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Abstract: All-atom molecular dynamics (MD) simulations are employed to compare the lower critical
solution temperature (LCST) behaviors of poly(N-isopropylacrylamide) (PNIPAM) and elastin-like
polypeptides (ELPs) with the canonical Val-Pro-Gly-Val-Gly ((VPGVG)n) sequence over a range of
temperatures from 280 K to 380 K. Our simulations suggest that the structure of proximal water
dictates the conformation of both the (VPGVG)n ELPs and PNIPAM chains. Specifically, the LCST
transition in ELPs can be attributed to a combination of thermal disruption of the network of the
proximal water near both hydrophilic and hydrophobic groups in the backbone and side-chain of
(VPGVG)n, resulting in a reduction in solvent accessible surface area (SASA). This is accompanied
with an increase in the secondary structure above its LCST. In the case of PNIPAM, the LCST transition
is a result of a combination of a reduction in the hydrophobic SASA primarily due to the contributions
of isopropyl side-chain and less to the backbone and the formation of intra-chain hydrogen bonds
between the amide groups on the side-chain above its LCST.

Keywords: all-atom molecular dynamics simulations; lower critical solution temperature; polymers
and biopolymers

1. Introduction

Thermoresponsive polymers, such as poly(N-isopropylacrylamide) (PNIPAM), and
biomacromolecules, such as elastin-like polypeptides (ELP), undergo liquid–liquid phase
separation into polymer-rich phase and water-rich phases upon heating to above their
lower critical solution temperature (LCST) [1]. For example, the LCST of (PNIPAM)n
is about ~305 K [1–4], and LCST of ELPs is between ~300 K to ~400 K [5–9]. Unlike
PNIPAM, LCST of ELPs with the canonical Val-Pro-Gly-Val-Gly ((VPGVG)n) sequence
depends on its molecular weight [10–17]. Many experimental and computational studies
have investigated the origin and mechanism of LCST transition in ELPs [5,18–27] and in
PNIPAM and its architectures [3,4,28–36]. For PNIPAM, the LCST transition is attributed to
the breaking of a cage-like structure of water molecules around its hydrophobic groups
due to the gain in the entropy at a temperature greater than its LCST [4,37–41]. With an
increase in temperature, the entropy term dominates the enthalpy of hydrogen bonds
between polar groups of PNIPAM and water molecules, which leads to a more stable glob-
ular conformation of PNIPAM above its LCST. Indeed, coil–globule transition of PNIPAM
investigated by Fourier transform infrared (FTIR) spectroscopy shows that in a globular
conformation, only 13% of the C=O groups are dehydrated and form intra- or inter-chain
hydrogen bonding, while 87% of C=O groups remain hydrogen bonded with water even
in this globular state [42]. Maeda et al. revealed partial dehydration of PNIPAM chains
resulting in formation of intra- and inter-chain hydrogen bonding between N–H groups in
globular conformation [42–45]. In the case of (VPGVG)n ELPs, the LCST phase behavior is
observed as a collective phenomenon that originates from the correlated gradual changes
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in a single polypeptide structure and the abrupt change in structure and properties of water
around the peptide. This has been attributed to a competition between peptide−peptide
and peptide−water interactions [23,25–27]. Specifically, simulation studies show that the
molecular collapse of ELPs happens as a gradual transition in a well-defined temperature
region, indicating a shift from extended to contracted structures with increasing tempera-
ture [22]. These aforementioned studies on PNIPAM and (VPGVG)n ELPs suggests that
their LCST mechanisms could be different. Investigating the nature of their LCST behaviors
is important for the design of new soft materials with controllable functionality that can be
used in a variety of applications including tissue engineering, electrophoresis, and drug
delivery [46–49].

The differences in the structural properties of PNIPAM and (VPGVG)n ELPs may
affect their LCST. In PNIPAM, the hydrophilic entities are located on the side-chain and
mainly consist of C=O and N–H groups. The hydrophobic groups including –CH2– and
isopropyl groups are located on the backbone and side chain of PNIPAM, respectively
(Figure S1). The addition of salt-ions, methanol, ionic liquids, etc., to the solution of
PNIPAM alters the interactions between solvent molecules and between the solvent and
PNIPAM, which leads to the change in its LCST [3,6,28,33,50]. Experimentally, however,
the LCST of PNIPAM is known to be independent of its molecular weight [51]. The LCST
of PNIPAM can also be modified by co-polymerizing the PNIPAM chain with hydrophobic
and/or hydrophilic co-monomers [52–55]. For example, co-polymerization of PNIPAM
with hydrophilic monomers increases its LCST, whereas the introduction of hydrophobic
monomers decreases the LCST of PNIPAM [56].

In (VPGVG)n ELPs, the hydrophobic and hydrophilic groups of ELPs are located
on its side-chain and backbone, respectively. The LCST of (VPGVG)n ELPs can be tuned
by controlling the salt–ion concentration [57] and it strongly depends on the molecular
weight of ELPs [17,23,27]. Moreover, change in the position and sequence of amino acids in
ELPs alters its LCST [16,26,58]. For example, the LCST of (VPGVG)n ELPs was increased
by substituting hydrophobic Valine in its fourth position with Alanine and Glycine [10].
A change in sequence order results in a significant difference in the dynamics of the
residues, such as valines, and differences in overall compaction due to the change in
rotational degrees of freedom within the sequence in (VPGVG)18 and (VGPVG)18 [26].

Despite several similarities, there are many differences in the structural characteristics
of PNIPAM and (VPGVG)n ELPs. Hydrophilic groups are located on the side-chain of
PNIPAM and on the backbone of ELP. ELPs are biopolymers, with sequence directionality
and the ability to form various secondary structures. After undergoing LCST (VPGVG)n
ELPs are known to form more β-turns and β-sheets [16,20,27]. In contrast, PNIPAM does
not have the propensity to form any secondary structures. Unlike PNIPAM, the LCST
of ELPs depends on their chain length [17]. In addition, the LCST of (VPGVG)n ELPs is
also observed to be more sensitive to the salt–ion concentration as compared with that of
PNIPAM [57]. However, the molecular origin of the observed differences in temperature-
induced transitions of PNIPAM and ELPs are yet to be fully understood.

