
tissue of teleosts presented in Fig. 1, the trendline indicates
TMAO at 2.0 mol kg−1 H2O should resist a pressure of ~3 kbar
(see supplementary information Fig. S13 and note S5). While
TMAO addition at 4 kbar aids in retaining a second OwOw sol-
vation shell, the overall perturbation to the OwOw g rð Þ is fairly
minimal. We therefore suggest that the ability of TMAO to
preserve OwOw structure against external pressure is not the most
significant driving force behind its previously observed pressure-
resisting ability. However, the calculated average water–water
hydrogen bond interaction energies are presented in Fig. 5 and
show that, in the presence of TMAO, water–water hydrogen
bonding is more stable. It is important to note here that the
reported average values are calculated by considering the
hydrogen bond interaction energy between every appropriately
positioned pair of water molecules in the simulation box over
several well-separated Monte Carlo iterations. The results of this
method produce a distribution of hydrogen bond energies that is
strongly reminiscent of a Gaussian distribution, hence the
reported value is the location of the distribution peak with
associated uncertainty. Only water molecules that do not lie
within the first hydration shell of a TMAO molecule are con-
sidered in this measure, hence any heterogeneity in the water
network structure arising from strongly contrasting hydration
structures around the hydrophobic/hydrophilic regions of the
TMAO molecule does not affect the reported values. They
therefore reflect global perturbations to the water network, rather
than a weighted average of an unperturbed bulk water structure
and a strongly perturbed TMAO hydration water structure.

When we do consider the water molecules that lie within
TMAO hydrophilic or hydrophobic hydration shell, we observe
that in aqueous TMAO at 25 bar and 4 kbar hydrophilic
water–water hydrogen bonds and hydrophobic water–water
hydrogen bonds are stronger than bulk water–water hydrogen
bonds. This suggests that both hydrophilic and hydrophobic
hydration are of key importance to TMAO’s ability to act as a
biomolecular stabilising agent. This is in excellent agreement with
the DFT calculations of Miranda-Quintana et al.39, who consider

the stabilising co-solutes TMAO, betaine, ectoine, and glycine.
These results demonstrate that stabilisers tend to have large
dipole moments and therefore increased hydrophilic character.
They also show that a higher density of hydrophobic groups in
the molecular structure of the co-solutes (TMAO > betaine >
ectoine > glycine) yields greater stabilisation. This observation is
also consistent with the “law of matching water affinities” pro-
posed by Collins69,77. Protein surfaces, by definition, must be
more hydrophilic than their hydrophobic core. Osmolytes with
large hydrophobic character are therefore more likely to be
excluded from the protein surface and promote biomolecular
stability. We therefore propose that stabilising osmolytes require
both large hydrophobic character to promote stabilisation of the
surrounding water network and preferential exclusion and
hydrophilic character to promote stabilisation of the surrounding
water network and allow them to be sufficiently soluble. In this
respect, TMAO is ideal.

We finally consider how the highly simplified system investigated
in this work compares with much more complex biological
organisms. With increased external pressure, the strength of
water–water hydrogen bonding is measured to be less stable. If we
first consider the rate of change of water–water hydrogen bond
interaction energy with respect to pressure at constant TMAO
concentration (pure water and 2.0mol kg−1 H2O), we determine
that in pure water, the average water–water hydrogen bond inter-
action energy becomes less negative at a rate of 0.17 ± 0.02 kJ mol−1

kbar−1. With respect to TMAO concentration at constant pressure,
we calculate that TMAO addition causes water–water hydrogen
bond interaction energy to become more negative at a rate of
−0.22 ± 0.04 kJmol−1(mol kg−1 H2O). Given the two different
rates, the pressure-resisting ability of TMAO can be expressed in
terms of the relative rate of change of water hydrogen bonding
energies for TMAO and pressure by the ratio 1 : 1.3 ± 0.3 (mol kg−1

kbar−1), that is, TMAO at 1.0 mol kg−1 H2O resists a pressure of
1.3 ± 0.3 kbar. This can be plotted as a function of TMAO con-
centration, as shown by the red line and error ribbon in Fig. 6.

In order to compare this observed ratio of pressure-resisting
ability of TMAO in water with what happens in actual living

Fig. 5 Hydrogen bonding in aqueous TMAO. A schematic showing the hydrogen bonding between water and a central TMAO oxygen (purple circle) and
between water and a central water molecule (red circle) with the associated radial distribution functions, g(r), and calculated average hydrogen bond
interaction energies.
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organisms, we have adapted the data of Yancey et al.26 (as
reported here in Fig. 1) by converting sea depth to equivalent
water pressure as derived in note S5 of the supplementary
information. These data are shown as the purple dots and
guidelines in Fig. 6. From this graph, it is clear that, although
there may well be non-linear effects in the real organisms (which
we are not sensitive to in the present work), the size of the
pressure-resisting capability of TMAO in water is completely
consistent with the concentration of TMAO in muscle tissue as a
function of sea depth observed in nature.

