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Abstract: Self-assembly of macromolecules with ligands is an intricate dynamic process that
depends on a wide variety of parameters and forms the basis of many essential biological processes.
We elucidate the underlying energetic processes of self-assembly in a model system consisting of
amphiphilic core-shell polymers interacting with paramagnetic, amphiphilic ligand molecules from
temperature-dependent continuous wave electron paramagnetic resonance (CW EPR) spectroscopy
subsequent to spectral simulation. The involved processes as observed from the ligands’ point of
view are either based on temperature-dependent association constants (KA,j,k) or dynamic rotational
regime interconversion (IC) constants (KIC,j,k). The interconversion process describes a transition
from Brownian (b1) towards free (b2) diffusion of ligand. Both processes exhibit non-linear van’t
Hoff (lnK vs. T−1) plots in the temperature range of liquid water and we retrieve decisive dynamic
information of the system from the energetic fingerprints of ligands on the nanoscale, especially from
the temperature-dependent interconversion heat capacity (∆C◦

P,IC).

Keywords: amphiphilic polymers; core-shell polymers; ligand binding; ESR/EPR spectroscopy;
binding thermodynamics

1. Introduction

Thermodynamic profiles of macromolecules are nowadays routinely obtained with calorimetric
methods. While differential scanning calorimetry (DSC) directly monitors phase transition
temperatures (Tm) [1] and molar heat capacity changes (∆CP) [2], isothermal titration calorimetry
(ITC) additionally delivers a quantitative account of interactions in solution, such as small molecule
binding to macromolecules with their corresponding binding stoichiometry (N), association constants
(KA) and molar enthalpy changes (∆H) [3]. Depending on the macromolecular system the resulting
thermodynamic quantities (∆H, ∆S = molar entropy changes, ∆G = molar free energy changes, ∆CP)
may also be explicitly temperature-dependent. In case a physically or chemically induced phase
transition of a macromolecule occurs, e.g., from a folded to an unfolded state or a dimerization,
the corresponding van’t Hoff plot, i.e., a graph of lnK plotted versus reciprocal temperature T−1,
exhibits an inflection point representing the midpoint transition temperature Tm of the involved
process. Otherwise, the van’t Hoff plot will be linear [4]. The observation of non-linear van’t Hoff
plots was first reported by Brandts [5] and several other groups [6,7], subsequently. Several strategies
have been developed to extract thermodynamic parameters from curves deviating from linearity.
Although being considered as an exotic analytical method, thermodynamic calorimetry [8] can be
used to obtain thermodynamic data from any physico-chemical (here spectroscopic) approach in
which heats of reaction cannot be measured directly. One only needs the ability to simultaneously
record and distinguish two different dynamic, temperature-dependent states of a macromolecular

Polymers 2017, 9, 324; doi:10.3390/polym9080324 www.mdpi.com/journal/polymers

http://www.mdpi.com/journal/polymers
http://www.mdpi.com
http://dx.doi.org/10.3390/polym9080324
http://www.mdpi.com/journal/polymers


Polymers 2017, 9, 324 2 of 18

system that are linked by an equilibrium constant K. The most common approach for quantitative
evaluations of non-linear van’t Hoff plots comprises the application of second [5,9,10] or higher
order [4,11] polynomials for modeling the temperature dependence of lnK as a function of T−1 and
the general subsequent calculation of changes in molar enthalpy (∆H), molar entropy (∆S) and molar
heat capacity (∆CP). In the last decades, this method has been successfully applied in investigations of
proteins and was adopted for methods such as hydrophobic interaction chromatography (HIC) [9],
reversed-phase high performance liquid chromatography (RP-HPLC) [4,12], CW EPR [13], pulsed EPR
as double electron–electron resonance (DEER) [14] and also calorimetric methods as DSC [11,15,16] and
ITC [17–19]. The physical reason for this non-linear temperature dependence of ∆H is ascribed to large
molar heat capacity changes ∆CP mainly originating from a change in buried nonpolar surface area as
a hallmark of the hydrophobic effect [20] and a change in internal vibrational modes [2]. At neutral pH,
electrostatic interactions, e.g., in proteins, are usually weak compared to the hydrophobic effect [21].
In our study, we deal with amphiphilic core-shell polymers [22] with a hydrophilic polyglycerol
shell (Sm), and a hydrophobic alkylene core (Cn), with indices m indicating the number of glycerol
monomers and n being the number of methylene groups of the alkylene chain, respectively (Figure 1a).
In these systems electrostatic interactions can be considered negligible.
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diffusion process [24,25]. 

Figure 1. Chemical structure of the amphiphilic self-organizing components and essential dynamic
regimes of 16-DSA. (a) Amphiphilic core-shell polymers CnSm with degree of polymerization N and
(b) the amphiphilic 16-DSA (16-doxyl stearic acid) spin probe bearing a paramagnetic nitroxide moiety
(NO•) with color coded hydrophobic (red) and hydrophilic (blue) topological regions; (c) Schematic
model for dynamic hydrophobic binding (KA) and dynamic hydrophobic interconversion (KIC) of
16-DSA in free (f ) and bound (b comprising b1 and b2) rotational regimes in core-shell-polymers adopted
from ref. [23]. The symbols ki denote two independent processes with rate constants k1 and k2, whereas
ψ is the spontaneous diffusion-tilt angle of the 16-DSA molecular axis in the so-called free diffusion
process [24,25].
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Synthesis of various core-shell structures of this kind and associated EPR-spectroscopic details
have already been presented in previous publications [23,26]. In water, this system may be conceptually
reduced to mainly consist of dipolar H-bonding and hydrophobic interactions between ligand,
water and substrate as an appropriate model that emulates hydrophobic binding to more complex
polypeptide chains. The molecular basis of such dynamic intra- and intermolecular amphiphilic
assemblies is not well understood for large and complex systems. Therefore, we provide an example
that may aid in overcoming the lack of appropriate systems that facilitate a simplified functional
view [27]. In our previous EPR study, we reported astonishing tunable dynamic hydrophobic attachment
properties of stearic acid derivatives (16-DSA, Figure 1b) to core-shell polymers C6S32 and C11S14.
The association constant KA is derived from the relative fractions φi,j,k of purely free (f ) and bound (b)
ligands (Figure 1c) as it was presented similarly by Flewelling et al. [28]. Particularly, the observed
interconversion equilibrium constant KIC (initially termed KAB in ref. [23]) that describes the proposed
temperature-induced dynamic switching from Brownian (b1) to free (b2) diffusion of bound 16-DSA
molecules, appears to contain nanoscopic information on slight changes in polymer dynamics that
will be analyzed thoroughly in this study. In contrast to conventional Brownian rotational diffusion,
free rotational diffusion in EPR spectroscopy was defined for spontaneous reorientations of molecular
axes by consecutive arbitrary angles ψ [24,25,29]. These different immobilized modes of diffusion are
usually defined by the microscopic order-macroscopic disorder (MOMD) model [30]. Both rotational
regimes could be distinguished from rigorous simulations of EPR spectra revealing a difference in
intrinsic rotational correlation times τc by a scaling factor of about 2.4–3.4 [23], which is quite close to
the theoretical value of 71/2 ≈ 2.65 calculated for the two types of rotational motions. In ref. [23] we
described (i) the just mentioned dynamic switching or interconversion from Brownian to free diffusion
(KIC) of 16-DSA from spectral deconvolution to fractions b1, b2 and f in CW EPR, (ii) the stealth effect
of the hydrophilic shell (Sm), as well as its spatial hydrophilic collapse and (iii) partial aggregation of
polymers as obtained from dynamic light scattering (DLS) results, (iv) adjustability of the dissociation
constant (KD,k) and (v) the tunable number of binding sites or binding regions per polymer (NL,k).

Several van’t Hoff approaches were applied in EPR to describe dynamic interconversion-like
processes of paramagnetic moieties in proteins (linear) [31,32], as well as in order parameters (S) from
membrane-bound lipid spin probes (non-linear) [13,33,34], but to the best of our knowledge there
is no reported study analyzing non-linear van’t Hoff plots to investigate interconversion processes
of bound ligand states to individual macromolecules. So, beyond the specific characterization of
the dynamic hydrophobic attachment of amphiphilic molecules to the core-shell polymers we here
provide a guideline for employing spin probing and EPR spectroscopy to macromolecules for complex
nanoscopic thermodynamic analyses.

Moreover, EPR spectroscopy simultaneously resolves different physical properties of the ensemble,
monitoring e.g., polarity and rotational diffusion from small ligand molecules attached to or expelled
from macromolecules at the nanoscopic scale. This facilitates the observation and discrimination
of intrinsic motions and their changes, especially upon induction of external physical or chemical
stimuli [13]. Furthermore, this study offers a general treatise concentrating exclusively on ligand
binding thermodynamics while proving an unconventional strategy to advance towards an EPR-based
quantification of the physical driving forces of ligand binding to macromolecules.

2. Materials and Methods

2.1. Materials

Synthesis of the core-shell structures presented here and associated EPR-spectroscopic details
have already been presented in previous publications [23,26].
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2.2. Methods

2.2.1. EPR Spectroscopy

Sample preparation, EPR data collection (Figure 2) and strategies for spectral simulations have
already been explicitly described and discussed in ref. [23]. The most important findings being also
essential for this continuative study are given in Table 1. Datasets that allow the construction of KA,j,k
and KIC,j,k are given in Supplementary Tables S1–S4 so that the reader may completely recalculate
our findings.