Lack of structural data on various stable and metastable states during the inverse tem-
perature transitions limits the understanding of the mechanisms of LCST inverse tempera-
ture transition in both (VPGVG)n ELPs and PNIPAM [21,59–61]. Moreover, the dynamic
structure of the solvent near these polymer chains is difficult to characterize, irrespective of
the conformation of the polymer chain, using existing experimental tools. In the present
study, we employ all-atom (AA) molecular dynamics (MD) simulations to examine and
compare the inverse temperature transitions behavior of single PNIPAM chains versus
single (VPGVG)n ELP chains with 18 and 90 monomers (18-mer and 90-mer), in the temper-
ature range of ~280 K to ~380 K. A systematic and careful examinations of structural and
dynamical properties of macromolecules and water from the simulation trajectories has
been performed. Specifically, we calculated and compared temperature-induced changes
in radius of gyration (Rg), water radial distribution function (RDF) in the vicinity of the
macromolecules, solvent accessible surface areas (SASA) and dehydration ratio based on
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hydrogen bonding analysis. To the best of our knowledge, this is the first AA MD study
that systematically probes and compares the structures of PNIPAM and (VPGVG)n ELPs as
they undergo inverse temperature transition.

2. Computational Materials and Methods
2.1. Force Field

AMBER [62,63] simulation package was used to conduct AA MD simulations of a
single chain of PNIPAM and a (VPGVG)n ELP in explicit TIP3P [64] water. Figure 1 shows
the structures of PNIPAM and (VPGVG)18 ELPs, which were represented with the ff99SB
force-field [63] for proteins. For MD simulations of a single PNIPAM chain, in the presence
of an explicit TIP3P [64] water model, the GAFF force-field was employed. For PNIPAM,
to identify the appropriate set of partial charges, we have conducted simulations of PNI-
PAM with four different partial charges above and below its LCST. These partial charges
were obtained from (a) the restrained electrostatic potential (RESP) method [65], (b) the
electrostatic potential (ESP) method [65], (c) polymer consistent force-field (PCFF) param-
eters from reference [37] and (d) Original PCFF force-field [66] (Figure S2). Based on the
initial analysis of the Rg of PNIPAM chains conducted at 290 K and 350 K, we chose partial
charges calculated by the RESP method (Figure S3). For more details, the schematic and
partial charges for both PNIPAM and ELPs are shown in Figure S1 and Table S1.
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Figure 1. Initial structures of (a) a single chain of PNIPAM and (b) a β-spiral model of (VPGVG)18

ELPs, where the β-turns are colored in green and the coils are colored in gray. Details of schematic
structures are showed in supporting information. Blue shaded boxes and schematic chemical draw-
ings represent the structure of (a) PNIPAM monomer and (b) VPGVG pentamer.

2.2. Initial Structure Generation

Initial structures of atomistic atactic [67] PNIPAM chains with 18-mer and 90-mer
were generated using a polymer modeler from nanoHUB [68]. First, a monomer PNIPAM
unit was built; then, by specifying the degree of polymerization and tacticity, a PNIPAM
chain with the desired length was built. The bond length of ~1.53 Å between the –CH2–
group of the first monomer and the carbon atom of the –CH– group of the second monomer
was chosen based on the C–C distance defined by the ff12SB force-field. Finally, the
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PNIPAM chain was subjected to an energy minimization cycle based on the conjugate
gradient algorithm and 5000 steps of NVT at ~300 K and 1 fs timestep. The equilibrated
chains of PNIPAM were then solvated with TIP3P water molecules, and the size of the
box (55 Å × 53 Å × 65 Å for 18-mer and 100 Å × 95 Å × 114 Å for 90-mer) was chosen
to be large enough so that no polymer–polymer interactions through periodic boundary
conditions can occur. For short-chain PNIPAM (18-mer), simulations were performed
at 280 K, 290 K, 300 K, 310 K, 320 K, 330 K, 340 K, 350 K and 360 K. Simulations with
long-chain (90-mer) PNIPAM were performed at 280 K, 290 K, 300 K, 305 K, 310 K, 320 K,
330 K, 340 K, 350 K, 360 K, 370 K and 380 K.

For ELP Chain, Urry’s β-spiral model [5,69,70] was used as the initial configuration for
(VPGVG)n ELPs of desired chain lengths and was solvated with the TIP3P water model [64].
The size of the box (47 Å × 48 Å × 41 Å for 18-mer and 72 Å × 78 Å × 69 Å for 90-mer)
was chosen to be large enough so that no peptide–peptide interactions through periodic
boundary conditions can occur. For short ELP chains, temperatures at 290 K, 300 K, 305 K,
310 K, 320 K, 325 K, 340 K, 350 K and 375 K were chosen for MD simulations. For 90-mer
ELP chain, simulations were performed at temperatures of 290 K, 300 K, 305 K, 310 K,
320 K, 325 K, 330 K, 335 K, 340 K and 350 K. Note, these temperatures were chosen based on
the experimental study of LCST phase transition of (VPGVG)n ELPs in aqueous solution.

2.3. MD Simulation Details

Similar simulation protocols have been utilized for (VPGVG)n ELPs, and details of
the simulations procedures were described in our previous study [27]. Briefly, every
system was equilibrated in three stages, starting from the energy minimization using the
steepest descent method for 10,000 steps and then the conjugate gradient method. This was
followed by gradual heating of the simulation box from 10 K to the assigned temperature
for 400 ps using NVT. The particle mesh Ewald (PME) summation was used to calculate
long-range electrostatic interactions, and the non-bonded interactions were truncated at
a 9 Å cutoff along with a 0.00001 tolerance for Ewald convergence [71]. The Berendsen
thermostat was used to maintain the temperature [72]. The SHAKE algorithm was used to
constrain bonds involving hydrogen atoms [73]. NPT MD production simulations were
conducted for ~100 ns with a 2 fs time step at an assigned temperature. Note, analysis of
time autocorrelation function of polymer backbone suggested a relaxation time of less than
40 ns (See Figure S4a–d). Thus, only the last 40 ns of the trajectories were considered for
statistical analysis.