This suggests that, quite generally, the teleost fish accumulate
TMAO at an appropriate concentration to correctly compensate for
the destabilising effects of pressure on water–water hydrogen
bonding. Preserved water–water hydrogen bonding will, in turn,
help to preserve crucial biomolecule–water hydrogen bonding and
hydrophobic interactions against increased pressure, inhibiting the
shifted thermodynamic equilibrium that results in more water
molecules occupying internal cavities leading to denaturation19,34,78.
We, therefore, demonstrate the apparent universality of the relation
that perturbations at the molecular level due to piezolyte addition
and pressure variation directly influence the ability of the complete
organism to thrive in its habitat.

Conclusion
In this work, we have used neutron scattering coupled with
computational modelling to clearly demonstrate that TMAO is
capable of resisting the pressure-induced structural perturbation
to water. TMAO is shown to stabilise water–water hydrogen
bonding against the destabilising effects of increased external
pressure. We determine that the pressure-resisting ability of
TMAO can be expressed by the ratio 1 : 1.3 ± 0.3 (concentration
TMAO in mol kg−1 H2O : pressure resisted in kbar). This ratio is
in good agreement with experimental data on the concentration
of TMAO in the muscle tissue of teleosts harvested from different
pressures. We propose that the origin of this effect is due to the
hydration of the TMAO molecule itself. The negatively charged
solvent exposed TMAO oxygen can form strong hydrogen bonds
with the surrounding water molecules, resulting in a less com-
pressible hydration shell around the oxygen, and the weakly
interacting TMAO methyl group does not promote tetrahedral
ordering of the surrounding water, also resulting in a less com-
pressible hydration shell. We also demonstrate water–water
hydrogen bonds are stronger in the hydration shell of both the

hydrophobic methyl groups and hydrophilic oxygen compared
within the bulk liquid at both pressures. TMAO can therefore be
thought of as providing a structural anchor within the aqueous
system, from which water can build a more stable network which
extends into the bulk liquid and resist pressure-induced structural
perturbations. These findings have important implications for the
study of pressure-adapted extremophiles, which use TMAO to
stabilise their biochemistry against the detrimental effects of
increased pressure, the role of protecting osmolytes in phase
transition kinetics in proteins79, as well as the study of the
mechanism of how osmolytes protect in general.

Methods
Neutron scattering. Experimental neutron scattering data were obtained at 20 °C
on the Near and InterMediate Range Order Diffractometer (NIMROD) instrument
at the ISIS pulsed neutron and muon source, UK, covering a scattering vector Q
range of 0.02–50 Å80 (experiment RB1910455, DOI: 10.5286/ISIS.E.RB1910455).
The raw data were corrected for multiple scattering, attenuation, and inelastic
scattering effects using Gudrun software81, resulting in the total structure factor
F(Q). The resulting F(Q) can be expressed in the form shown in Eq. 1, where cα is
the concentration of atomic species α, bα is the coherent neutron scattering length
of atomic species α, which is dependent on the isotope species, and Sαβ(Q) is the
partial structure factor between atomic species α and β.

F Qð Þ ¼ ∑
αβ
cαcβbαbβ Sαβ Qð Þ � 1

� �
ð1Þ

Sαβ(Q) can be related to the radial distribution function gαβ(r) by Fourier
transform shown in Eq. 2. The integral of gαβ(r) between distances r1 and r2
therefore corresponds to the number of atoms β located between r1 and r2 from α,
or the coordination number.

Sαβ Qð Þ ¼ ρ

Z 1

0
gαβ rð Þexp iQrð Þdr ¼ 4πρ

Z 1

0
gαβ rð Þ sinQr

Qr
dr ð2Þ

Sample preparation. We employ hydrogen/deuterium substitution, as these iso-
topes have very different coherent scattering lengths (bH=−3.74 fm and bD= 6.67
fm)82. Milli Q pure water was used for protinated water, and deuterated water was
provided by the ISIS facility. Protinated anhydrous TMAO was purchased from
Sigma–Aldrich Merck and deuterated anhydrous TMAO was purchased from CK
isotopes. Both were used without further purification. A complete sample list is
given in the supplementary information (note S6 and Table S12).

All samples were investigated at two pressures: 25 bar and 4 kbar. The low 25
bar pressure was chosen to be sufficiently high such that the high-pressure cell
(pressure applied through a mechanical piston provided by the ISIS facility83) was
clearly in contact with the sample but sufficiently low such that structural
perturbations to the solutions were minimal. The high 4 kbar pressure was chosen
to be sufficiently high such that a clear perturbation to water structure would be
evident through the g(r)s but not so high that any potential counteracting effects of
TMAO would be overwhelmed64.