2.2.2. Thermodynamic Analysis of EPR Data

All calculations of thermodynamic quantities emerging from equilibrium constants KA,j,k
(Figure 3a) and KIC,j,k (Figure 3b) have been facilitated with fit parameters obtained with linear,
polynomial and exponential curve regression methods in Microcal Origin 8 (Supplementary Figure S1
and Supplementary Tables S5 and S6). Thermodynamic functions for lnKIC,j,k, ∆G◦

IC,j,k, ∆H◦
IC,j,k,

∆S◦
IC,j,k and ∆C◦

P,IC,j,k as shown in Figure 4 were computed in a quasi-continuous 500 point grid
corresponding to a 0.08–0.18 K temperature resolution. This was done with homewritten codes in
MATLAB R2008b (v7.7, The MathWorks, Inc., Natick, MA, USA). Therein, the fit parameters from the
aforementioned curve regressions in Origin were incorporated.

2.2.3. DSC Measurements

Differential Scanning Calorimetry (DSC) was performed with a Microcal VP-DSC (MicroCal Inc.,
Northampton, MA, USA). In all experiments we used a heating rate of 0.5 K/min and a cooling rate of
1 K/min. Data were recorded with a time resolution of 4 s in the temperature range of 5–95 ◦C, the
same temperature range as for previous EPR experiments [23]. Three consecutive up- and down scans
were performed for each sample to allow equilibration and to prove the reproducibility. The presented
curves originate from the second heating scan (Supplementary Figure S2). The third heating scan
was identical to the second one. C6S32/16-DSA and C11S14/16-DSA suspensions were prepared
as for the EPR experiments and loaded to the sample cell. The concentration of macromonomers
was 1.66 and 1.78 mM and the 16-DSA concentration was 29.1 and 18.4 µM for C6S32/16-DSA and
C11S14/16-DSA, respectively. In addition, 16-DSA was measured without polymers below its critical
micellization concentration (CMC) at pH 8.0–9.5 (KOH). The reference cell was filled with degassed
ultrapure water. From all presented polymer/16-DSA thermograms a water/water reference as
well as a thermogram of pure 16-DSA was subtracted, before normalizing ∆CP to the macrounimer
concentrations. Data processing was performed with the DSC module for ORIGIN software supplied
by MicroCal Inc., Northampton, MA, USA.

3. Results

3.1. Thermodynamic Considerations for 16-DSA Ligand Binding to CnSm Core-Shell Polymers

The basis for our analytic approach is the presence of thermodynamic equilibria between distinct
dynamic states in the ligand ensemble that have separable EPR spectroscopic features representing the
corresponding microenvironments. In particular, the association constant KA and the interconversion
constant KIC values can be assessed by the different fractions φi,j,k of free (f ) and bound (b1, b2) dynamic
regimes of 16-DSA interacting in a temperature-dependent manner with the polymers as shown in
Figure 2. Where appropriate, temperatures are from now on abbreviated by index j in ◦C, dynamic
regimes by index i and polymers by index k (k = 6 for C6S32 and k = 11 for C11S14). The resulting
multicomponent EPR spectra can be thoroughly analyzed using spectral simulations as it has already
been discussed extensively in ref. [23]. For example, insets I and II in Figure 2 show how the free
spectral component f vanishes with rising temperature in favor of an ever growing b2 component,
while simultaneously the b1 component vanishes noticeably with increasing temperature. Thus, we are
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able to observe the two different dynamic processes from the ligands’ point of view: either being free
or bound (KA,j,k from φf,j,k and φb,j,k) and also being in the Brownian (b1) or in the free diffusion regime
(b2) (KIC,j,k is obtained from φb1,j,k and φb2,j,k) from each temperature-dependent EPR spectrum Sj,k(B).
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on the right. EPR spectra were recorded [23] in the temperature range of 5 to 95 ◦C in steps of 5 K
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For our thermodynamic analysis, it is therefore inevitable to develop simple kinetic models
for the quantitative description of the strong temperature dependences of 16-DSA association and
interconversion of rotational diffusion regimes while bound to the C6S32 and C11S14 polymers. First,
we propose a general kinetic model for the interconversion process from Brownian (b1) to free diffusion
(b2) with the rate equation:

b1
k1,j,k−−−⇀↽−−−
k−1,j,k

b2 (1)

while assuming a temperature-dependent equilibrium of forward (k1,j,k) and backward reaction (k–1,j,k)
at each temperature j corresponding to an equilibrium constant KIC,j,k that is defined as:

KIC,j,k =
k1,j,k

k−1,j,k
=

φb2,j,k

φb1,j,k
=

φb2,j,k(
1 − φb2,j,k

) =
[L]b2,j,k

[L]b1,j,k
(2)

with φb,j,k being the temperature-dependent spectral fraction i of each bound component b1 or b2

and [L]b,j,k is the corresponding concentration of ligand in the two bound regimes. Secondly, the
convenient binding of a ligand L itself to a hypothetical arbitrary binding site or receptor R gives the
receptor-ligand-complex RL by the relation [35]:

R + L
k2,j,k−−−⇀↽−−−
k−2,j,k

RL (3)

where k2,j,k is the association rate constant and k–2,j,k is the dissociation rate constant. Due to the mass
action law the equilibrium association constant KA,j,k is given by:
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KA,j,k =
[RL]j,k

[R] f ,j,k[L] f ,j,k
(4)

with [R]f,j,k being the free receptor concentration, [L]f,j,k the free ligand concentration and [RL]j,k the
concentration of the receptor-ligand-complex, all of which can also be substituted by the fractions
φi,j,k of each spectral component. [RL]j,k may simply be replaced by the bound fraction of ligand
[L]b,j,k = [L]b1,j,k + [L]b2,j,k that is directly accessible from spectral deconvolution (Supplementary
Tables S1 and S3). As we encounter tight binding characteristics with a total ligand concentration [L]t,k
that by far exceeds the free ligand concentration [L]f,j,k in our self-organized systems ([L]f,j,k << [L]t,k),
Equation (4) must be rewritten as [35]:

KA,j,k =
[RL]j,k

([R] t,k − [RL]j,k) · ([L] t,k − [RL]j,k)
(5)

where [R]t,k is the total receptor or binding site concentration. After several rearrangements expressing
the polymer concentration cP,k and the receptor number NL,k (Table 1) in terms of total receptor
concentration [R]t,k = cP,k·NL,k, it can be shown that a simple and practical formula emerges that
contains only terms that are experimentally accessible from EPR spectroscopy and sample preparation:

KA,j,k =

[
[R]t,k

(
[L]t,k
[L]b,j,k

− 1

)
− [L] f ,j,k

]−1

(6)

An explicit derivation of Equation (6) is given in the Supplementary Information (Equation (S9)).
The individual values that have been used for our analysis are given in Table 1 and Supplementary
Tables S1–S4 and are taken from previous studies [23,26]. The values for cP,k and NL,k are assumed to
remain largely constant over the whole observed temperature range as they predominantly dependent
on the degree of polymerization N [23].

Table 1. Established structural and dynamic parameters of the core-shell polymers [23,26].

Method Parameter C6S32 C11S14

MWMM
a (kDa) 2.72 1.46

SEC MALLS b,c MW (kDa) 470.0 64.3
N d 172.8 44.0

PDIMM
e 1.11 1.25

DLS c HCT f (◦C) 30–40 –
DHAT g (◦C) >35 <35

EPR c DRO h f, b1, b2 f, b1, b2
KD,25,k

i (µM) 28.82 ± 2.57 2.42 ± 0.35
KA,25,k

i (M−1) (3.47 ± 0.31) × 104 (4.13 ± 0.60) × 105

NL,k
j 11.82 ± 1.37 1.96 ± 0.35

NL,k·cP,k (mM) 1.005 1.219
aiso,b

k (G) 15.27 15.14
aiso,f

l (G) 15.79 15.78
a MWMM = Theoretical molecular weight of the macromonomers; b ref. [23]; c ref. [26]; d N = Degree of
polymerization; e PDIMM = Polydispersity index of the macromonomers; f HCT = Hydrophilic collapse temperature;
g DHAT = Dynamic hydrophobic aggregation temperature; h DRO = Dynamic regime occupation from 5–95 ◦C
(C6S32) and 5–45 ◦C (C11S14) with free (f ), and the two bound (b1, b2) regimes; i KD,25,k = dissociation constant [23]
of 16-DSA probing polymers k at T = 25 ◦C together with the corresponding association constant KA,25,k and
j NL,k = number of receptors per polymer determined from Scatchard plots [23] at T = 25 ◦C; k aiso,b = isotropic
hyperfine coupling constant at T = 25 ◦C as a hydrophobic core polarity index of bound (bi) spin probes (16-DSA).
The lower this aiso,b value, the less polar the probed environment; l aiso,f = isotropic hyperfine coupling constant at
T = 25 ◦C for free (f ) spin probes (16-DSA) in aqueous environment [23].
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First, we study the temperature dependence of the association constant KA,j,k in a van’t Hoff
plot, i.e., by plotting lnKA,j,k against inverse temperature in Figure 3a. For the C6S32 polymer, the
non-linear van’t Hoff plot can be significantly simplified by subdividing the process into separate
temperature regimes and inspecting the two regimes between 5–25 ◦C and 55–95 ◦C first, where the
curve practically resembles straight lines (orange curve). Between 30–50 ◦C, the association constant
remains at a value of KA,j,6,max = (4.6 ± 0.2) × 104·M−1 that corresponds to a dissociation constant of
KD,j,6,min = (21.9 ± 0.1) µM (Supplementary Table S2).