2.4. Analysis Methods

The changes in Rg over time were used to analyze the structural evolution of polymer
chains using the following equation:

R2
g =

1
M ∑

i
mi(ri − rcm)

2 (1)

where M is the mass of group, rcm is the center of mass position of the group, and the sum
is over all the atoms in the groups.

To probe the local ordering of water molecules located close to the polymer chains
below and above the LCST, RDFs were calculated. Specifically, we calculated the RDFs for
hydrophilic groups (C=O and >N–H) on the polymer chains with oxygen of water (ow).
In addition, for PNIPAM, RDFs for carbon atoms from the >CH– group in the backbone
and the C=O group of PNIPAM with water oxygen were calculated. For (VPGVG)n ELPs,
RDFs were calculated for the alpha carbon and carbon atoms from the C=O group in the
backbone with water oxygen.

The LCST is also associated with the dehydration of polymer chains [74,75]. Exper-
imentally, both PNIPAM and (VPGVG)n ELPs show dehydration when the temperature
rises from below to above their LCST [9,45,74–77]. This dehydration not only changes the
structure of the water molecules near the polymer but can also significantly modify the
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hydrogen bond network between polymer and water and between polymer and polymer.
In our studies, we use criteria for two atoms to be hydrogen bonded if bond length R ≤ 3.5 Å
and O . . . H–O angle θ ≥ 135◦. In the present study, distance between donor and acceptor
atoms of polymer and water was defined based on the first peak in the RDF of the hy-
drophilic groups of polymers with water. The first hydration shell was defined based on
the first minimum in the RDF of hydrophilic groups of the polymer and oxygen of water.
The stability of the hydrogen bonds was described by defining a hydrogen bonding time
(HBT) in our simulations through lifetime analysis. The total hydrogen bonding time was
defined as the total number of time steps of existence of a specific acceptor–donor bond
pair within the last 40 ns of simulations. We also examine the dehydration behavior of
both ELPs and PNIPAMs through defining the dehydration ratio, which is the ratio of the
number of intra-chain hydrogen bonds (npp) to total hydrogen bonding (npp + npw) that
forms between polymer and polymer, and between polymer and water (npw).

The solvent accessible surface area (SASA) is strongly related to the hydrophobic
interactions in both biomolecule and synthetic polymer systems [78–80]. The folding of the
polypeptides is driven by the hydrophobic interactions that essentially minimize the SASA
of the nonpolar solutes [27]. Similarly, in thermo-sensitive polymers such as PNIPAM, since
the driving force for the LCST transition of polymer chains is to minimize the hydrophobic
surface in contact with water, SASA should decrease [79]. SASA calculations were con-
ducted using the LCPO algorithm proposed by Weiser et al. [81] for both hydrophilic and
hydrophobic groups of PNIPAM and ELPs.

3. Results and Discussion
3.1. Temperature Dependence of Radius of Gyration (Rg) of Macromolecules

The compactness of the structure of macromolecules can be described by its Rg value.
To study the effect of temperature on the compactness of the structure of polymer and
biopolymer chains as a function of length, we calculated Rg across simulated temperatures
(Figure 2, Table S2). We found that the mean value of Rg for short 18-mer PNIPAM chains
decreases from 11.3 ± 0.4 Å to 9.6 ± 1.1 Å when the temperature is raised from 280 K to
310 K. Similar folding of 18-mer of PNIPAM above its LCST has been reported in a previous
study by Tucker et al. [82]. Interestingly, as we increase the temperature above 310 K,
the Rg value of PNIPAM 18-mer increases due to the thermal fluctuations. In the case of
short (VPGVG)n ELPs, the value of Rg oscillates around the mean value of their Rg at all
studied temperatures. For example, the mean value of Rg of (VPGVG)n ELPs at ~290 K is
8.4 ± 1.1 Å and it fluctuates between 7.8 ± 1.4 Å to 8.7 ± 1.6 Å when the temperature is
raised from ~300 K to ~375 K. This implies that the shorter chains of (VPGVG)n ELPs do
not exhibit LCST transition in the simulated temperature range.

The mean value of Rg for a random coil of a longer 90-mer of PNIPAM decreases
gradually from 16.4 ± 0.5 Å to 14.0 ± 0.3 Å when temperature is raised from below to above
its LCST, namely above ~305 K (Figure 2b). The mean value of Rg for 90-mer PNIPAM at
~280 K and ~290 K is 16.4 ± 0.5 Å and 16.7 ± 1.0 Å, respectively. As the temperature is
raised close to the experimental LCST of PNIPAM, namely at ~305 K, the mean value of
Rg decreases to 14.5 ± 0.3 Å. For temperatures between ~310 K and ~380 K, the Rg value
fluctuates at ~14 Å. This suggests that the 90-mer PNIPAM behaves as expected around
LCST. In the case of 90-mer ELPs the Rg value decreases gradually from 14.1 ± 0.7 Å to
12.3 ± 0.4 Å as temperature is increased from ~290 K to ~350 K. In the temperature range
from ~300 K to ~330 K, the value of Rg fluctuates between ~13 Å to ~14 Å. When the
temperature is raised above ~335 K, the value of Rg drops to 12.1 ± 0.5 Å. This implies that
the LCST of 90-mer of ELP could be between 330 K and 340 K.
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3.2. Solvation Shell
3.2.1. Analysis of Hydrogen Bond