Aqueous samples containing TMAO were all studied at a TMAO concentration
of 2.0 mol kg−1 H2O. This concentration was chosen based on the data presented in
Fig. 1 (Yancey et al. (2014)) originally reported by Yancey et al.26. We use this data
to estimate the pressure-resisting ability of TMAO as a function of TMAO
concentration. The predicted relationship derived in the supplementary information
(note S5 and Fig. S13) states that a TMAO concentration of 2.0 mol kg−1 H2O
should resist a pressure of ~3.0 kbar. At 2.0 mol kg−1 H2O the pressure-resisting
ability of TMAO should therefore be evident in the water–water g(r)s.

EPSR simulations. EPSR is a Monte Carlo simulation-based structure refinement
technique73. Within EPSR a box of molecules with periodic boundary conditions is
built at the same concentration and density as the experimental samples. Each
atom within the box is then described by a “reference” potential consisting of a
charge q and the two Lennard-Jones parameters ε and σ. A second “empirical”
potential is included, which is derived from the difference between the supplied
experimental scattering data and the predicted scattering data from the simulation.
The result is a simulated box of molecules whose scattering pattern is consistent
with and constrained by the supplied diffraction data from several isotopically
distinct samples, the system density, known molecular structures and is based on
reasonable starting parameters for the energetics of the system. This technique has
been successfully applied to various aqueous solutions and ionic
liquids51,56,57,63,84–94.

For this study, a box size of 5000 water molecules was used for pure water
samples, and a box size of 5550 water molecules and 200 TMAO water molecules
was used for aqueous TMAO samples. The densities of the experimental samples
were taken from previous literature50,95–97 and are outlined in table S12 in the
supplementary information, along with simulation box dimensions. Values for the
reference potential for water were taken from the extended simple point charge

Fig. 6 Agreement between model system and complete organisms. The
pressure-resisting ability of TMAO as calculated by considering the
perturbation to water−water hydrogen bonding by TMAO addition and
pressure (red) through neutron scattering (P ¼ 1:3 ±0:3ð Þ ´ TMAO½ �). This
is compared with data reported by Yancey et al. (purple) on the
concentration of TMAO in the muscle tissue of teleosts and the pressure at
which they were harvested26 (P ¼ 1:53 ±0:05ð Þ ´ TMAO½ � � 67 ±8ð Þ).
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potential. This has been shown to accurately model the structure and dynamics of
water98 and has been successfully employed in various previous EPSR
studies56,57,70,76,85,91,92,99,100. Two different reference potentials published by
Meersman et al.51,52 and Hölzl et al.47 were used to describe TMAO to help test the
sensitivity of the final simulations to the starting reference potential. The results
using the Meersman potential are discussed here, and those using the Hölzl
potential are described in the supplementary information. These reference
potentials, along with the final fits to the experimental data, are reported in table S3
and Fig. S14 in the supplementary information.

Extended analysis routines. We attempt to monitor water–water hydrogen bond
interaction energies, TMAO–water hydrogen bond interaction energies,
water–water dipole angle distributions, TMAO oxygen–water dipole angle dis-
tributions, and TMAO methyl–water dipole angle distributions through a custom
analysis routine56,57,74.

This analysis routine first reads in the coordinates for all simulated atoms
produced through ESPR. Hydration and edge water molecules are then distinguished
from bulk water molecules. Hydration water molecules are defined as water molecules
whose oxygen lies within 3.38 Å from a TMAO oxygen or 4.48 Å from a TMAO
carbon. These cutoff distances correspond to the location of the first minimum in the
associated g(r)s for aqueous TMAO at 25 bar. Edge water molecules are defined as
water molecules whose oxygen lies within 3.38 Å from the edge of the simulation box,
corresponding to the location of the first minimum in the water oxygen (Ow–Ow) g(r)
for pure water at 25 bar. The remaining water molecules are then classified as bulk
water molecules. Only these molecules are considered central molecules in the
calculation of water–water hydrogen bonding or dipole angles.

Hydrogen bond interaction energies between a central water molecule or
TMAO oxygen and a hydrating water molecule, and the hydrating water dipole
angle around a central atomic species, are then calculated. The interaction energy is
calculated using the sum of the Coulomb potential and the Lennard-Jones potential
between the two hydrogen-bonded molecules according to the EPSR reference
potentials. The results are then binned with bin widths of 1 kJ mol−1 and
normalised to the total number of detected hydrogen bonds.

Data availability
Raw neutron scattering data are available from: https://doi.org/10.5286/ISIS.E.
RB1910455. Raw and processed data presented in Figs. 2–6 are available from: https://
doi.org/10.5518/1125. Python scripts required for data analysis included.

Code availability
Python scripts required for data analysis can be found at: https://doi.org/10.5518/1125.

Received: 30 March 2022; Accepted: 19 August 2022;

References
1. Merino, N. et al. Living at the extremes: extremophiles and the limits of life in

a planetary context. Front. Microbiol. https://doi.org/10.3389/fmicb.2019.
00780 (2019).

2. Reed, C. J., Lewis, H., Trejo, E., Winston, V. & Evilia, C. Protein adaptations in
archaeal extremophiles. Archaea 2013, 14 (2013).

