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Abstract: Micro-pollutants such as 17β-estradiol (E2) have been detected in low concentrations in
different water resources and their negative effects on the environment and organisms are observed. In
this study, a previously described 35-mer E2-specific aptamer was used to investigate the underlying
binding characteristics between E2 and the aptamer through an MD simulation in an aqueous medium.
There is no 3D structure information for this aptamer, so it was modeled using coarse-grained
modeling method. The E2 ligand was positioned inside the potential binding area of the aptamer
structure, the underlying complex was used for an 25 ns MD simulation, and the interactions were
examined by an interaction profiler tool for each time step. The E2-specific bases of the aptamer
had presumably dominant roles in the binding of E2 in terms of the different interaction types. We
identified the specific bases within the interior loop of the aptamer and we also demonstrate the
influence of oftentimes underestimated water-mediated hydrogen bonds. The study contributes
to the understanding of the behavior of ligands binding through aptamer structure in an aqueous
solution. The developed workflow allows to generate and examine further appealing ligand aptamer
complexes.
Keywords: Molecular Dynamics Simulation; 17β-Estradiol; DNA-Aptamer; GROMACS; Modeling

1. Introduction
Micro-pharmacologically active chemicals have been detected in drinking water and other water
resources [1,2] and their negative effects on various organisms have been observed [3,4]. 17β-estradiol
(E2), for example, has been detected in low concentrations between 0.1 and 3.6 ng · L−1 in different
water samples [5]. E2 (Fig. 1) is the most potent endogenous steroid estrogenic sex hormone in
mammals [6]. Therefore, exogenous E2 is an endocrine disruptor and has damaging effects on
the reproductive health of male humans [7,8]. This leads to concerns, since E2 is present in low
concentrations in ground and drinking water [9,10], which makes its monitoring of environmental
samples necessary [7]. Additionally, E2 has been detected in effluents of municipal sewage treatment
plants, hospitals, and municipal landfills [11,12]. It has been shown that elevated environmental
estrogen concentrations have profound effects of fish reproduction that interrupts the aquatic food
chain [13,14]. Furthermore, bioaccumulation of environmental E2 has been observed in several plant
species [11]. For the detection or filtration of E2 it is possible to use aptamers, as these were already
used for the detection of a large number of small compounds [15].
Aptamers are short single-stranded RNA or DNA oligonucleotides that fold in a complex
three-dimensional (3D) structure in vivo and can bind specific molecules [16]. They specifically
recognize small molecules [17,18], proteins [19,20], or even whole bacteria [21,22]. Because of its 3D
structure, the aptamer is able to form specific molecular interactions with the target structure resulting
in an aptamer-target complex [23]. Ligand-specific aptamers can be extracted by the established in
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vitro systematic evolution of ligands by exponential enrichment process, called SELEX [16,24]. This
method has become the standard method and its development has continued in various directions.
A trend in the optimization of the SELEX process became apparent in the field of targeted start
library optimization and generation [25,26]. The specificity of aptamers makes them suitable for the
detection of various targets at low concentrations in different environments and, therefore, aptamers
can be used as biosensors of substances such as E2 [6,7,17,27]. S VOBODOVA and colleagues compared
and validated different E2-specific aptamers. For the validation process, the techniques microscale
thermophoresis, apta-PCR affinity assay and surface plasmon resonance were used [28]. In this study,
we chose the E2-specific 35-mer aptamer identified by A LSAGER ET AL . [17]. This aptamer has already
been successfully evaluated in several studies to bind E2 [17,28]. However, there are no crystal or
NMR structures available for these aptamers with which an analysis of the interaction between E2 and
its specific aptamer would be possible. In general, crystal structures of aptamer-ligand complexes are
sparse, but crucial to understand the basic binding between aptamer and ligand. However, there are
potential ways to investigate these binding mechanisms at the molecular level.
Molecular dynamics (MD) simulation is a powerful technique for the analysis of interactions
between ligand and target. The MD simulation allows to calculate movements and interactions of
atoms and molecules within a defined time interval in silico [29]. The prerequisite for this is an existing
3D ligand and target structure. The aptamer structure can be defined using modeling software such
as the MacroMoleculeBuilder (MMB) [30]. According to this, a useful alternative to investigate this
binding is the MD simulation method, which has often been used for these studies [31–34]. In the study
of H ILDER AND H ODGKISS, an analysis of binding bases for an E2-specific aptamer and other aptamers
was investigated. The binding mechanism was examined with the 22-mer E2-specific aptamer [17]
and further designed aptamers through MD simulations [32]. However, detailed analyses of the
interactions between the E2 and a specific aptamer have not been performed.
For this purpose the Protein-Ligand Interaction Profiler (PLIP) tool [35] was used, which made it
possible to determine the interactions between E2 and aptamer structure in each time step of the MD
simulation. PLIP was originally developed for the detection of interactions between ligand and protein
structure, but has been extended to enable detection between a ligand and RNA/DNA structure. This
allows to investigate the interactions hydrogen bonds (H-bonds), water-mediated H-bonds, π-stacking,
and hydrophobic interactions between E2 and the aptamer for each time step. To our knowledge
water-mediated H-bonds have not been investigated in any ligand-target MD simulation study, but
are essential for simulation in an aqueous medium [36]. The underlying binding process between
E2 and its specific aptamer has so far only been investigated in one study [32]. Crystal structures of
aptamer-ligand complexes are rare, but crucial for understanding the basic binding between aptamer
and ligand. In general, the investigation of interactions occurring and their behaviour over time is of
high importance, as this is an established to determine the specificity of the interacting molecules in a
binding pocket.
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Figure 1. Skeletal formula of E2 with three highlighted structural features. The two red shaded circles
are hydroxyl groups at 13- and 17-β-position and can act as donor or acceptor in H-bonds. The grey
shaded area represents the hydrophobic rigid backbone. The A-ring of E2 is the aromatic ring system
for the formation of possible π-stacking interactions. Skeletal formula of E2 adapted from DrugBank
[37]. E2: 17β-estradiol.