Previous experimental and simulation studies suggest that the LCST transition can
significantly alter the hydrogen bonding between polymer and water. To investigate
the effect of LCST on the structure of hydration water and establish a hydrogen bonding
network between polymer and water, we analyzed simulation trajectories for both PNIPAM
and (VPGVG)n ELPs at all studied temperatures using the geometric criteria defined in
Section 2.4. In particular, we examine the relationship between hydrogen bonds between
polymer and water (npw) and the number of water molecules (Nw) present in the first
hydration shell. The correlation between Nw and npw for 18-mer and 90-mer PNIPAM
and water molecules is shown in Figure 3a,b, respectively. The relationship between
Nw and npw for 18-mer and 90-mer (VPGVG)n ELPs and water molecules is shown in
Figure 3c,d, respectively.
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For the 90-mer PNIPAM, Nw decreases from ~155 to ~101 and npw decreases from ~172
to ~70 when temperature is increased from ~280 K to ~380 K (Figure 3b). Interestingly, we
find that close to the LCST of PNIPAM (~305 K), both Nw and npw oscillate at 135 ± 6.5 and
125 ± 30, respectively. This suggests that above the LCST of PNIPAM, the number of water
molecules near its hydrophilic groups does not change significantly. Similar observations
have been reported in previous studies where the number of water molecules present near
hydrophilic groups of 30-mer of PNIPAM were similar both below and above the LCST
of PNIPAM [37]. However, as can be seen in Figure 3b, when temperature is raised to
above ~340 K, a distinct cluster with a reduced number of Nw and npw was observed. This
suggests that the increase in temperature to above ~340 K disrupts the structure of water
near the hydrophilic groups of PNIPAM.

In the case of 90-mer (VPGVG)n ELPs, two distinct clusters, one above and one below
~330 K, were observed (Figure 3d). In particular, below ~330 K, the values of Nw and npw
were 124 ± 8.6 and 132 ± 9.7, respectively. On the other hand, above ~330 K both Nw and
npw decrease to 105 ± 7.8 and 112 ± 8.5, respectively. In our previous study, the LCST of
90-mer of ELP was observed at 332.5 ± 2.5 K [27]. In addition, our study of 50-mer, 90-mer,
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and 150-mer of (VPGVG)n ELPs showed a similar abrupt change in Nw and npw below
the LCST as compared to above their respective LCSTs [23]. Such an abrupt change in Nw
and npw indicates that the interactions between the hydrophilic groups in the backbone of
(VPGVG)n ELPs and water are strongly dependent on the temperature. This might lead to
a significantly different structure of water near the backbone of (VPGVG)n ELPs below its
LCST as compared to above its LCST.

The comparison of Nw and npw of 90-mers PNIPAM and (VPGVG)n ELPs suggests
that the abrupt change in hydration of the hydrophilic groups of (VPGVG)n ELPs is more
prominent as compared to PNIPAM above their LCST. This could be because the hydrophilic
groups of PNIPAM are shielded by the isopropyl groups in the side-chain of PNIPAM [39].
The shielding might keep water molecules isolated from the bulk solvent and might allow
hydration water to reside for longer time [39]. On the other hand, the hydrophilic groups
in (VPGVG)n ELPs are located on its backbone. This might facilitate the reduction in the
number of water molecules near (VPGVG)n ELPs above the LCST as compared to below its
LCST. This reduction in the number of water molecules can further assist (VPGVG)n ELPs
to form a stronger hydrogen bonding network above the LCST.

The relationship between Nw and npw for short PNIPAM and ELP chains, as shown
in Figure 3a,c, do not exhibit distinct clusters. In the case of a short PNIPAM chain, Nw
decreases from 37 ± 2 to 29 ± 3 and npw decreases from 30 ± 10 to 23 ± 7 when temperature
is increased from ~280 K to ~360 K. Similar to 90-mer PNIPAM, the decrease in both Nw and
npw is observed above ~340 K. This further supports the notion that interactions between
PNIPAM and water are disrupted above ~340 K.

The Nw for 18-mer (VPGVG)n ELPs decreases from 33.8 ± 3.5 to 29.5 ± 4 and the npw
decreases from 39.6 ± 3.8 to 34 ± 4.5 when temperature is increased from ~290 K to ~375 K.
However, similar to those of 90-mer (VPGVG)n ELPs, abrupt changes in Nw and npw below
the LCST as compared to above their LCST were not observed. This suggests that the
structural arrangement of the water molecules near the backbone of 18-mer (VPGVG)n
ELPs does not change significantly with the increase in temperature.

One mechanistic hypothesis of coil–globule transition, as mentioned by Maeda et al. [42],
is that the polymer chain is dehydrated above its LCST and hydrophobic interaction
between isopropyl groups induces the collapse of the chain. To explore the hydration
state of the polymer chain, especially the interaction between amide groups, we use
the ratio between npp and (npw + npp) as a measurement of the dehydration behavior
during the coil–globule transition (Figure 4). The temporal dehydration ratio (black curves)
of 18-mer ELP and 18-mer PNPIAM fluctuate around the average ratio (roughly 4% for
18-mer PNIPAM and 6% for 18-mer ELP), as can be seen in Figure 4a,c. This implies no
significant change in dehydration. However, for longer chains, an abrupt transition in
dehydration during the coil–globule transition was observed (Figure 4b,d). For 90-mer
PNIPAM, the dehydration ratio increases from 4% to above 12%, which is accompanying
the threefold increase in intra-chain hydrogen bonding. For 90-mer ELPs, the dehydration
ratio increases from 12% to above 17% around the LCST of 90-mer of (VPGVG)n ELPs
at 332.5 ± 2.5 K. Thus, the dehydration ratio shows a partial dehydration during coil–
globule transition for both 90-mer ELPs and PNIPAM, which agree well with the change
in hydration states described in Maeda et al.’s paper and almost step-like behavior of
vibrational frequency and peak area observed by Futscher et al. [42–45].
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3.2.2. Water Distribution

To further probe the effect of LCST transition on the interactions of PNIPAM and
(VPGVG)n ELPs with water and the structure of water molecules in their first hydration
shell, we calculated the radial distribution function (RDF) for polymer and water. In the sup-
porting information, Figure S5a–d show the RDFs for hydrophilic groups of short (18-mer)
and long (90-mer) chains of PNIPAM and (VPGVG)n ELPs with oxygen of water at all sim-
ulated temperatures. The RDFs for both short and long chains of PNIPAM and ELPs shows
well-defined first, second, and third neighbor peaks at ~2.0, ~2.7, and ~3.8 Å, respectively.