3. Babu, P., Chandel, A. K. & Singh, O. V. Extremophiles and Their Applications
in Medical Processes. (Springer International Publishing, 2015) https://doi.org/
10.1007/978-3-319-12808-5.

4. Fang, J., Zhang, L. & Bazylinski, D. A. Deep-sea piezosphere and piezophiles:
geomicrobiology and biogeochemistry. Trends Microbiol. 18, 413–422 (2010).

5. De Maayer, P., Anderson, D., Cary, C. & Cowan, D. A. Some like it cold:
understanding the survival strategies of psychrophiles. EMBO Rep. 15,
508–517 (2014).

6. DasSarma, S. & DasSarma, P. Halophiles and their enzymes: negativity put to
good use. Curr. Opin. Microbiol. 25, 120–126 (2015).

7. Coker, J. A. Recent advances in understanding extremophiles. F1000Res. 8,
1917 (2019).

8. National Geographic. The Mariana Trench. http://www.deepseachallenge.
com/the-expedition/mariana-trench/ (2021).

9. Wilton, D. J., Tunnicliffe, R. B., Kamatari, Y. O., Akasaka, K. & Williamson,
M. P. Pressure-induced changes in the solution structure of the GB1 domain
of protein G. Proteins Struct. Funct. Genet. 71, 1432–1440 (2008).

10. Huang, Tran, Rodgers, Bartlett, Hemley & Ichiye A molecular perspective on
the limits of life: enzymes under pressure. Condens. Matter Phys. 19, 22801
(2016).

11. Roche, J., Royer, C. A. & Roumestand, C. Monitoring protein folding through
high pressure NMR spectroscopy. Prog. Nucl. Magn. Reson. Spectrosc.
102–103, 15–31 (2017).

12. Royer, C. A. Revisiting volume changes in pressure-induced protein
unfolding. Biochim. Biophys. Acta Protein Struct. Mol. Enzymol. 1595,
201–209 (2002).

13. Paulus, E. Shedding light on deep-sea biodiversity—a highly vulnerable habitat
in the face of anthropogenic change. Front. Mar. Sci. 8, 1–15 (2021).

14. Costello, M. J. & Chaudhary, C. Marine biodiversity, biogeography, deep-sea
gradients, and conservation. Curr. Biol. 27, R511–R527 (2017).

15. Hazael, R., Meersman, F., Ono, F. & Mcmillan, P. F. Pressure as a limiting
factor for life. Life 6, 1–8 (2020).

16. Martin, D. D., Bartlett, D. H. & Roberts, M. F. Solute accumulation in the deep-
sea bacterium photobacterium profundum. Extremophiles 6, 507–514 (2002).

17. Papini, C. M., Pandharipande, P. P., Royer, C. A. & Makhatadze, G. I. Putting
the piezolyte hypothesis under pressure. Biophys. J. 113, 974–977 (2017).

18. Patra, S., Anders, C., Erwin, N. & Winter, R. Osmolyte effects on the
conformational dynamics of a DNA hairpin at ambient and extreme
environmental conditions. Angew. Chem. Int. Ed. 56, 5045–5049 (2017).

19. Shimizu, S. & Smith, P. E. How osmolytes counteract pressure denaturation
on a molecular scale. ChemPhysChem 18, 2243–2249 (2017).

20. Winter, R. H. A., Knop, J.-M., Patra, S., Balasubramanian, H. & Royer, C. The
deep sea osmolyte TMAO and macromolecular crowders rescue the
antiparallel conformation of the human telomeric G-quadruplex from urea
and pressure stress. Chem. Eur. J. 24, 14346–14351 (2018).

21. Mojtabavi, S., Samadi, N. & Faramarzi, M. A. Osmolyte-induced folding and
stability of proteins: concepts and characterization. Iran. J. Pharm. Res. 18,
13–30 (2019).

22. Bownik, A. & Stȩpniewska, Z. Ectoine as a promising protective agent in
humans and animals. Arh. Hig. Rada Toksikol. 67, 260–265 (2016).

23. Lever, M., Blunt, J. W. & Maclagan, R. G. A. R. Some ways of looking at
compensatory kosmotropes and different water environments. Comp.
Biochem. Physiol. Mol. Integr. Physiol. 130, 471–486 (2001).

24. Jaworek, M. W., Schuabb, V. & Winter, R. The effects of glycine, TMAO and
osmolyte mixtures on the pressure dependent enzymatic activity of α-
chymotrypsin. Phys. Chem. Chem. Phys. 20, 1347–1354 (2018).

25. Yancey, P. H. Organic osmolytes as compatible, metabolic and counteracting
cytoprotectants in high osmolarity and other stresses. J. Exp. Biol. 208,
2819–2830 (2005).

26. Yancey, P. H., Gerringer, M. E., Drazen, J. C., Rowden, A. A. & Jamieson, A.
Marine fish may be biochemically constrained from inhabiting the deepest
ocean depths. Proc. Natl Acad. Sci. USA 111, 4461–4465 (2014).