However, in direct comparison the C11S14 polymer remarkably shows a straight decrease of
lnKA,j,k in the van’t Hoff plot between 5 to 45 ◦C (Figure 3a). In this context, the method of choice for a
quantitative analysis of van’t Hoff plots is the well-known linear extrapolation of data points, as the
principles of ligand binding energetics are described by [36]:

∆G◦
A,j,k = −RT ln KA,j,k = RT ln KD,j,k (7)

where KA,j,k and KD,j,k are the binding association and dissociation constants (KA,j,k = KD,j,k
−1) [35], R is

the universal gas constant and T is here the absolute temperature in Kelvin.
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constant (lnKA,j,k) and (b) the interconversion process between Brownian and free diffusion (lnKIC,j,k).
The C6S32 polymer curves are represented in orange and C11S14 polymer curves in green throughout
the whole manuscript. For raw data see Supplementary Tables S2 and S4.

We can now combine Equation (6) with Equation (7) to get an expression for lnKA,j,k as obtained
from our EPR data:

ln KA,j,k = − ln
[
[R]t,k

(
[L]t,k
[L]b,j,k

− 1
)
− [L] f ,j,k

]
= −

∆G◦
A,j,k

RT =
∆S◦

A,j,k
R −

∆H◦
A,j,k
R · 1

T

(8)

Here, ∆H◦
A,j,k/R is the slope and ∆S◦

A,j,k/R is the y-axis intercept of the straight line comprising the
standard molar enthalpy (∆H◦

A,j,k) and entropy changes (∆S◦
A,j,k) of the ligand association process

(see also Equation (S10)). The results from this analysis are shown in Table 2 and Supplementary
Table S5.



Polymers 2017, 9, 324 8 of 18

Table 2. Thermodynamic quantities of lnKA,j,k from CnSm polymers (T = 25 ◦C).

Quantity lnKA,j,k
a

j = 25 C6S32 C11S14

(j < 30) (j > 50) (j < 45)
∆G◦

A,25,k (kJ·mol−1) −25.9 ± 1.1 −28.9 ± 1.2 −31.7 ± 0.4
∆H◦

A,25,k (kJ·mol−1) 8.6 ± 0.5 −27.1 ± 0.7 17.5 ± 0.2
∆S◦A,25,k (J·mol−1·K−1) 115.7 ± 1.9 5.8 ± 1.9 165.2 ± 0.7

a Error margins have been determined from propagations of uncertainty according to Equations (S11)–(S14).

Linear fits to the experimental lnKA,j,k curves with an R2 between 0.9841 and 0.9989 are shown
in Supplementary Figure S1a–c. Apparently, 16-DSA association at low temperatures (T < 30 ◦C) is
reproduced by a line with negative slope for both polymers indicating a weakly endothermic binding
process (∆H◦

A,25,k > 0:8.6 kJ·mol−1 for C6S32 and 17.5 kJ·mol−1 for C11S14) with high positive entropy
changes of 115.7 J·mol−1·K−1 for the C6S32 polymer and 165.2 J·mol−1·K−1 for the C11S14 polymer
(∆S◦

A,25,k > 0).
Hence, this is an exergonic (∆G◦

A,25,k < 0) and an entropy driven [12] (∆H◦
A,25,k > 0, ∆S◦A,25,k > 0)

reaction in the investigated low temperature ranges (see Table 2). From our data we interpret that the
longer the alkylene spacer Cn and the more nonpolar the hydrophobic core (aiso,j,k, Table 1), the more
positive the entropy changes and the more endothermic the ligand association process become, where
thermal energy from the environment is converted into binding energy.

While linearity is found throughout the whole observable temperature range for C11S14, there
is a slope inversion between 30 ◦C < T < 50 ◦C for C6S32. For T > 50 ◦C the ligand binding
process is converted into a comparatively strong exothermic process (∆H◦

A,>50,6 = −27.1 kJ·mol−1)
with a much smaller entropy increase upon ligand association of ∆S◦

A,>50,6 = 5.8 J·mol−1·K−1

than for low temperatures (∆S◦
A,25,6 = 115.7 J·mol−1·K−1). So, this high temperature decrease in

ligand affinity can still be regarded as exergonic in terms of ligand binding (∆G◦
A,>50,6 < 0) and

was shown to be correlated with partial aggregation of C6S32 polymers for T > 35 ◦C (Table 1).
From DLS measurements and corresponding −log τc,j,k curves from EPR data [23] we identified a
partial hydrophobic polymer aggregation induced by a dynamic change in the C6S32 polymer–water
interaction between 30 ◦C < T < 40 ◦C (HCT, Table 1). This change was finally assigned to the collapse
of the hydrophilic shell. We conclude that this partial aggregation subsequent to the hydrophilic
shell collapse leads to a reduced fatty acid binding affinity with increasing temperature due to
sterical hindrance for ligand binding, accompanied by a consequent strong negative enthalpy change
(∆H◦

A,>50,6 < 0). Hence, the C11S14 polymer provides a higher binding affinity KA and entropy gain for
T < 35 ◦C (∆S◦

A,25,11 > ∆S◦
A,25,6, Table 1) and therefore ligand binding to the hydrophobic core-region

is apparently enhanced by the absence of aggregation in direct comparison to the C6S32 polymer [23].
The strategy of extracting KA values is nowadays routinely applied in EPR spectroscopy [37–41]
corresponding to findings that can be made from ITC studies. Furthermore, in our study we refrain
from applying ITC as the solution properties may change decisively in chemical potential, pH, and
ionic strength upon 16-DSA ligand titration that is typically dissolved in potassium hydroxide (KOH).
Furthermore, the next section will expand this treatise to an analytic method that is assumed to be
exclusively accessible by EPR spectroscopy.

Regarding the temperature-dependent rotational diffusion regime interconversion constant KIC,j,k
as shown in Figure 3b, a more intricate approach is required compared with the ligand association
process. The aim is to introduce fit functions for lnKIC,j,k to reproduce the obtained van’t Hoff curve
shapes [4] as it was recently shown for gel and fluid-like phases in pulmonary surfactants by EPR [13].
These fit curves then facilitate the derivation of the required thermodynamic functions (∆H, ∆S, etc.).
For the lnKIC,j,k -plot in Figure 3b of the C6S32 and C11S14 polymers we henceforth observe non-linearity



Polymers 2017, 9, 324 9 of 18

for both polymers. Basically, the temperature dependence of equilibrium constants Ki is usually well
described by the practical form of the van’t Hoff equation [42,43].

d ln Ki

d
(

1
T

) = −∆Hv.H.

R
(9)

The interconversion processes in Figure 3b can therefore be thermodynamically evaluated with a
continuative set of equations [9,17]:

∆G◦
IC,j,k = −RT ln KIC,j,k = ∆H◦

IC,j,k − T∆S◦
IC,j,k (10)

∆C◦
P,IC,j,k =

(
∂∆H◦

IC,j,k

∂T

)
P

(11)

The fit functions for the curves of lnKIC,j,k vs. T−1 for C6S32 and C11S14 polymers that have been
found to describe the curve progressions best are summarized in Table 3. While the C6S32-polymer
requires the application of a fourth order polynomial (Equation (12)), in case of C11S14 it suffices to
use a simple exponential function (Equation (16)) although not conventionally applied to such kind of
analysis. Equations (13)–(15) and (17)–(19) in Table 3 are then derived from Equations (12) and (16) by
applying the mathematical expressions in Equations (9)–(11). Both original non-linear fit curves of
data shown in Figure 3b are given in Supplementary Figure S1d,e.

Table 3. Thermodynamic functions derived from fit functions of both CnSm polymers.