The comparison of Figure S5a,c suggests that 18-mer of PNIPAM and (VPGVG)n
ELPs are more solvated as compared to the 90-mer of PNIPAM and (VPGVG)n ELPs in
Figure S5b,d, and suggests a similar structural arrangement of water near short chains of
PNIPAM and (VPGVG)n ELPs both below and above the LCST. An increase in temperature
leads to a gradual loss of local hydration layers, as indicated by the decrease in the heights
of the RDF peaks at higher temperatures. However, the difference in the peak height for
90-mer PNIPAM is slightly more prominent as compared to 18-mer PNIPAM. Interestingly,
in the case of 90-mer (VPGVG)n ELPs, a slight gap in the RDF peak intensities between the
temperatures of ~330 K and ~335 K can be observed (Figure S5d). This gap corresponds
to the same temperature window where the change in the conformational properties of
(VPGVG)n ELPs has occurred (Figure 2d). This observation suggests a different structural
arrangement of water molecules near the 90-mer (VPGVG)n ELPs at two temperatures
(namely, ~290 K and ~340 K) and supports the existence of the LCST of the 90-mer of
(VPGVG)n ELPs between ~330 to ~335 K [27].
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We next compare the RDFs for carbon atoms in the backbone and carbonyl group of
both 90-mer PNIPAM and 90-mer (VPGVG)n ELPs to the oxygen atoms of water. RDFs
are also calculated for carbon atoms in the backbone and carbonyl group of both PNIPAM
and (VPGVG)n ELPs with the oxygen of water and isopropyl groups in the sidechain with
the oxygen of water at all simulated temperatures are reported in Figures S6–S8 of the
supporting information. Figure 5a,b depict the RDFs of carbon atoms in the >CH- group in
the backbone and carbonyl group of 90-mer of PNIPAM with the oxygen atom of water at
~290 K and ~330 K, respectively. Figure 5c,d show the RDFs for alpha carbon and carbon
atoms from the C=O group in the backbone of 90-mer of (VPGVG)n ELPs with oxygen
atoms of water at ~290 K and ~340 K, respectively. In Figure 5a, for 90-mer PNIPAM at
~330 K, the first peak’s height and width reduces significantly as compared to ~290 K. In the
case of 90-mer (VPGVG)n ELPs, as shown in Figure 5c, the first and second peak height also
decreases significantly at ~340 K as compared to ~290 K. This suggests that the ordering of
water in the first hydration shell near the backbone of both PNIPAM and (VPGVG)n ELPs
at ~330/340 K is significantly reduced as compared to ~290 K. In Figure 5b, a reduction in
the peak can be observed at ~3.8 Å for the RDF of carbonyl group of long-chain PNIPAM
at ~330 K as compared to ~290 K. For 90-mer ELP (Figure 5d), the first peak height for
the carbonyl group decreases significantly at ~340 K as compared to ~290 K. Additionally,
the overall height for the second (at ~5.2 Å) and third (at ~7.0 Å) shoulder decreases at
~340 K. Both RDFs of long chains of PNIPAM and ELPs show a reduction in the first peak,
but (VPGVG)n ELPs show a more prominent reduction. This suggests that at ~340 K,
the structure of water near the carbonyl group of 90-mer of (VPGVG)n ELPs has changed
more considerably as compared to ~290 K.
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Table 1. Number of water molecules in first hydration shell at both 290 and 340 K.

Temp (K) Water/Val Water/Pro Water/Gly

290 ~3.3 ± 0.2 ~4.3 ± 0.3 ~5.7 ± 0.4
340 ~2.9 ± 0.3 ~3.0 ± 0.4 ~4.7 ± 0.4

3.2.3. Solvent Accessible Surface Area (SASA)

To explore the effect of temperature on water accessibility for both PNIPAM and ELPs,
we calculated SASA for hydrophilic (red curves) and hydrophobic (black curves) groups
(Figure 6a,b). It can be clearly seen from the red curve in Figure 6a that the SASA of
hydrophilic groups for the 18-mer PNIPAM fluctuates around a mean value of 635 Å2 for
all temperatures. The SASA of hydrophobic groups (black curve of Figure 6a) decreases
slightly with the temperature increase and fluctuates around 1940 Å2 at all temperatures.
This is not surprising since RDF shows a similar structural arrangement of water near
the short chains of PNIPAM for below and above the LCST. However, in Figure 6b, the
SASA of the hydrophilic groups for 90-mer PNIPAM decreases gradually from 2555 Å2 to
2363 Å2 when temperature increases from ~280 K to ~380 K. Interestingly, the hydrophilic
SASA does not show any significant change around the transition temperature of PNIPAM,
~305 K. This implies that an increase in temperature does not significantly affect the SASA
of the hydrophilic groups of PNIPAM. This is consistent with the previous studies where
the numbers of water molecules in the first hydration shell of PNIPAM both below and
above the LCST were found to be the same [37]. In addition, in the present study, our
hydrogen bond analysis suggests that the Nw and npw are similar for below and above
the LCST of 90-mer PNIPAM. The hydrophobic SASA of 90-mer PNIPAM decreases from
7475 Å2 to 6833 Å2 when the temperature is raised from ~280 K to ~310 K. The observed
decrease in the SASA of the hydrophobic groups of PNIPAM around LCST can be attributed
to the dehydration of PNIPAM chains.