27. Bockus, A. B. & Seibel, B. A. Trimethylamine oxide accumulation as a
function of depth in Hawaiian mid-water fishes. Deep Sea Res. Part I
Oceanogr. Res. Pap. 112, 37–44 (2016).

28. Samerotte, A. L., Drazen, J. C., Brand, G. L., Seibel, B. A. & Yancey, P. H.
Correlation of trimethylamine oxide and habitat depth within and among
species of teleost fish: an analysis of causation. Physiol. Biochem. Zool. 80,
197–208 (2007).

29. Yancey, P. H., Rhea, M. D., Kemp, K. M. & Bailey, D. M. Trimethylamine oxide,
betaine and other osmolytes in deep-sea animals: depth trends and effects on
enzymes under hydrostatic pressure. Cell. Mol. Biol. 50, 371–376 (2004).

30. Kelly, R. H. & Yancey, P. H. High contents of trimethylamine oxide
correlating with depth in deep-sea teleost fishes, skates, and decapod
crustaceans. Biol. Bull. 196, 18–25 (1999).

31. Gillett, M. B., Suko, J. R., Santoso, F. O. & Yancey, P. H. Elevated levels of
trimethylamine oxide in muscles of deep-sea gadiform teleosts: a high-
pressure adaptation? J. Exp. Zool. 279, 386–391 (1997).

32. Laxson, C. J., Condon, N. E., Drazen, J. C. & Yancey, P. H. Decreasing
urea∶trimethylamine N-oxide ratios with depth in chondrichthyes: a
physiological depth limit? Physiol. Biochem. Zool. 84, 494–505 (2011).

33. Ganguly, P., Boserman, P., Van Der Vegt, N. F. A. & Shea, J. E.
Trimethylamine N-oxide counteracts urea denaturation by inhibiting protein-
urea preferential interaction. J. Am. Chem. Soc. 140, 483–492 (2018).

34. Sarma, R. & Paul, S. The effect of aqueous solutions of trimethylamine-N-
oxide on pressure induced modifications of hydrophobic interactions. J. Chem.
Phys. 137, 094502 (2012).

35. Ganguly, P., Hajari, T., Shea, J. E. & Van Der Vegt, N. F. A. Mutual exclusion
of urea and trimethylamine N-oxide from amino acids in mixed solvent
environment. J. Phys. Chem. Lett. 6, 581–585 (2015).

36. Fedotova, M. V., Kruchinin, S. E. & Chuev, G. N. Hydration structure of
osmolyte TMAO: concentration/pressure-induced response. N. J. Chem. 41,
1219–1228 (2017).

37. Kadtsyn, E. D., Anikeenko, A. V. & Medvedev, N. N. Structure of aqueous
solutions of trimethylaminoxide, urea, and their mixture. J. Struct. Chem. 59,
347–354 (2018).

38. Chand, A. & Chowdhuri, S. A comparative study of hydrogen bonding
structure and dynamics in aqueous urea solution of amides with varying

ARTICLE COMMUNICATIONS CHEMISTRY | https://doi.org/10.1038/s42004-022-00726-z

8 COMMUNICATIONS CHEMISTRY |           (2022) 5:116 | https://doi.org/10.1038/s42004-022-00726-z | www.nature.com/commschem

https://doi.org/10.5286/ISIS.E.RB1910455
https://doi.org/10.5286/ISIS.E.RB1910455
https://doi.org/10.5518/1125
https://doi.org/10.5518/1125
https://doi.org/10.5518/1125
https://doi.org/10.3389/fmicb.2019.00780
https://doi.org/10.3389/fmicb.2019.00780
https://doi.org/10.1007/978-3-319-12808-5
https://doi.org/10.1007/978-3-319-12808-5
http://www.deepseachallenge.com/the-expedition/mariana-trench/
http://www.deepseachallenge.com/the-expedition/mariana-trench/
www.nature.com/commschem


hydrophobicity: effect of addition of trimethylamine N-oxide (TMAO). J. Mol.
Liq. 242, 70–81 (2017).

39. Miranda-Quintana, R. A. & Smiatek, J. Electronic properties of protein
destabilizers and stabilizers: implications for preferential binding and
exclusion mechanisms. J. Phys. Chem. B 125, 11857–11868 (2021).

40. Schroer, M. A., Michalowsky, J., Fischer, B., Smiatek, J. & Grübel, G. Stabilizing
effect of TMAO on globular PNIPAM states: preferential attraction induces
preferential hydration. Phys. Chem. Chem. Phys. 18, 31459–31470 (2016).

41. Sasaki, Y. et al. Hydration structure of trimethylamine N-oxide in aqueous
solutions revealed by soft X-ray emission spectroscopy and chemometric
analysis. Phys. Chem. Chem. Phys. 18, 27648–27653 (2016).

42. Stirnemann, G., Duboué-Dijon, E. & Laage, D. Ab initio simulations of water
dynamics in aqueous TMAO solutions: temperature and concentration effects.
J. Phys. Chem. B 121, 11189–11197 (2017).