2. Results
This study presents the analysis of ligand-aptamer interactions between E2 and its specific aptamer.
The results show the characterization of the underlying E2-specific aptamer and the investigation of
this structure after modeling. Furthermore, two 25 ns MD simulations, aptamer without and aptamer
with the ligand E2, are examined in detail and compared to each other. Non-covalent interaction
analysis between E2 and the aptamer has been performed on the atomic level and also for individual
bases of the aptamer. The results obtained contribute to a better understanding of ligand-aptamer
binding, in particular by combining the methods presented here.
2.1. Generation of the ssDNA Aptamer Structure
Since no experimentally determined 3D structure of the aptamer exists, it has to be modeled first.
Based on the 2D representation of single stranded DNA (ssDNA) (Fig. 2A), the 3D structure was
generated with MMB [30] (Fig. 2B and the corresponding animation is provided in supplementary
video S1), which was the starting point of the performed MD simulation. The E2-specific aptamer
consists of five unbound bases AAGGG at the 5’-end, four unbound bases AGTG at the 3’-end, and the
following secondary structure elements (SSEs): a stem region with six intramolecular base pairs, an
asymmetric interior loop and a stem-loop (hairpin loop) (Fig. 2A). A distance map (Fig. 2C) can
be used to verify whether the expected SSEs can be observed after generating the 3D model. The
map shows how distant bases in 3D structure of the ssDNA are from each other. Orange areas in
the highlighted SSEs in the distance map show the formed base pairs of the 3D structure and have
a distance between 1.54 Å and 1.92 Å. The bases that formed the asymmetric interior loop have a
distance between 13.10 Å and 15.00 Å (dark blue color in Fig. 2C). The generated 3D structure with the
formed SSEs was used as basis for the MD simulation.
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Figure 2. (A) 2D structure of the E2-specific aptamer identified by A LSAGER ET AL . [17]. Bases
highlighted black form base pairs and bases highlighted in red are unpaired. (B) Modeled structure of
the E2-specific aptamer obtained from MMB [30]. The 5’-end is shown in red within the structure and
the 3’-end in yellow. (C) Base distance map for determining the distances between the individual base
pairs. Bases that are very close to each other are displayed in red. The SSEs are framed in black. Within
the framed areas the orange fields show the formed SSEs with a distance range between 1.54 Å and 1.92
Å. The basis in the AIL region have a distance between 13.10 Å and 15.00 Å. AIL: asymmetric interior
loop. HL: hairpin loop. MMB: MacroMoleculeBuilder. SR: stem region. SSEs: secondary structure
elements.