C6S32 C11S14

ln KIC,j,6 = α1 +
α2
T + α3

T2 +
α4
T3 +

α5
T4 (12) ln KIC,j,11 = κ1 · e

1
κ2 ·T + κ3 (16)

∆H
◦

IC,j,6 = −R
(

α2 +
2α3
T + 3α4

T2 + 4α5
T3

)
(13) ∆H

◦

IC,j,11 = − κ1R
κ2

· e
1

κ2 ·T (17)

∆S
◦

IC,j,6 = R ·
(

α1 − α3
T2 − 2α4

T3 − 3α5
T4

)
(14) ∆S

◦

IC,j,11 = R ·
((

1 − κ2
T
)
· κ1 · e

1
κ2 ·T + κ3

)
(18)

∆C
◦

P,IC,j,6 = R ·
(

2α3
T2 + 6α4

T3 + 12α5
T4

)
(15) ∆C

◦

P,IC,j,11 = κ1R
κ2

2
· e

1
κ2 ·T

T2 (19)

In Figure 4 all fit-derived functions of Table 3 are plotted for both polymers in the whole
temperature range investigated. For a polynomial analysis of the C6S32 polymer the fit parameters are
αx (x = 1–5), while the fit parameters for the exponential analysis of the C11S14 polymer are denoted as
κy (y = 1–3). A complete set of fit parameters is given in Supplementary Table S6. From the functions
for lnKIC,j,k (Figure 4a), the free energy changes ∆G◦

IC,j,k of the interconversion process (Figure 4b)
are obtained in a straightforward procedure from the well-known relation ∆G◦

IC,j,k = −RTlnKIC,j,k in
compliance with Equation (7). It is reasonable to assume that the interconversion process of dynamic
ligand regimes may reflect a structural and/or dynamic transition in the combined ligand–polymer
systems. Hence, the system is in a state in which small structural perturbations may lead to changes
in stability and therefore to small changes in the melting temperatures Tm = ∆H◦·∆S◦−1 where free
energy is zero (∆G◦ = 0) [4,44], as it has been extensively discussed for proteins [45]. In the following,
we aim at tracking these dynamic instabilities of the rotational regime interconversion KIC with
the described strategies from protein biophysics [8]. This aspect of our analysis facilitates access to
thermodynamic properties of polymer-bound ligands from a nanoscopic view on the system without
measuring macroscopic properties like heat.

As the C11S14 polymer shows exponentially shaped curves for lnKIC,j,11, ∆G◦
IC,j,11, ∆H◦

IC,j,11,
∆S◦

IC,j,11 and ∆C◦
P,IC,j,11 (Figure 4a–e, green) without any zero crossings, we can assume that the

interconversion process from Brownian to free diffusion (KIC,j,11) is purely entropy driven at all
temperatures for this polymer (∆H◦

IC,j,11 > 0, ∆S◦
IC,j,11 > 0). The rise in positive ∆C◦

P,IC,j,11 with
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temperature denotes increased apolar hydration (∆CP > 0) [8] of the bound ligands illustrating the mere
opening of the buried core segments from low to higher temperatures without any macroscopically
detectable transitions (see below). As ligand association to this polymer can in principle be regarded
as being entropy driven and exergonic at all temperatures (∆H◦

A,j,11 > 0, ∆S◦
A,j,11 > 0, ∆G◦

A,j,11 < 0;
Table 2), this finding is also in agreement with our previous DLS data, as partial C11S14-aggregates were
shown to vanish above 35 ◦C increasing the ligands’ accessibility to the hydrophobic core (Table 1).
The reduction in the spectral fraction of strongly bound ligands (b1), however, goes along with a
simultaneous depletion of the free fraction (f ) of 16-DSA probes in our EPR spectra (Figure 2). Thus,
the ligand binding affinity (KA), i.e., the change from the free to b1-bound ligand state does not seem
to be correlated to the interconversion process (KIC).
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collapse is most pronounced as seen in DLS data [23]. So, the hydrophilic shell of the C6S32-polymer 
is in its most densely packed (RH,j,6,min) [23], and best ligand-binding (KA,j,6,max) state. Therefore, this 
characteristic temperature is from here on called performance temperature at TP = 34.8 °C. At this same 
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landscape leading to more ligands exhibiting free diffusion at temperatures above TP. While this 
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Figure 4. Graphical representation of the thermodynamic functions calculated from lnKIC,j,k.
Continuous depiction of (a) lnKIC,j,k vs. T from data in Supplementary Tables S2 and S4, Equations (12)
and (16), resulting in the (b) molar Gibb’s free energy change ∆G◦

IC,j,k with performance temperature
TP at 34.8 ◦C (gray), endergonic (∆G◦

IC > 0) and exergonic (∆G◦
IC < 0) regions; (c) Temperature-

dependent change of molar enthalpy ∆H◦
IC,j,k calculated from Equations (13) and (17) with endothermic

(∆H◦
IC > 0) and exothermic (∆H◦

IC < 0) regions; (d) Temperature-dependent change of molar entropy
T∆S◦IC,j,k calculated from Equations (14) and (18); (e) Change of molar heat capacity ∆C◦

P,IC,j,k with the
apolar dehydration temperature TAD = 38.8 ◦C (blue) highlighted, as calculated from Equations (15) and
(19). Regions of apolar hydration (∆C◦

P,IC > 0) and apolar dehydration (∆C◦
P,IC < 0); (f) Determination

of TP, TAD and compensation temperatures [4] TH1 and TH2 (red) for polymer C6S32 using the
normalized absolute values of the functional ratios [44] |∆S◦

IC,j,6/∆G◦
IC,j,6|, |∆S◦

IC,j,6/∆H◦
IC,j,6|

and |∆H◦
IC,j,6/∆C◦

P,IC,j,6| as denoted in Equations (20)–(22). In all figures C6S32 polymer curves are
represented in orange and C11S14 polymer curves are in green.

C6S32 exhibits a zero crossing for lnKIC,j,6 and ∆G◦
IC,j,6 at T = 34.8 ◦C (Figure 4a,b) when both

bound dynamic fractions b1 and b2 are occupied to exactly 50% each. Interestingly, this is also the
temperature region in which the amount of free ligand f is at its minimum and therefore KA,j,k is at its
maximum (Figure 3a). At this temperature, polymer aggregation is initiated and the hydrophilic shell
collapse is most pronounced as seen in DLS data [23]. So, the hydrophilic shell of the C6S32-polymer is
in its most densely packed (RH,j,6,min) [23], and best ligand-binding (KA,j,6,max) state. Therefore, this
characteristic temperature is from here on called performance temperature at TP = 34.8 ◦C. At this same
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temperature the bound ligands monitor a thermodynamic instability (∆G◦
IC,TP,6 = 0) of the energetic

landscape leading to more ligands exhibiting free diffusion at temperatures above TP. While this
interconversion process is endergonic at low temperatures (∆G◦

IC,<TP,6 > 0) it spontaneously proceeds
(∆G◦

IC,>TP,6 < 0, exergonic) at all temperatures above TP with the interconversion equilibrium being
then shifted towards free diffusion. From Figure 4c,d we can see that the interconversion equilibrium
(KIC,j,6) is entropy driven between about 12 ◦C < T < 85 ◦C (∆H◦

IC,12–85,6 > 0, T∆S◦
IC,12–85,6 > 0), and

enthalpy driven below and above these temperatures (∆H◦
IC,12>j>85,6 < 0, T∆S◦IC,12>j>85,6 < 0). Another

marked difference of bound ligands among the two polymers is the behavior of the change in molar
heat capacity ∆C◦

P,IC,j,k (Figure 4e) of the interconversion process.
While C11S14 has a positive and constantly increasing heat capacity change that is indicative of

apolar hydration by increased hydrophobic surface exposure of the polymer core, ∆C◦
P,IC,j,6 of C6S32

constantly decreases in the whole temperature range with a zero crossing at TAD = 38.8 ◦C, the apolar
dehydration temperature. This second characteristic temperature therefore marks the transition from a
system with slight apolar hydration below TAD to distinct apolar dehydration [8] of the ligands above TAD.
This can be directly correlated to the solvent accessibility of the hydrophobic core of the polymers,
where the bound paramagnetic ligand probes are located. The zero crossing of ∆C◦

P,IC,j,6 is also exactly
where ∆H◦

IC,j,6 and T∆S◦IC,j,6 have their individual overall maximum value (TAD = 38.8 ◦C) according
to Equation (11), as the ∆C◦

P,IC,j,6-curve exhibits a zero crossing where ∆H◦
IC,j,6 exhibits curve slope

inversion. This result is also completely in line with the observed onset of aggregation of the C6S32

polymers from DLS data (Table 1) and gives a test of the validity of our equations. As the C6S32

polymer is not aggregated below 35 ◦C, the hydrophobic fatty-acid bearing core in this state is much
more accessible to solvent and therefore accessible to apolar hydration.

This inverting behavior of the sign of ∆C◦
P,IC,j,6 can be directly linked to the hydrophilic shell

collapse and subsequent polymer aggregation. The endothermic, temperature-induced increase in
ligand affinity of polymer C11S14, that initially also occurs for C6S32, is therefore expected to counteract
the increased solvent hydration of the hydrophobic core and indirectly reflects its increased accessibility.
Due to the thinner hydrophilic shell, we assume that the hydrophobic surface exposure of C11S14 to
water is too high and cannot be counterbalanced by a (thick) hydrophilic shell collapse that induces
hydrophobic self-assembly and aggregation [27] as for polymer C6S32.

Nanoscopically derived, thermodynamic EPR data for polymer C6S32 support the picture of a
soft dynamical transition at TP = 34.8 ◦C to a more compact state with a hydrophilic shell collapse at
its origin. Further evidence has also been found in the slightly depleted rotational correlation times
τc,j,6 of ligands in the b2 rotational regime and reduced hydrodynamic radii RH,j,6 for this temperature
range [23]. From an energetic point of view, it is also probable that the nature of this process is a
compensatory hydrophilic collapse as we calculated an apolar dehydration process to explicitly occur
above TAD = 38.8 ◦C for the C6S32 polymer. Functionally, this could be the hallmark of a stealth effect of
the hydrophilic shell for the C6S32 polymer, which may camouflage the hydrophobic core from apolar
hydration above the hydrophilic collapse or rather the performance temperature (TP = 34.8 ◦C).