43. Ohto, T. et al. Trimethylamine-N-oxide: its hydration structure, surface
activity, and biological function, viewed by vibrational spectroscopy and
molecular dynamics simulations. Phys. Chem. Chem. Phys. https://doi.org/10.
1039/c6cp07284d (2017).

44. Usui, K. et al. Ab initio liquid water dynamics in aqueous TMAO solution. J.
Phys. Chem. B 119, 10597–10606 (2015).

45. Imoto, S., Forbert, H. & Marx, D. Water structure and solvation of osmolytes
at high hydrstatic pressure: pure water and TMAO solutions at 10 Kbar versus
1 Bar. Phys. Chem. Chem. Phys. 17, 24224 (2015).

46. Imoto, S., Forbert, H. & Marx, D. Aqueous TMAO solutions as seen by
theoretical THz spectroscopy: hydrophilic: versus hydrophobic water. Phys.
Chem. Chem. Phys. 20, 6146–6158 (2018).

47. Hölzl, C. et al. Design principles for high-pressure force fields: aqueous
TMAO solutions from ambient to kilobar pressures. J. Chem. Phys. 144,
144104 (2016).

48. Pongratz, T. et al. Pressure-dependent electronic structure calculations using
integral equation-based solvation models. Biophys. Chem. 257, 106258 (2020).

49. Knierbein, M., Venhuis, M., Held, C. & Sadowski, G. Thermodynamic
properties of aqueous osmolyte solutions at high-pressure conditions. Biophys.
Chem. 253, 106211 (2019).

50. Knierbein, M. et al. Density variations of TMAO solutions in the kilobar
range: experiments, PC-SAFT predictions, and molecular dynamics
simulations. Biophys. Chem. 253, 106222 (2019).

51. Meersman, F., Bowron, D., Soper, A. K. & Koch, M. H. J. Counteraction of
urea by trimethylamine N-oxide is due to direct interaction. Biophys. J. 97,
2559–2566 (2009).

52. Meersman, F., Bowron, D., Soper, A. K. & Koch, M. H. J. An X-ray and
neutron scattering study of the equilibrium between trimethylamine N-oxide
and urea in aqueous solution. Phys. Chem. Chem. Phys. 13, 13765–13771
(2011).

53. Sahle, C. J., Schroer, M. A., Juurinen, I. & Niskanen, J. Influence of TMAO and
urea on the structure of water studied by inelastic X-ray scattering. Phys.
Chem. Chem. Phys. 18, 16518–16526 (2016).

54. Zetterholm, S. G. et al. Noncovalent interactions between trimethylamine
N-oxide (TMAO), urea, and water. J. Phys. Chem. B 122, 8805–8811 (2018).

55. Oprzeska-Zingrebe, E. A. & Smiatek, J. Aqueous mixtures of urea and
trimethylamine-N-oxide: evidence for kosmotropic or chaotropic behavior? J.
Phys. Chem. B 123, 4415–4424 (2019).

56. Laurent, H., Baker, D., Soper, A., Ries, M. & Dougan, L. Solute specific
perturbations to water structure and dynamics in tertiary aqueous solution. J.
Phys. Chem. B 124, 10983–10993 (2020).

57. Laurent, H., Soper, A. K. & Dougan, L. Trimethylamine N-oxide (TMAO)
resists the compression of water structure by magnesium perchlorate:
terrestrial kosmotrope vs. martian chaotrope. Phys. Chem. Chem. Phys. 22,
4924–4937 (2020).

58. Xie, W. J. et al. Large hydrogen-bond mismatch between TMAO and urea
promotes their hydrophobic association. Chem 4, 2615–2627 (2018).

59. Panuszko, A., Bruzdziak, P., Zielkiewicz, J., Wyrzykowski, D. & Stangret, J.
Effects of urea and trimethylamine-N-oxide on the properties of water and the
secondary structure of hen egg white lysozyme. J. Phys. Chem. B 113,
14797–14809 (2009).

60. Liao, Y. T., Manson, A. C., DeLyser, M. R., Noid, W. G. & Cremer, P. S.
Trimethylamine N-oxide stabilizes proteins via a distinct mechanism compared
with betaine and glycine. Proc. Natl Acad. Sci. USA 114, 2479–2484 (2017).

61. Fornili, A., Civera, M., Sironi, M. & Fornili, S. L. Molecular dynamics
simulation of aqueous solutions of trimethylamine-N-oxide and tert -butyl
alcohol. Phys. Chem. Chem. Phys. 5, 4905–4910 (2003).

62. Paul, S. & Patey, G. N. Structure and interaction in aqueous urea—
trimethylamine-N-oxide solutions. J. Am. Chem. Soc. 129, 4476–4482 (2007).

63. Soper, A. K. The radial distribution functions of water and ice from 220 to 673
K and at pressures up to 400 MPa. Chem. Phys. 258, 121–137 (2000).