In Figure 6c,d, the SASAs for hydrophilic and hydrophobic groups of short and long
chains of (VPGVG)n ELPs are shown as a function of temperature. We find that for short
18-mer ELP chains, SASAs of both the hydrophobic and hydrophilic groups fluctuate
around a mean value of 800 Å2 (Figure 6c). In contrast, in the case of 90-mer ELPs, there is
a substantial difference between hydrophobic and hydrophilic SASA; both SASAs decrease
with the temperature increase and drop at around 335 K. The abrupt decrease in the
SASAs of both hydrophilic and hydrophobic groups can be seen in the temperature range
from ~330 K to ~335 K, which coincides with the same temperature window attributed
to the changes in the hydrogen bond network and the conformation of 90-mer (VPGVG)n
ELPs. This finding further supports the notion that the LCST of 90-mer (VPGVG)n ELPs is
predicted to be at 332.5 ± 2.5 K [23].
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PNIPAM (e) 18-mer and (f) 90-mer, with (black) overall SASA of hydrophobic groups, (red dash)
SASA of backbone, and (blue) SASA from isopropyl moieties in the side chain.

Since hydrophilic groups of PNIPAM do not substantially contribute to the change in
SASA with temperature, we next examine the contributions of hydrophobic groups located
on the side chains and the backbone to SASA (Figure 6e,f). The isopropyl hydrophobic
groups on the side-chain shows the most significant reduction in SASA with an increase
in temperature from 6800 to 6100 Å2, compared to the SASA of the hydrophobic groups
in the backbone, which decreases from 670 to 475 Å2.This trend is true for both 18-mer
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and 90-mer PNIPAM. This shows that the dehydration of the isopropyl groups located
on the side chain plays an important role in determining the LCST transition in PNIPAM,
which agrees with previous observations that the local environment around the PNIPAM
isopropyl domains changes around LCST [83,84].

The analysis of SASA shown in Figure 6 indicates that the origin of the LCST transition
in both (VPGVG)n ELPs and PNIPAM is associated with the decrease in SASA. In particular,
the SASA of both hydrophilic and hydrophobic groups of 90-mer (VPGVG)n ELPs decreases
when temperature increases above ~330 K. However, in the case of 90-mer PNIPAM,
a significant decrease in SASA of hydrophobic groups is observed with an increase in
temperature. Moreover, in PNIPAM, the dehydration of side-chains drives the LCST
transition. The LCST transition in (VPGVG)n ELPs can be associated with the dehydration
of both hydrophilic and hydrophobic groups. Moreover, the decrease in the SASA near
hydrophilic groups in the backbone of (VPGVG)n ELPs could facilitate the formation of β-
sheets [27]. This implies that the structural mechanism of the LCST transition in (VPGVG)n
ELPs may be different than that of PNIPAM.

3.3. Analysis of Hydrogen Bonds between Polymer and Polymer

We then explored the effect of solvation dynamics, chain length, temperature, and LCST
transition in (VPGVG)n ELPs and PNIPAM on intra-molecular interactions. In the case
of PNIPAM, we have calculated the hydrogen bonds between the hydrophilic groups of
PNIPAM side-chains (C=O and >N–H). Figure 7a,b show the hydrogen bonds between
polymer and polymer for short and long chains, respectively, at all simulated temperatures.
For both 18-mer and 90-mer PNIPAM, the number of hydrogen bonds between polymer
and polymer increase above the LCST of PNIPAM (temperature >> ~310 K). This could
be due to the fact that the structure of water near hydrophilic groups of 18-mer and
90-mer PNIPAM changes slightly as the temperature is raised above its LCST (Figure S5).
The increase in the extent of polymer–polymer hydrogen bonds may stabilize polymer
conformation above its inverse temperature transition.

Figure 7c,d show the number of peptide–peptide hydrogen bonds per amino acid
in both short- and long-chain (VPGVG)n ELPs, respectively. In the case of short-chain
(VPGVG)n ELPs, as can be seen in Figure 7c, there is no significant change in the number
of hydrogen bonds at all simulated temperatures. This could be because the extent of
solvation does not change for short chains of (VPGVG)n ELPs at all simulated tempera-
ture, which prohibits hydrogen bond formation between (VPGVG)n ELPs. In the case of
90-mer (VPGVG)n ELPs, a significant increase in the intra-peptide hydrogen bonds can
be observed at ~350 K. This suggests that due to structural rearrangement in the first and
second hydration water shell near the backbone of (VPGVG)n ELPs above their LCST
(T ≥ ~335 K), the number of peptide–peptide hydrogen bonds has increased. This increase
in intra-peptide hydrogen bonds may stabilize the structure of (VPGVG)n ELPs above
its LCST. Overall, the contribution of intra-peptide hydration and the strength of intra-
molecular peptide interaction become accentuated in a critical temperature window (i.e., at
around ~330 K to ~335 K).

The probability distributions as a function of residue-distance (∆N) for intra-chain
hydrogen bonding time (HBT) are calculated for ELPs and PNIPAM at 290 K (below LCST)
and 350 K (above LCST) (Figure 8). Residue distance, ∆N, is defined as the number of
residues that separate the acceptor–donor pair of hydrogen bonding. Probability distri-
bution curves are averaged over temperatures below and above LCST separately (Figure
S9). The profiles of 90-mer ELPs at low temperatures show a higher peak at short ∆N
residue distance as compared to that probability distribution of HBT at high temperatures
(Figure 8b) roughly above LCST, but they also show less distribution probability of hydro-
gen bonding time for a larger ∆N of acceptor–donor pairs. This indicates denser and more
stable hydrogen bonds at a longer residue distance (∆N) and temperatures above LCST for
ELPs. Together with increasing in hydrogen bonding time at a larger ∆N, the snapshot of
ELPs at ~350 K shows a more compact structure as compared to the snapshot at ~290 K.
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In the case of 90-mer PNIPAMs, as shown in Figure 8a, the probability distribution profile
of ∆N shows an increase in the extent of intra-chain hydrogen bonding time as a function of
temperature as in ELPs, above and below the LCST of PNIPAM. The majority of hydrogen
bonding times are for shorter residue distance ∆Ns. In Figure S9b, when temperature
is above 305 K, the probability profile shows clear minor peaks for the larger ∆N. This
indicates an increase in the extent of hydrogen bonds at longer residue distances (∆Ns)
above its LCST. As shown in the snapshot of PNIPAM in Figure 8a, at ~350 K, a globular or
spherical PNIPAM structure is prominent above LCST. The increase in intra-chain hydrogen
bonding time for a larger ∆N helps to stabilize the compact structures for both 90-mer ELPs
and PNIPAM above its inverse temperature transition.