In this picture the increase of free ligand for T > 50 ◦C can also be ascribed to an increased expulsion
of ligand because of the aforementioned sterical restriction upon hydrophilic collapse and polymer
aggregation. Using the fit-derived functions (Equations (12)–(19)) is perfectly suited for calculations of
the thermodynamic parameters at any temperature. Therefore, a direct thermodynamic comparison
of both polymers is summarized in Table 4 through their calculated ∆G◦

IC,25,k, ∆H◦
IC,25,k, ∆S◦

IC,25,k
and ∆C◦

P,IC,25,k values at T = 25 ◦C. For further information about the complex origins of this energetic
behavior the reader may be referred to the work of Privalov and Makhatadze [15,16]. From Table 4 we
can also see that, especially in ∆H◦

IC,25,k and ∆S◦
IC,25,k, the use of C11-spacers instead of C6-spacers

leads to a doubling of the respective values, which makes the interconversion process (KIC,j,k) of 16-DSA
increasingly favorable with rising alkylene chain length and temperature. This effect is also seen in
the enthalpy values ∆H◦

A,25,k of ligand association. Additionally, the zero crossing (∆G◦
IC,TP,6 = 0)

that coincides with the optimum ligand binding properties for C6S32 at TP = 34.8 ◦C requires that the
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fraction of the dynamic b1 species has to exceed 50% at low temperatures (ϕb1,<30,6 > 0.5). Thus, the
induction of a performance temperature TP in solution in terms of ligand binding is related to the
structurally tunable functional units (Cn and Sm) of the core-shell polymers that energetically regulate
the degree of structural hydration.

In Figure 4f we additionally present a strategy to identify characteristic temperatures of polymer
C6S32 from our analysis according to following expressions:

TP = max
{∣∣∣∆S◦

IC,j,6 · ∆G◦
IC,j,6

−1
∣∣∣} (20)

TAD = max
{∣∣∣∆H◦

IC,j,6 · ∆C◦
P,IC,j,6

−1
∣∣∣} (21)

TH,i = max
{∣∣∣∆S◦

IC,j,6 · ∆H◦
IC,j,6

−1
∣∣∣} (22)

denoting maxima (in Kelvin) of absolute values in between key energy function ratios. In principal,
those maxima arise from the zero values of the denominator energy term. These directly provide
the performance temperature TP = 34.8 ◦C from the zero intercept of free energy (∆G◦

IC) [44], the
apolar hydration temperature TAD = 38.8 ◦C from the zero intercept of ∆C◦

P,IC as well as the enthalpy
compensation temperatures [12] TH1 = 11.5 ◦C and TH2 = 84.8 ◦C from zero intercepts of (∆HIC).

Table 4. Thermodynamic parameters of lnKIC,j,k of CnSm polymers at T = 25 ◦C.

lnKIC,j,k

j = 25 C6S32 C11S14

∆G◦
IC,25,k (kJ/mol) 0.86 −2.87

∆H◦
IC,25,k (kJ/mol) 23.12 42.79

∆S◦IC,25,k (J/mol·K) 74.71 153.24
∆C◦

P,IC,25,k (kJ/mol·K) 1.01 2.86

3.2. Differential Scanning Calorimetry (DSC)—A Consistency Check

Results from several DSC experiments show that this standard method fails to detect those
nanoscopic polymer details we found with EPR spectroscopy. Upon heating both polymer/16-DSA
complexes, no temperature-dependent transitions of those assemblies could be detected, i.e., neither
peaks (indicative for 1st order phase transitions) nor steps (indicative for 2nd order phase transitions)
were observed in the heat capacity traces (Supplementary Figure S2). As the ligand content in
the samples was very low (1.7 and 1.0 mol % for C6S32 and C11S14, respectively), any heat effects
resulting from 16-DSA transitions would be below the detection limit of DSC. Conversely, the polymer
concentration was chosen such that thermotropic phase transitions would be detectable, given that
the polymer phases differ in enthalpy or heat capacity. The absence of such transitions shows that the
variations in polymer self-aggregation that trigger the observed transitions in the ligand dynamics are
not identical to thermodynamic phase transitions.

4. Discussion

We show that EPR spectroscopy on paramagnetic, amphiphilic ligands is capable to shed light
on the binding behavior and some intricate thermodynamic properties of macromolecules. In case of
the C6S32 polymer, striking similarities to protein-like behavior appear, as a functional stabilization
and a maximum of ligand uptake (KA,max)—A temperature optimum—is indirectly monitored by an
observed crossing of the fractions of the two dynamically bound components b1 and b2 of the spin
probe 16-DSA (∆G◦

IC,Tp,6 = 0). Energetically, the fatty acid ligands can therefore be regarded as an
indirect sensor for the nanoscopic structural and dynamical agility of the polymers. They may exhibit
a complicated relation between interconversion entropy (∆S◦

IC,k,6) and enthalpy changes (∆H◦
IC,k,6)

for C6S32 or (nearly) perfect entropy–enthalpy compensation (EEC) as obtained for C11S14. This is
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achieved by observing and correlating their polymer bound dynamic interconversion process (KIC,j,k)
with the dynamic polymer structure affecting the mode of their rotational diffusion regime (Figure 5).
Linear EEC behavior is commonly observed during the unfolding process of proteins [46,47]. Here, the
vanishing aggregates of C11S14 with rising temperature as monitored by DLS [23] are accompanied by
an increased ligand uptake or rather an increase in ligand binding affinity due to endothermic reaction
conditions. This is most probably due to the ligands’ shielding of the hydrophobic core and therefore
partially preventing apolar hydration. The thermodynamic fingerprint of the polymer-bound ligands
and their dynamic interconversion (KIC,j,k) is summarized in Figure 5 utilizing a well-established
representation from protein biophysics [12,44], by plotting T∆S◦

IC,j,k versus ∆H◦
IC,j,k.
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dynamic interactions with ligands. As compared to established calorimetric methods such as 
isothermal titration calorimetry (ITC) or differential scanning calorimetry (DSC) this approach 
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Figure 5. Energetic fingerprint of the interconversion process KIC,j,k. Both energetic fingerprints are
depicted in the style of ref. [12]. (a) Energy plot of entropy (T∆S◦

IC,j,6) versus enthalpy (∆H◦
IC,j,6)

is shown from the dynamic hydrophobic interconversion equilibrium KIC,j,6 of 16-DSA in polymer
C6S32. The apolar dehydration temperature (TAD = 38.8 ◦C) is highlighted in blue, the performance
temperature (TP = 34.8 ◦C) in gray and the enthalpy compensation temperatures (TH1 = 11.5 ◦C and
TH2 = 84.8 ◦C) in red; (b) The energy plot of entropy (T∆S◦

IC,j,11) versus enthalpy (∆H◦
IC,j,11) of the

dynamic hydrophobic interconversion process KIC,j,11 of 16-DSA in polymer C11S14 exhibits almost
perfect EEC behavior. Exergonic and endergonic regions of the plot have been separated by a diagonal
line and are color coded in different shades of gray. The orange and green inset numbers denote the
respective temperatures.

From a physical methods point of view, the use of nitroxide-bearing ligands in EPR spectroscopy
turns out to deliver a new perspective on the inner working of complex macromolecules and
their dynamic interactions with ligands. As compared to established calorimetric methods such
as isothermal titration calorimetry (ITC) or differential scanning calorimetry (DSC) this approach
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reveals the possibility to obtain an indirect but in-depth functional view of the polymer–ligand
behavior itself without any other influences as e.g., mixing enthalpies that might alter the results or
prove thermodynamical insights, e.g., into the interconversion process, inaccessible (this issue has
also been pointed out in ref. [41]). The DSC measurements that have been conducted in this study
turned out to be largely insensitive to effects we observed with EPR spectroscopy. Neither phase- nor
glass-transitions could be detected in aqueous suspensions of the polymers. However, our previous
DLS data [23] suggested a soft volume phase transition (VPT) [22,48,49] of polymer C6S32 between
30 and 40 ◦C that we initially termed as a hydrophilic collapse (HCT, Table 1).

Note, that the observed energetic processes from EPR (lnKA,j,k and lnKIC,j,k) are monitored by
16-DSA and do not depict heat capacity changes (∆CP) of the macromolecule itself. It is furthermore
expected that other amphiphilic spin probes may exhibit the same or at least similar effects [41].
Our approach also has limitations, e.g., in the thermodynamic evaluation of the C11S14 polymer, as
the ligand association (KA,j,k) and interconversion processes (KIC,j,k) are only detectable up to 45 ◦C,
when the free (f ) and the immobilized (b1) component indicating Brownian rotational diffusion vanish.
Principally, the potential consequence of such data accessibility limitations is widely covered in
calorimetric literature [42,50–53] that have been incorporated in this study as far as possible.