64. Okhulkov, A. V., Demianets, Y. N. & Gorbaty, Y. E. X‐ray scattering in liquid
water at pressures of up to 7.7 Kbar: test of a fluctuation model. J. Chem. Phys.
100, 1578–1588 (1994).

65. Harrington, S., Zhang, R., Poole, P. H., Sciortino, F. & Stanley, E. H. Liquid-
liquid phase transition: evidence from simulations. Phys. Rev. Lett. 78,
2409–2412 (1997).

66. Schwegler, E., Galli, G. & Gygi, F. Water under pressure. Phys. Rev. Lett. 84,
2429–2432 (2000).

67. Lazaridis, T. & Karplus, M. Orientational correlations and entropy in liquid
water. J. Chem. Phys. 105, 4294–4316 (1996).

68. Sahle, C. J. et al. Microscopic structure of water at elevated pressures and
temperatures. Proc. Natl Acad. Sci. USA 110, 6301–6306 (2013).

69. Brini, E. et al. How water’s properties are encoded in its molecular structure
and energies. Chem. Rev. 117, 12385–12414 (2017).

70. Soper, A. K. & Ricci, M. A. Structures of high-density and low-density water.
Phys. Rev. Lett. 84, 2881–2884 (2000).

71. Imoto, S. et al. Toward extreme biophysics: deciphering the infrared response
of biomolecular solutions at high pressures. Angew. Chem. Int. Ed. 55,
9534–9538 (2016).

72. Kolling, I. et al. Aqueous TMAO solution under high hydrostatic pressure.
Phys. Chem. Chem. Phys. 23, 11355–11365 (2021).

73. Soper, A. K. Empirical potential Monte Carlo simulation of fluid structure.
Chem. Phys. 202, 295–306 (1996).

74. Laurent, H., Baker, D. L., Soper, A. K., Ries, M. E. & Dougan, L. Bridging
structure, dynamics, and thermodynamics: an example study on aqueous
potassium halides. J. Phys. Chem. B 125, 12774–12786 (2021).

75. Sundar, S., Sandilya, A. A. & Priya, M. H. Unraveling the influence of
osmolytes on water hydrogen-bond network: from local structure to graph
theory analysis. J. Chem. Inf. Model. 61, 3927–3944 (2021).

76. Soper, A. K. The radial distribution functions of water as derived from
radiation total scattering experiments: is there anything we can say for sure?
ISRN Phys. Chem. 2013, 1–67 (2013).

77. Collins, K. D. Charge density-dependent strength of hydration and biological
structure. Biophys. J. 72, 65–76 (1997).

78. Roche, J. & Royer, C. A. Lessons from Pressure denaturation of proteins. J. R.
Soc. Interface. https://doi.org/10.1098/rsif.2018.0244 (2018).

79. Cinar, H. et al. Effects of cosolvents and crowding agents on the stability and
phase transition kinetics of the SynGAP / PSD-95 condensate model of
postsynaptic densities. J. Phys. Chem. B. https://doi.org/10.1021/acs.jpcb.
2c00794 (2022).

80. Bowron, D. T. et al. NIMROD: the near and intermediate range order
diffractometer of the ISIS second target station. Rev. Sci. Instrum. 81, 033905
(2010).

81. Soper, A. K. Rutherford Appleton Laboratory Technical Report RAL-TR-2011-
013; 2011; Vol. RAL-TR-201.

82. Sears, V. F. Neutron scattering lengths and cross sections. Neutron N. 3, 26–37
(1992).

83. ISIS neutron and muon source. ISIS High Pressure. https://www.isis.stfc.ac.uk/
Pages/High-pressure.aspx. (2022).

84. Soper, A. K., Castner, E. W. & Luzar, A. Impact of urea on water structure:
a clue to its properties as a denaturant. Biophys. Chem. 105, 649–666
(2003).

85. Laurent, H., Soper, A. & Dougan, L. Biomolecular self-assembly under
extreme martian mimetic conditions. Mol. Phys. 117, 3398–3407 (2019).

86. Rhys, N. H., Soper, A. K. & Dougan, L. The hydrogen-bonding ability of the
amino acid glutamine revealed by neutron diffraction experiments. J. Phys.
Chem. B 116, 13308–13319 (2012).

87. Rhys, N. H., Duffy, I. B., Sowden, C. L., Lorenz, C. D. & McLain, S. E. On the
hydration of DOPE in solution. J. Chem. Phys. 150, 115104 (2019).

88. Soper, A. K. & Edler, K. J. Coarse-grained empirical potential structure
refinement: application to a reverse aqueous micelle. Biochim. Biophys. Acta
1861, 1652–1660 (2017).

89. Hardacre, C., Holbrey, J. D., McMath, S. E. J., Bowron, D. T. & Soper, A. K.
Structure of molten 1,3-dimethylimidazolium chloride using neutron
diffraction. J. Chem. Phys. 118, 273–278 (2003).