Physchem 2022, 2, FOR PEER REVIEW  12 
 

 

polymer and polymer for short and long chains, respectively, at all simulated tempera-
tures. For both 18-mer and 90-mer PNIPAM, the number of hydrogen bonds between pol-
ymer and polymer increase above the LCST of PNIPAM (temperature >> ~310 K). This 
could be due to the fact that the structure of water near hydrophilic groups of 18-mer and 
90-mer PNIPAM changes slightly as the temperature is raised above its LCST (Figure S5). 
The increase in the extent of polymer–polymer hydrogen bonds may stabilize polymer 
conformation above its inverse temperature transition. 

 
Figure 7. Hydrogen bonds between hydrophilic groups (C=O and >N–H) within polymer as a func-
tion of temperature for (a) 18-mer PNIPAM and (b) 90-mer PNIPAM. Number of intra-peptide hy-
drogen bonds per residues as a function of temperature for (c) 18-mer and (d) 90-mer ELP, 
GVG(VPGVG)3 and (VPGVG)18, respectively. 

Figure 7c,d show the number of peptide–peptide hydrogen bonds per amino acid in 
both short- and long-chain (VPGVG)n ELPs, respectively. In the case of short-chain 
(VPGVG)n ELPs, as can be seen in Figure 7c, there is no significant change in the number 
of hydrogen bonds at all simulated temperatures. This could be because the extent of solv-
ation does not change for short chains of (VPGVG)n ELPs at all simulated temperature, 
which prohibits hydrogen bond formation between (VPGVG)n ELPs. In the case of 90-mer 
(VPGVG)n ELPs, a significant increase in the intra-peptide hydrogen bonds can be ob-
served at ~350 K. This suggests that due to structural rearrangement in the first and second 
hydration water shell near the backbone of (VPGVG)n ELPs above their LCST (T ≥ ~335 
K), the number of peptide–peptide hydrogen bonds has increased. This increase in intra-
peptide hydrogen bonds may stabilize the structure of (VPGVG)n ELPs above its LCST. 
Overall, the contribution of intra-peptide hydration and the strength of intra-molecular 
peptide interaction become accentuated in a critical temperature window (i.e., at around 
~330 K to ~335 K). 

The probability distributions as a function of residue-distance (∆N) for intra-chain 
hydrogen bonding time (HBT) are calculated for ELPs and PNIPAM at 290 K (below 
LCST) and 350 K (above LCST) (Figure 8). Residue distance, ∆N, is defined as the number 
of residues that separate the acceptor–donor pair of hydrogen bonding. Probability distri-
bution curves are averaged over temperatures below and above LCST separately (Figure 

Figure 7. Hydrogen bonds between hydrophilic groups (C=O and >N–H) within polymer as a func-
tion of temperature for (a) 18-mer PNIPAM and (b) 90-mer PNIPAM. Number of intra-peptide hydro-
gen bonds per residues as a function of temperature for (c) 18-mer and (d) 90-mer ELP, GVG(VPGVG)3

and (VPGVG)18, respectively.



Physchem 2022, 2 66

Physchem 2022, 2, FOR PEER REVIEW  13 
 

 

S9). The profiles of 90-mer ELPs at low temperatures show a higher peak at short ∆N res-
idue distance as compared to that probability distribution of HBT at high temperatures 
(Figure 8b) roughly above LCST, but they also show less distribution probability of hy-
drogen bonding time for a larger ∆N of acceptor–donor pairs. This indicates denser and 
more stable hydrogen bonds at a longer residue distance (∆N) and temperatures above 
LCST for ELPs. Together with increasing in hydrogen bonding time at a larger ∆N, the 
snapshot of ELPs at ~350 K shows a more compact structure as compared to the snapshot 
at ~290 K. In the case of 90-mer PNIPAMs, as shown in Figure 8a, the probability distri-
bution profile of ∆N shows an increase in the extent of intra-chain hydrogen bonding time 
as a function of temperature as in ELPs, above and below the LCST of PNIPAM. The ma-
jority of hydrogen bonding times are for shorter residue distance ∆Ns. In Figure S9b, when 
temperature is above 305 K, the probability profile shows clear minor peaks for the larger 
∆N. This indicates an increase in the extent of hydrogen bonds at longer residue distances 
(∆Ns) above its LCST. As shown in the snapshot of PNIPAM in Figure 8a, at ~350 K, a 
globular or spherical PNIPAM structure is prominent above LCST. The increase in intra-
chain hydrogen bonding time for a larger ∆N helps to stabilize the compact structures for 
both 90-mer ELPs and PNIPAM above its inverse temperature transition. 

 
Figure 8. Hydrogen bonding time (HBT) probability distribution as function of residue distance 
(∆N) for (a) 90-mer PNIPAM and (b) 90-mer ELPs, respectively for temperatures below LCST (black 
curve) and above LCST (red curve). For ELP, the high temperature curve is averaged for simulations 
at temperatures above 325 K. For 90-mer PNIPAM, the high temperature curve is averaged for sim-
ulations at temperatures above 310 K. Final simulation snapshots of 90-mer PNIPAM and ELP are 
shown for ~290 K and ~350 K. 

4. Conclusions 
All-atom molecular dynamics (MD) simulations of elastin-like polypeptides (ELPs) 

and poly(N-isopropylacrylamide) (PNIPAM) in aqueous solutions were conducted to in-
vestigate the LCST transition and solvation dynamics. Single chains of ELPs with a Val-
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simulations at temperatures above 310 K. Final simulation snapshots of 90-mer PNIPAM and ELP are
shown for ~290 K and ~350 K.