As we have shown from the van’t Hoff plot of lnKA,j,k, especially for C11S14 (Figure 3a), the fatty
acid ligand 16-DSA may indeed contribute to the stability of the system consisting of polymer and
ligand in water with a strong entropy increase upon binding (Table 2), while polymer aggregates
dissolve and unimeric polymer structures are released [23]. For C6S32, we even observe an energetic
inversion of the ligand binding process from endothermic (T < 30 ◦C) to exothermic (T > 50 ◦C)
resulting from what can be described as structural breathing of the hydrophilic shell and a subsequent
aggregation process [23]. It is commonly accepted that the solubility of nonpolar compounds in water,
as our 16-DSA ligand, may exhibit exactly this energetic inversion behavior [54]. Additionally, the
hydrophobic effect intricately depends on the length scale of the solutes [55,56] leading to contact of
extended apolar surfaces of objects being less than 5 nm apart due to spontaneous water depletion.
This gives a further explanation for the different aggregation behavior of both investigated polymers.
The C6S32 polymer is much larger than the C11S14 polymer due to its thicker hydrophilic shell and the
about 4-fold higher degree of polymerization (N). The combination of intermediate length hydrophobic
alkylene core together with larger hydrophilic shell and large degrees of polymerization seem to
make C6S32 more versatile than C11S14 in employment of the hydrophobic effect for ligand binding.
Essentially, there seem to be two different functional binding modes (b1 and b2) that are only separated
by rather shallow energetic and entropic barriers.

Hydrophilic interactions play a crucial role in the amphiphilic self-assembly behavior in
protein–protein association and molecular recognition [57]. It is furthermore generally assumed
that the hydrophobic effect and hydrogen bonding make a comparable contribution to globular protein
stability [58]. Hydrogen bonding is originally an electrostatic dipole–dipole interaction between two
molecular moieties differing in electronegativity [59,60]. Principally, this leads to a broad variety of
emerging dynamic and structural characteristics for macromolecules [61] that we also encounter in
this study by observing temperature-induced changes of the interaction of solvent molecules with the
polymers core and shell that in turn affects ligand uptake performance.

In the thermodynamic analysis of the rotational regime interconversion process, the choice of the
fit functions for lnKIC,j,k has to be made carefully, to avoid imposing unnecessary complexity into the
calculation and evaluation process. The application of an exponential function for the C11S14-polymer
proved to be very practical for the mathematical derivation procedures and can be analyzed in a simple
manner. Analytical solutions for, e.g., calculating transition temperatures from fit-derived functions
at ∆G◦ = 0 have not been found as presented in ref. [4]. We determined the values for performance
temperature (TP), apolar dehydration temperature (TAD) and enthalpic compensation temperatures
(TH1 and TH2) by applying the absolute values of the quotients shown in Equations (20)–(22) (Figure 4f).
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We show that by combining the alkylene cores Cn and hydrophilic shells Sm of variable length,
one can structurally devise a non-trivial thermal response from the ligand interacting with these
polymers and water. Although not being deliberately designed to this end, this lends them potential
as an interesting and tunable [23] carrier system (CnSm) that is not necessarily restricted to stearic
acid derivatives as ligands. Explicitly, this means that an increase in Cn spacer length strengthens the
hydrophobic character of the polymer core (aiso,j,k decreases, Table 1), the positive enthalpy changes
∆H◦

A,25,k and also the positive entropy changes ∆S◦
A,25,k of the system as induced by the ligand

association process (KA,j,k). However, the ligand binding process remains exergonic (∆G◦
A,j,k < 0) for

all investigated temperatures (Table 2).
The hydrophilic collapse of the polyglycerol shell coupled with the polymer aggregation behavior

may lead to an energetic inversion of ligand association from endothermic at low temperatures
to exothermic at higher temperatures (C6S32 polymer). This energetic inversion behavior can be
induced or even adjusted by a combined and targeted modification of hydrophobic spacer length Cn,
hydrophilic shell size Sm and the degree of polymerization N.

The heat capacity signature ∆C◦
P,IC,j,k of the interconversion process (KIC,j,k) can be structurally

devised to switch the bound ligand state from an unfavorable apolar hydration towards an apolar
dehydration (C6S32). This is derived from the polymeric self-assembly seen in previous DLS results [23]
and is thermodynamically reflected in the apolar dehydration temperature TAD = 38.8 ◦C where
∆C◦

P,IC = 0 (Figure 4e). While polymers with long alkylene and short polyglycerol chains are subject
to apolar hydration throughout the whole temperature range (C11S14), a slight stealth effect of the
hydrophilic shell [23] is obtained for long polyglycerol and shorter alkylene chains, effectively shielding
the hydrophobic core from apolar hydration. The inversion in direction of heat capacity change
∆C◦

P,IC,j,k of the interconversion process (Figure 4e) can be regarded as facilitating the detection of
a transition from a loose to a more compact structure of the polymer shell. This is accompanied
by partial aggregation and an optimum performance temperature TP = 34.8 ◦C for ligand uptake
(KA,max) at about physiological temperatures. Therefore, the hydrophilic shell thickness Sm and not
the core length Cn, dominates the water accessibility of the hydrophobic core with vast effects on
ligand binding and on the intricate dynamic behavior of the polymer. It could also be shown that
not all combinations of Cn and Sm lead to comparable ligand binding properties [23]. Particularly,
polymers with comparatively short alkylene spacer lengths (n < 6) do not exhibit a similar ligand
binding behavior at all and constitute the observation of an interconversion process as inaccessible.

In summary, when a slight dynamic rearrangement of the macromolecule occurs, the ligands
exhibit complex entropy–enthalpy plots of KIC whereas the absence of such a hydrophilic shell
transition results in almost perfect EEC (Figure 5). Besides potential drug-delivery applications [62–64],
we have shown that such core-shell systems appear to be well-suited to provide new experimental
evidence of how the hydrophobic effect guides small molecules towards or inside transport molecules,
how the mutual interaction of transport molecules with ligands occurs, and how the transport
molecules may vary their functional appearance on a coarse-grained molecular level. In this study
the KIC process has been characterized in-depth and we have identified it to be useful for monitoring
changes of hydration states of ligand and macromolecular substrate. This might also shed new light
on various aspects in the vast research field of ligand binding to proteins or macromolecules in
general. In particular, early stages of loose ligand association and conversion to more strongly bound
states in e.g., ligand binding pockets and active centers of proteins may in fact be described with
quantitative accuracy by this very robust, nanoscopic, EPR-based thermodynamic strategy. This study
in combination with ref. [23] also outlines some predictive rules to describe self-assembly on a more
structural molecular level.

Supplementary Materials: Supplementary materials are available online at www.mdpi.com/2073-4360/9/8/
324/s1.

www.mdpi.com/2073-4360/9/8/324/s1
www.mdpi.com/2073-4360/9/8/324/s1


Polymers 2017, 9, 324 16 of 18

Acknowledgments: The authors would like to thank Alfred Blume for helpful advice and discussion as well as
Holger Frey and his coworkers for long-standing collaborations on core-shell polymers. This work was financially
supported by the Deutsche Forschungsgemeinschaft (DFG) under grant number HI 1094/5-1.

Author Contributions: All authors contributed to the intellectual content of this work. The project was
conceived by Dariush Hinderberger. This thermodynamic analysis of EPR data from ref. [23] and all
corresponding computations were performed by Jörg Reichenwallner with help from Christian Schwieger and
Dariush Hinderberger. DSC measurements and according data interpretation were conducted by Christian
Schwieger. The manuscript was written by Jörg Reichenwallner, Christian Schwieger, and Dariush Hinderberger.

Conflicts of Interest: The authors declare no competing interests.

References

1. Privalov, P.L.; Ptitsyn, O.B.; Birshtein, T.M. Determination of stability of the DNA double helix in an aqueous
medium. Biopolymers 1969, 8, 559–571. [CrossRef]

2. Sturtevant, J.M. Heat capacity and entropy changes in processes involving proteins. Proc. Natl. Acad.
Sci. USA 1977, 74, 2236–2240. [CrossRef] [PubMed]

3. Vuignier, K.; Schappler, J.; Veuthey, J.L.; Carrupt, P.A.; Martel, S. Drug-protein binding: A critical review of
analytical tools. Anal. Bioanal. Chem. 2010, 398, 53–66. [CrossRef] [PubMed]

4. Boysen, R.I.; Jong, A.J.O.; Wilce, J.A.; King, G.F.; Hearn, M.T.W. Role of interfacial hydrophobic residues in
the stabilization of the leucine zipper structures of the transcription factors c–Fos and c–Jun. J. Biol. Chem.
2002, 277, 23–31. [CrossRef] [PubMed]

5. Brandts, J.F. The thermodynamics of protein denaturation. I. The denaturation of chymotrypsinogen. J. Am.
Chem. Soc. 1964, 86, 4291–4301. [CrossRef]

6. Bode, W.; Blume, A. Thermal transitions of proteus mirabilis flagellin as studied by circular dichroism and
adiabatic differential calorimetry. FEBS Lett. 1973, 36, 318–322. [CrossRef]

7. Grant, D.J.W.; Mehdizadeh, M.; Chow, A.H.L.; Fairbrother, J.E. Non-linear van´t Hoff solubility–temperature
plots and their pharmaceutical interpretation. Int. J. Pharm. 1984, 18, 25–38. [CrossRef]

8. Prabhu, N.V.; Sharp, K.A. Heat capacity in proteins. Annu. Rev. Phys. Chem. 2005, 56, 521–548. [CrossRef]
[PubMed]

9. Vailaya, A.; Horvath, C. Retention thermodynamics in hydrophobic interaction chromatography. Ind. Eng.
Chem. Res. 1996, 35, 2964–2981. [CrossRef]