2.2. MD Analysis
To investigate the behavior of the modeled E2-specific aptamer structure and the binding behavior
of E2 within the binding pocket, an MD simulation was performed. In this study, two MD simulations
were carried out and compared with each other. First, an aptamer simulation was carried out without
ligand, called aptamer-free (AptF) structure simulation. Afterwards, the same aptamer was simulated
with ligand, called E2 aptamer complex (E2AptC) simulation. Both simulations had the same starting
point and were compared to identify structural differences. In order to investigate the stability of
the E2-specific aptamer structures over the 25 ns simulation time, various analytical methods were
employed.
The radius of gyration (R g ) is a established measurement to identify structural stability and
compactness of modeled structures [38]. The R g plot in Fig. 3A shows the comparison of the structures
AptF and E2AptC. Both structures showed stabilization after a simulation time of 15 ns. From this
point on both structures are considered at equilibrium. The average R g value of AptF structure is 20.10
± 1.56 Å. In the case of AptF, these value remained virtually unchanged with an average R g value of
19.88 ± 1.48 Å.
Similar to the R g value, the number of intramolecular formed H-bonds can also contribute to
a basic understanding of the aptamer structure stability [39]. The total number of H-bonds from
AptF and E2AptC are shown in Fig. 3B. The number of H-bonds increased over the course of both
simulations. The average number of H-bonds was 30.3 ± 3.5 for AptF and 30.6 ± 3.7 for AptF. The
minimal number of H-bonds was 22 for both simulations and the maximal number was 41 for AptF
and 43 for E2AptC. Both structures have a similarly high compactness, based on the small R g value
and an approximately constant number of bonds.
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Figure 3. Different structure stability analyses versus time plots during the 25 ns MD simulation for
AptF (orange line) and E2AptC (blue line). (A) Radius of gyration. (B) Number of H-bonds within the
aptamer structure. (C) Structural deviation (RMSD calculation) over the course of MD simulation with
respect to the starting structures of AptF and E2AptC. The green line shows the structural deviation
between AptF and E2AptC from the respective time step. AptF: aptamer-free. E2AptC: E2 aptamer
complex. RMSD: root mean square deviation.

Dynamic stability of E2-specific aptamers over the simulation of 25 ns was analyzed using root
mean square deviation (RMSD). The plot describing the RMSD of the AptF and E2AptC states during
the simulation time of 25 ns is shown in Fig. 3C. Additionally, the structural deviation between AptF
and E2AptC is also displayed in Fig. 3C. The maximal RMSD of AptF was observed to be 18.93 Å.
The average RMSD of AptF was 12.28 ± 2.17 Å. From approx. 11 to 15 ns the AptF structure began to
bend strongly. This brought the 5’-end and the hairpin very close together. The RMSD values were
between 11.89 Å and 18.93 Å during this time, after this period the two aptamer structure elements
unbent again. The R g was also subject to a higher fluctuation between 17.54 Å and 21.04 Å during this
period. In the case of E2AptC, the RMSD was observed by a maximum of 13.38 Å with an average
RMSD value of 10.99 ± 1.27 Å. The equilibrium in the AptF structure is achieved after a simulation
time of 16.25 ns (Fig. 3C). In contrast, the state of stability in E2AptC structure already began after 15
ns. In order to investigate the similarity between the AptF and E2AptC structures, each state of the
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respective simulation was compared and analyzed using RMSD. The average RMSD was 6.31 ± 1.21
Å and has a maximum RMSD of 11.51 Å (Fig. 3C, green line).
The calculation of the root mean square fluctuation (RMSF) can be used to evaluate the flexibility
differences between atoms. The RMSF characterizes structural flexibility, was calculated for the 25 ns
trajectory of E2-specific AptF and E2AptC, and is displayed in Fig. 4 and Tab. 1. The bases of the E2
binding site are a part of the asymmetric interior loop (T12 and T24) and the stem region (C26). The
RMSF values for the single bases are 3.18 Å (T12), 5.20 Å (T24), and 4.20 Å (C26) for AptF trajectory. In
the case of E2AptC, these values decrease to 3.10 Å (T12), 4.31 Å (T24), and 3.61 Å (C26) (Tab. 1). E2 is
a part of the E2AptC MD simulation and exhibits a small movement within the E2-specific aptamer,
represented by the small RMSF value of 2.81 Å (Fig. 4, E2 is depicted as red line).