4. Conclusions

All-atom molecular dynamics (MD) simulations of elastin-like polypeptides (ELPs)
and poly(N-isopropylacrylamide) (PNIPAM) in aqueous solutions were conducted to
investigate the LCST transition and solvation dynamics. Single chains of ELPs with a
Val-Pro-Gly-Val-Gly (VPGVG) sequence and PNIPAM with 18 and 90 monomer units
(18-mer and 90-mer) were studied at a range of temperatures from ~280 K to ~380 K.
The analysis of simulation trajectories revealed that the value of the radius of gyration
(Rg) for short 18-mer (VPGVG)n ELPs fluctuates around the average value, suggesting a
lack of inverse temperature transition. The simulations of 18-mer PNIPAM may imply the
presence of LCST through the decrease in the value of Rg and the presence of PNIPAM
chain configurations with multiple folds when the temperature is raised above ~305 K.
In the case of 90-mer of PNIPAM, a significant decrease in the Rg value was observed
upon increasing the temperature above their respective LCSTs. A gradual transition to
a reduced radius of gyration was observed for 90-mer (VPGVG)n ELPs, which is also
described as smooth shifts of structural transitions under the single-molecule scale from
Tarakanova et al. [22]. This decrease in the Rg suggests a presence of compact structures of
(VPGVG)n ELPs and PNIPAM above their LCST as compared to below their LCST.
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The extent of the hydrogen bonds between polymer and water (npw) and the number of
water molecules (Nw) in the first hydration shell for 18-mer (VPGVG)n ELPs and PNIPAM
are similar for below and above LCST. Similarly, for 90-mer PNIPAM, both npw and Nw
do not show any significant changes when temperature is raised above their LCST. This
indicates that the structure of water near the hydrophilic groups of 18-mer of (VPGVG)n
ELPs and 18-mer and 90-mer of PNIPAM does not change significantly in response to LCST
transition. However, in the case of 90-mer (VPGVG)n ELPs, two different clusters of npw and
Nw can be observed below and above their LCST. This suggests that the structure of water
near the hydrophilic groups of 90-mer (VPGVG)n ELPs changes when the temperature is
raised above their LCST. Abrupt transitions in partial dehydration along the polymer chain
between amide groups were observed for both 90-mer PNIPAM and 90-mer (VPGVG)n
ELPs. This localized transition during dehydration might not translated to the abrupt
coil collapse, which supports a collective phenomenon that originates from the correlated
gradual changes in a single polypeptide.

The analysis of RDF for hydrophilic and hydrophobic atoms in 18-mer of (VPGVG)n
ELPs and PNIPAM with water molecules and calculations of solvent accessible surface area
(SASA) indicates that the structure of water in the first hydration shell of the
18-mer is similar below and above the LCST. In the case of 90-mer (VPGVG)n ELPs and
PNIPAM, the structure of water near the polymer changes significantly as compared to
below the LCST. Raising the temperature above the LCST of 90-mer (VPGVG)n ELPs re-
sults in a decrease in SASA near its hydrophilic and hydrophobic groups, which indicates
significant rearrangements of water in the first hydration shell of 90-mer (VPGVG)n ELPs.
On the other hand, the SASA of the hydrophobic groups of 90-mer PNIPAM decreases
significantly above its LCST, which suggests the decrease in the extent of hydration of its
hydrophobic groups. More specifically, in the case of 90-mer PNIPAM, the dehydration of
the hydrophobic groups in the side-chain of PNIPAM, namely the isopropyl group, drives
the LCST transition. This implies that the mechanism of the LCST transition in (VPGVG)n
ELPs may be different than PNIPAM.

The analysis of hydrogen bonds between polymer and polymer suggests that for
18-mer of ELPs and PNIPAM, there is no significant difference in the extent of hydrogen
bonding above their LCST as compared to below the LCST. This suggests a lack of LCST
inverse temperature transition in the 18-mer of both ELPs and PNIPAM. In contrast,
the 90-mer (VPGVG)n ELPs and PNIPAM show an increase in the extent of hydrogen
bonds above their LCST. This increase in the extent of hydrogen bonding can be attributed
to the LCST inverse temperature transition in the 90-mer of (VPGVG)n ELPs and PNIPAM.
As shown in the probability distribution of intra-chain hydrogen bonding time as a function
of ∆N, when temperature increases, higher hydrogen bonding time distribution probability
at a longer residue distance(∆N) is associated with the smaller Rg and implies a more stable
and compact PNIPAM and ELP structures above LCST. Based on our simulations, the LCST
inverse temperature transition in 90-mer ELPs can be attributed to a combination of thermal
disruption of the network of the proximal water near both the backbone and side chain
of (VPGVG)n ELPs, a reduction in the SASA of its hydrophilic and hydrophobic groups,
accompanied by increase in the secondary structure and abrupt transition in dehydration
along the backbone above its LCST. In the case of 90-mer of PNIPAM, the LCST inverse
temperature transition is the result of the combination of a reduction in the SASA of its
hydrophobic groups, the formation of intra-chain hydrogen bonds together with the partial
dehydration of sidechain groups above its LCST. Our study provides new insights toward
the atomistic mechanism of the LCST transition and solvation dynamics in (VPGVG)n ELPs
and PNIPAM.
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Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/physchem2010005/s1, Figure S1: Chemical structure of PNIPAM
monomer and (VPGVG) ELPs; Figure S2: Partial charges calculated using different methods or
different force field; Figure S3: Radius of gyration as a function of various partial charges; Table S1:
Partial charges from AMBER force field; Figure S4: Orientational relaxation of backbone carbon-
carbon bonds; Figures S5–S8: Radial distribution functions between PNIPAM and ELP and water;
Figure S9: Hydrogen bonding time probability distribution for PNIPAM and ELP; Table S2: Radius of
gyration for PNIPAM and ELP. References [85,86] are cited in the Supplementary Materials.
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