10. Galaon, T.; David, V. Deviation from van’t Hoff dependence in RP-LC induced by tautomeric interconversion
observed for four compounds. J. Sep. Sci. 2011, 34, 1423–1428. [CrossRef] [PubMed]

11. Majhi, P.R.; Blume, A. Thermodynamic characterization of temperature-induced micellation and demicellation
of detergents studied by differential scanning calorimetry. Langmuir 2001, 17, 3844–3851. [CrossRef]

12. Boysen, R.I.; Jong, A.J.O.; Hearn, M.T.W. Binding behavior and conformational properties of globular
proteins in the presence of immobilized non-polar ligands used in reversed-phase liquid chromatography.
J. Chromatogr. A 2005, 1079, 173–186. [CrossRef] [PubMed]

13. Vieira, E.D.; Basso, L.G.M.; Costa-Filho, A.J. Non-linear van’t Hoff behavior in pulmonary surfactant model
membranes. Biochim. Biophys. Acta Biomembr. 2017, 1859, 1133–1143. [CrossRef] [PubMed]

14. Kao, T.Y.; Tsai, C.J.; Lan, Y.J.; Chiang, Y.W. The role of conformational heterogeneity on regulating the
apoptotic activity of BAX protein. Phys. Chem. Chem. Phys. 2017, 19, 9584–9591. [CrossRef] [PubMed]

15. Makhatadze, G.I.; Privalov, P.L. Heat capacity of proteins: I. Partial molar heat capacity of individual amino
acid residues in aqueous solution: Hydration effect. J. Mol. Biol. 1990, 213, 375–384. [CrossRef]

16. Privalov, P.L.; Makhatadze, G.I. Heat capacity of proteins: II. Partial molar heat capacity of the unfolded
polypeptide chain of proteins: Protein unfolding effects. J. Mol. Biol. 1990, 213, 385–391. [CrossRef]

17. Paula, S.; Sues, W.; Tuchtenhagen, J.; Blume, A. Thermodynamics of micelle formation as a function of
temperature: A high sensitivity titration calorimetry study. J. Phys. Chem. 1995, 99, 11742–11751. [CrossRef]

18. Kozlov, A.G.; Lohman, T.M. Adenine base unstacking dominates the observed enthalpy and heat capacity
changes for the Escherichia coli SSB tetramer binding to single-stranded oligoadenylates. Biochemistry 1999,
38, 7388–7397. [CrossRef] [PubMed]

19. Chen, W.Y.; Huang, H.M.; Lin, C.C.; Lin, F.Y.; Chan, Y.C. Effect of temperature on hydrophobic interaction
between proteins and hydrophobic adsorbents: Studies by isothermal titration calorimetry and the van’t
Hoff equation. Langmuir 2003, 19, 9395–9403. [CrossRef]

http://dx.doi.org/10.1002/bip.1969.360080502
http://dx.doi.org/10.1073/pnas.74.6.2236
http://www.ncbi.nlm.nih.gov/pubmed/196283
http://dx.doi.org/10.1007/s00216-010-3737-1
http://www.ncbi.nlm.nih.gov/pubmed/20454782
http://dx.doi.org/10.1074/jbc.M104556200
http://www.ncbi.nlm.nih.gov/pubmed/11602575
http://dx.doi.org/10.1021/ja01074a013
http://dx.doi.org/10.1016/0014-5793(73)80400-4
http://dx.doi.org/10.1016/0378-5173(84)90104-2
http://dx.doi.org/10.1146/annurev.physchem.56.092503.141202
http://www.ncbi.nlm.nih.gov/pubmed/15796710
http://dx.doi.org/10.1021/ie9507437
http://dx.doi.org/10.1002/jssc.201100029
http://www.ncbi.nlm.nih.gov/pubmed/21538875
http://dx.doi.org/10.1021/la001660k
http://dx.doi.org/10.1016/j.chroma.2005.03.097
http://www.ncbi.nlm.nih.gov/pubmed/16038303
http://dx.doi.org/10.1016/j.bbamem.2017.03.011
http://www.ncbi.nlm.nih.gov/pubmed/28336314
http://dx.doi.org/10.1039/C7CP00401J
http://www.ncbi.nlm.nih.gov/pubmed/28345702
http://dx.doi.org/10.1016/S0022-2836(05)80197-4
http://dx.doi.org/10.1016/S0022-2836(05)80198-6
http://dx.doi.org/10.1021/j100030a019
http://dx.doi.org/10.1021/bi990309z
http://www.ncbi.nlm.nih.gov/pubmed/10353851
http://dx.doi.org/10.1021/la034783o


Polymers 2017, 9, 324 17 of 18

20. Tunon, I.; Silla, E.; Pascual-Ahuir, J.L. Molecular surface area and hydrophobic effect. Protein Eng. 1992, 5,
715–716. [CrossRef] [PubMed]

21. Pace, C.N. Conformational stability of globular proteins. Trends Biochem. Sci. 1990, 15, 14–17. [CrossRef]
22. Ramli, R.A.; Laftah, W.A.; Hashim, S. Core-shell polymers: A review. RSC Adv. 2013, 3, 15543–15565. [CrossRef]
23. Reichenwallner, J.; Thomas, A.; Nuhn, L.; Johann, T.; Meister, A.; Frey, H.; Hinderberger, D. Tunable dynamic

hydrophobic attachment of guest molecules in amphiphilic core-shell polymers. Polym. Chem. 2016, 7,
5783–5798. [CrossRef]

24. Goldman, S.A.; Bruno, G.V.; Polnaszek, C.F.; Freed, J.H. An ESR study of anisotropic rotational reorientation
and slow tumbling in liquid and frozen media. J. Chem. Phys. 1972, 56, 716–735. [CrossRef]

25. Freed, J.H. Theory of slow tumbling ESR spectra for nitroxides. In Spin Labeling: Theory and Applications 1;
Berliner, L.J., Ed.; Academic Press: New York, NY, USA, 1976; pp. 53–132.

26. Thomas, A.; Niederer, K.; Wurm, F.; Frey, H. Combining oxyanionic polymerization and click-chemistry:
A general strategy for the synthesis of polyether polyol macromonomers. Polym. Chem. 2014, 5, 899–909.
[CrossRef]

27. Chandler, D. Interfaces and the driving force of hydrophobic assembly. Nature 2005, 437, 640–647. [CrossRef]
[PubMed]

28. Flewelling, R.F.; Hubbell, W.L. Hydrophobic ion interactions with membranes. Thermodynamic analysis of
tetraphenylphosphonium binding to vesicles. Biophys. J. 1986, 49, 531–540. [CrossRef]

29. Earle, K.A.; Budil, D.E.; Freed, J.H. 250-GHz EPR of nitroxides in the slow-motional regime: Models of
rotational diffusion. J. Phys. Chem. 1993, 97, 13289–13297. [CrossRef]

30. Meirovitch, E.; Nayeem, A.; Freed, J.H. Analysis of protein-lipid interactions based on model simulations of
electron spin resonance spectra. J. Phys. Chem. 1984, 88, 3454–3465. [CrossRef]

31. Gurachevsky, A.; Shimanovitch, E.; Gurachevskaya, T.; Muravsky, V. Intra-albumin migration of bound fatty
acid probed by spin label ESR. Biochem. Biophys. Res. Commun. 2007, 360, 852–856. [CrossRef] [PubMed]

32. Anjos, J.L.V.; Santiago, P.S.; Tabak, M.; Alonso, A. On the interaction of bovine serum albumin with ionic
surfactants: Temperature induced EPR changes of a maleimide nitroxide reflect local protein dynamics and
probe solvent accessibility. Colloids Surf. B 2011, 88, 463–470. [CrossRef] [PubMed]

33. Shin, Y.K.; Freed, J.H. Thermodynamics of phospatidylcholine-cholesterol mixed model membranes in
the liquid crystalline state studied by the orientational order parameter. Biophys. J. 1989, 56, 1093–1100.
[CrossRef]

34. Shin, Y.K.; Budil, D.; Freed, J.H. Thermodynamics and dynamics of phosphatidylcholine-cholesterol mixed
model membranes in the liquid crystalline state: Effects of water. Biophys. J. 1993, 65, 1283–1294. [CrossRef]

35. Copeland, R.A. Enzymes: A Practical Introduction to Structure, Mechanism and Data, 2nd ed.; John Wiley & Sons:
Hoboken, NJ, USA, 2000.