90. Mancinelli, R., Botti, A., Bruni, F., Ricci, M. A. & Soper, A. K. Hydration of
sodium, potassium, and chloride ions in solution and the concept of structure
maker/breaker. J. Phys. Chem. B 111, 13570–13577 (2007).

91. Soper, A. K. & Weckström, K. Ion solvation and water structure in potassium
halide aqueous solutions. Biophys. Chem. 124, 180–191 (2006).

92. Imberti, S. et al. Ions in water: the microscopic structure of concentrated
hydroxide solutions. J. Chem. Phys. 122, 194509 (2005).

93. Bowron, D. T., Finney, J. L. & Soper, A. K. Structural investigation of solute-
solute interactions in aqueous solutions of tertiary butanol. J. Phys. Chem. B
102, 3551–3563 (1998).

94. Bowron, D. T., Soper, A. K. & Finney, J. L. Temperature dependence of the
structure of a 0.06 mole fraction tertiary butanol-water solution. J. Chem.
Phys. 114, 6203–6219 (2001).

95. Engineering Toolbox. Water—density, specific weight and thermal expansion
coefficient. https://www.engineeringtoolbox.com/water-density-specific-
weight-d_595.html. (2021).

COMMUNICATIONS CHEMISTRY | https://doi.org/10.1038/s42004-022-00726-z ARTICLE

COMMUNICATIONS CHEMISTRY |           (2022) 5:116 | https://doi.org/10.1038/s42004-022-00726-z | www.nature.com/commschem 9

https://doi.org/10.1039/c6cp07284d
https://doi.org/10.1039/c6cp07284d
https://doi.org/10.1098/rsif.2018.0244
https://doi.org/10.1021/acs.jpcb.2c00794
https://doi.org/10.1021/acs.jpcb.2c00794
https://www.isis.stfc.ac.uk/Pages/High-pressure.aspx
https://www.isis.stfc.ac.uk/Pages/High-pressure.aspx
https://www.engineeringtoolbox.com/water-density-specific-weight-d_595.html
https://www.engineeringtoolbox.com/water-density-specific-weight-d_595.html
www.nature.com/commschem
www.nature.com/commschem


96. Grindley, T. & Lind, J. E. PVT properties of water and mercury. J. Chem. Phys.
54, 3983–3989 (1971).

97. Makarov, D. M., Egorov, G. I. & Kolker, A. M. Density and volumetric
properties of aqueous solutions of trimethylamine N-oxide in the temperature
range from (278.15 to 323.15) K and at pressures up to 100 MPa. J. Chem. Eng.
Data 60, 1291–1299 (2015).

98. Mark, P. & Nilsson, L. Structure and dynamics of the TIP3P, SPC, and SPC/E
water models at 298 K. J. Phys. Chem. A 105, 9954–9960 (2001).

99. Lenton, S., Rhys, N. H., Towey, J. J., Soper, A. K. & Dougan, L. Highly
compressed water structure observed in a perchlorate aqueous solution. Nat.
Commun. 8, 1–5 (2017).

100. Mancinelli, R., Botti, A., Bruni, F., Ricci, M. A. & Soper, A. K. Perturbation of
water structure due to monovalent ions in solution. Phys. Chem. Chem. Phys.
9, 2959–2967 (2007).

Acknowledgements
The project was supported by a grant from the Engineering and Physical Sciences
Research Council (EPSRC) (EP/P02288X/1) to Prof. L. Dougan, and Harrison Laurent
was supported by an ISIS Facility Development and Utilisation Studentship and a Uni-
versity of Leeds studentship. We acknowledge beamtime at the ISIS neutron and muon
facility (RB1910455). We thank all members of the Dougan group for useful discussions.

Author contributions
The experiment was completed by H.L. under supervision of T.F.H., T.G.A.Y. and L.D.
Data analysis and manuscript prepared H.L. under supervision of T.F.H., T.G.A.Y.,
A.K.S., and L.D.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s42004-022-00726-z.

Correspondence and requests for materials should be addressed to Lorna Dougan.

Peer review information Communications Chemistry thanks the anonymous reviewers
for their contribution to the peer review of this work.

Reprints and permission information is available at http://www.nature.com/reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in any medium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly from
the copyright holder. To view a copy of this license, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2022

ARTICLE COMMUNICATIONS CHEMISTRY | https://doi.org/10.1038/s42004-022-00726-z

10 COMMUNICATIONS CHEMISTRY |           (2022) 5:116 | https://doi.org/10.1038/s42004-022-00726-z | www.nature.com/commschem

https://doi.org/10.1038/s42004-022-00726-z
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
www.nature.com/commschem

	The ability of trimethylamine N-nobreakoxide to resist pressure induced perturbations to water structure
	Results
	EPSR analysis
	Quantifying hydrogen bond interaction energies

	Discussion
	Conclusion
	Methods
	Neutron scattering
	Sample preparation
	EPSR simulations
	Extended analysis routines

	Data availability
	References
	Code availability
	References
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