36. Yamabe, S.; Furumiya, Y.; Hiraoka, K.; Morise, K. Theoretical van´t Hoff plots of gas-phase ion equilibria of
chloride ion in water, methanol and acetonitrile. Chem. Phys. Lett. 1986, 131, 261–266. [CrossRef]

37. Rehfeld, S.J.; Eatough, D.J.; Plachy, W.Z. The binding isotherms for the interaction of 5-doxyl stearic acid
with bovine and human albumin. J. Lipid Res. 1978, 19, 841–849. [PubMed]

38. Sprague, E.D.; Larrabee, C.E.; Halsall, H.B. Statistical evaluation of alternative models: Application to
ligand-protein binding. Anal. Biochem. 1980, 101, 175–181. [CrossRef]

39. Kirley, T.L.; Sprague, E.D.; Halsall, H.B. The binding of spin-labeled propranolol and spin-labeled
progesterone by orosomucoid. Biophys. Chem. 1982, 15, 209–216. [CrossRef]

40. Gantchev, T.G.; Shopova, M.B. Characterization of spin-labelled fatty acids and hematoporphyrin binding
sites interactions in serum albumin. Biochim. Biophys. Acta Protein Struct. Mol. Enzymol. 1990, 1037, 422–434.
[CrossRef]

41. Hauenschild, T.; Reichenwallner, J.; Enkelmann, V.; Hinderberger, D. Characterizing active pharmaceutical
ingredient binding to human serum albumin by spin-labeling and EPR spectroscopy. Chem. Eur. J. 2016, 22,
12825–12838. [CrossRef] [PubMed]

42. Liu, Y.; Sturtevant, J.M. Significant discrepancies between van’t Hoff and calorimetric enthalpies. III.
Biophys. Chem. 1997, 64, 121–126. [CrossRef]

43. Atkins, P.W. Physikalische Chemie; Wiley VCH: Weinheim, Germany, 2001.
44. Finkelstein, A.V.; Ptitsyn, O.B. Protein Physics: A Course of Lectures; Academic Press: Cambridge, MA, USA, 2002.
45. Becktel, W.J.; Schellman, J.A. Protein stability curves. Biopolymers 1987, 26, 1859–1877. [CrossRef] [PubMed]

http://dx.doi.org/10.1093/protein/5.8.715
http://www.ncbi.nlm.nih.gov/pubmed/1287651
http://dx.doi.org/10.1016/0968-0004(90)90124-T
http://dx.doi.org/10.1039/c3ra41296b
http://dx.doi.org/10.1039/C6PY01335J
http://dx.doi.org/10.1063/1.1677222
http://dx.doi.org/10.1039/C3PY01078C
http://dx.doi.org/10.1038/nature04162
http://www.ncbi.nlm.nih.gov/pubmed/16193038
http://dx.doi.org/10.1016/S0006-3495(86)83663-3
http://dx.doi.org/10.1021/j100152a037
http://dx.doi.org/10.1021/j150660a018
http://dx.doi.org/10.1016/j.bbrc.2007.06.140
http://www.ncbi.nlm.nih.gov/pubmed/17631860
http://dx.doi.org/10.1016/j.colsurfb.2011.07.030
http://www.ncbi.nlm.nih.gov/pubmed/21816577
http://dx.doi.org/10.1016/S0006-3495(89)82757-2
http://dx.doi.org/10.1016/S0006-3495(93)81160-3
http://dx.doi.org/10.1016/0009-2614(86)80557-7
http://www.ncbi.nlm.nih.gov/pubmed/213518
http://dx.doi.org/10.1016/0003-2697(80)90057-3
http://dx.doi.org/10.1016/0301-4622(82)80004-5
http://dx.doi.org/10.1016/0167-4838(90)90046-I
http://dx.doi.org/10.1002/chem.201601810
http://www.ncbi.nlm.nih.gov/pubmed/27460503
http://dx.doi.org/10.1016/S0301-4622(96)02229-6
http://dx.doi.org/10.1002/bip.360261104
http://www.ncbi.nlm.nih.gov/pubmed/3689874


Polymers 2017, 9, 324 18 of 18

46. Dunitz, J.D. Win some, lose some: Enthalpy-entropy compensation in weak intermolecular interactions.
Chem. Biol. 1995, 2, 709–712. [CrossRef]

47. Leung, D.H.; Bergman, R.G.; Raymond, K.N. Enthalpy-entropy compensation reveals solvent reorganization
as a driving force for supramolecular encapsulation in water. J. Am. Chem. Soc. 2008, 130, 2798–2805.
[CrossRef] [PubMed]

48. Jones, C.D.; Lyon, L.A. Shell-restricted swelling and core compression in Poly(N-isopropylacrylamide)
core-shell microgels. Macromolecules 2003, 36, 1988–1993. [CrossRef]

49. Woodward, N.C.; Chowdhry, B.Z.; Snowden, M.J.; Leharne, S.A.; Griffiths, P.C.; Winnington, A.L.
Calorimetric Investigation of the influence of cross-linker concentration on the volume phase transition of
Poly(N-isopropylacrylamide) colloidal microgels. Langmuir 2003, 19, 3202–3211. [CrossRef]

50. Keleti, T. Errors in the evaluation of Arrhenius and van´t Hoff plots. Biochem. J. 1983, 209, 277–280. [CrossRef]
[PubMed]

51. Naghibi, H.; Tamura, A.; Sturtevant, J.M. Significant discrepancies between van’t Hoff and calorimetric
enthalpies. Proc. Natl. Acad. Sci. USA 1995, 92, 5597–5599. [CrossRef] [PubMed]

52. Weber, G. van´t Hoff revisited: Enthalpy of association of protein subunits. J. Phys. Chem. 1995, 99, 1052–1059.
[CrossRef]

53. Tellinghuisen, J. Van’t Hoff analysis of K◦ (T): How good . . . or bad? Biophys. Chem. 2006, 120, 114–120.
[CrossRef] [PubMed]

54. Cooper, A. Heat capacity effects in protein folding and ligand binding: A re-evaluation of the role of water
in biomolecular thermodynamics. Biophys. Chem. 2005, 115, 89–97. [CrossRef] [PubMed]

55. Lum, K.; Chandler, D.; Weeks, J.D. Hydrophobicity at small and large length scales. J. Phys. Chem. B 1999,
103, 4570–4577. [CrossRef]

56. Choudhury, N.; Pettitt, B.M. On the mechanism of hydrophobic association of nanoscopic solutes. J. Am.
Chem. Soc. 2005, 127, 3556–3567. [CrossRef] [PubMed]

57. Ben-Naim, A. On the driving forces for protein-protein association. J. Chem. Phys. 2006, 125, 024901.
[CrossRef] [PubMed]

58. Pace, C.N.; Shirley, B.A.; McNutt, M.; Gajiwala, K. Forces contributing to the conformational stability of
proteins. FASEB J. 1996, 10, 75–83. [PubMed]

59. Pauling, L. The shared-electron chemical bond. Proc. Natl. Acad. Sci. USA 1928, 14, 359–362. [CrossRef]
[PubMed]

60. Pauling, L. The nature of the chemical bond. IV. The energy of single bonds and the relative electronegativity
of atoms. J. Am. Chem. Soc. 1932, 54, 3570–3582. [CrossRef]

61. Parajuli, R. Does the recent IUPAC definition on hydrogen bonding lead to new intermolecular interactions?
Curr. Sci. 2016, 110, 495–498.

62. Dinarvand, R.; D´Emanuele, A. The use of thermoresponsive hydrogels for on-off release of molecules.
J. Control. Release 1995, 36, 221–227. [CrossRef]

63. Haag, R. Supramolecular drug-delivery systems based on polymeric core-shell architectures. Angew. Chem.
Int. Ed. 2004, 43, 278–282. [CrossRef] [PubMed]

64. Haag, R.; Kratz, F. Polymer therapeutics: Concepts and applications. Angew. Chem. Int. Ed. 2006, 45,
1198–1215. [CrossRef] [PubMed]

© 2017 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1016/1074-5521(95)90097-7
http://dx.doi.org/10.1021/ja075975z
http://www.ncbi.nlm.nih.gov/pubmed/18257565
http://dx.doi.org/10.1021/ma021079q
http://dx.doi.org/10.1021/la020881i
http://dx.doi.org/10.1042/bj2090277
http://www.ncbi.nlm.nih.gov/pubmed/6847616
http://dx.doi.org/10.1073/pnas.92.12.5597
http://www.ncbi.nlm.nih.gov/pubmed/7777555
http://dx.doi.org/10.1021/j100003a031
http://dx.doi.org/10.1016/j.bpc.2005.10.012
http://www.ncbi.nlm.nih.gov/pubmed/16303233
http://dx.doi.org/10.1016/j.bpc.2004.12.011
http://www.ncbi.nlm.nih.gov/pubmed/15752588
http://dx.doi.org/10.1021/jp984327m
http://dx.doi.org/10.1021/ja0441817
http://www.ncbi.nlm.nih.gov/pubmed/15755177
http://dx.doi.org/10.1063/1.2205860
http://www.ncbi.nlm.nih.gov/pubmed/16848605
http://www.ncbi.nlm.nih.gov/pubmed/8566551
http://dx.doi.org/10.1073/pnas.14.4.359
http://www.ncbi.nlm.nih.gov/pubmed/16587350
http://dx.doi.org/10.1021/ja01348a011
http://dx.doi.org/10.1016/0168-3659(95)00035-7
http://dx.doi.org/10.1002/anie.200301694
http://www.ncbi.nlm.nih.gov/pubmed/14705079
http://dx.doi.org/10.1002/anie.200502113
http://www.ncbi.nlm.nih.gov/pubmed/16444775
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Materials 
	Methods 
	EPR Spectroscopy 
	Thermodynamic Analysis of EPR Data 
	DSC Measurements 


	Results 
	Thermodynamic Considerations for 16-DSA Ligand Binding to CnSm Core-Shell Polymers 
	Differential Scanning Calorimetry (DSC)—A Consistency Check 

	Discussion 