Figure 4. RMSF of aptamer and E2 atoms during 25 ns MD simulation. RMSF comparison between
AptF (orange line) and E2AptC (blue line). E2 is a part of E2AptC MD simulation and is depicted as a
red line. The various secondary structures of the E2-specific aptamer are shown above the plot and the
binding bases of E2 are highlighted with the asterisk symbol (∗ ). AptF: aptamer-free. E2: 17β-estradiol.
E2AptC: E2 aptamer complex. RMSF: root mean square fluctuation.

2.3. E2-interaction Analysis
MD simulations allow to observe the binding behavior between aptamer and ligand over a
defined period of time. A binding analysis shows at each individual time step the bases of the aptamer
involved in the binding and the chemical binding types that contributed to the binding of E2. The
structural analysis has shown that the SSE were maintained and reinforced during 25 ns MD simulation
(Fig. 5A and B). In particular, the bases in the asymmetric interior loop have contracted and exhibit now
a maximal spatial distance of 8.46 Å (Fig. 5B). The ligand binding takes place inside the asymmetric
interior loop of the E2-specific aptamer (Fig. 5A and the corresponding animation is provided in
supplementary video S2). From the distance map it became clear that the bases G11, T12, G23, T24,
T25, and C26 have the smallest distance to E2 (Fig. 5B). G11 and C26 are a part of the stem region and
have a distance of 2.31 Å and 1.92 Å to E2. All four bases of the asymmetric interior loop have a small
distance to E2. These include T12 with a distance of 2.69 Å, G23 with 2.31 Å, T24 with 1.92 Å, and T25
with 2.31 Å.
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Table 1. Comparison of the RMSF values between AptF and E2AptC. The SSEs of the aptamers, their
corresponding bases with identifier, E2, and their RMSF values in Å are displayed. AptF: aptamer-free.
E2: 17β-estradiol. E2AptC: E2 aptamer complex. RMSF: root mean square fluctuation. SSEs: secondary
structure elements.
region

base range

RMSF [Å] of AptF

RMSF [Å] of E2AptC

5’-end
stem
asymmetric interior loop
hairpin loop
3’-end

A1 to G5
A6 to G11 and C26 to T31
T12 and G23 to T25
T13 to A22
A32 to G35
T12 (asymmetric interior loop)
T24 (asymmetric interior loop)
C26 (stem)
-

7.34
3.72
5.61
5.14
6.57
3.18
5.20
4.20
-

6.43
3.02
3.99
4.24
6.96
3.10
4.31
3.61
2.81

E2 binding site
E2

Figure 5. (A) Final model of the E2AptC obtained from 25 ns MD simulation, with formed SSE. The
5’-end is shown in red within the structure and the 3’-end in yellow. E2 is shown as stick model and in
red color. For improved visibility, all water molecules and ions have been removed. (B) Distance map
of the smallest distance between every pair of bases (residue index 1–35) and E2 (residue index 36) of
the last time step of MD simulation. Bases that are very close to each other are displayed in red. The
SSE and the E2 near bases are framed in black. Within the framed areas the orange and cyan fields
show the formed SSEs with a distance range between 1.54 Å and 10.00 Å. The bases in the AIL region
have a distance between 1.92 Å and 8.46 Å. The orange fields of the E2 near bases have a distance
between 1.92 Å and 2.69 Å. AIL: asymmetric interior loop. E2: 17β-estradiol. E2AptC: E2 aptamer
complex. HL: hairpin loop. SR: stem region. SSEs: secondary structure elements.

To understand aptamer ligand association at the molecular level, it is helpful to determine the
aptamer bases that interact with the ligand. The bases strongly interacting with E2 are G11, T12, T24,
and C26. The total free binding energy between E2 and these four bases is in the range of -17.15
kJ · mol−1 to -14.95 kJ · mol−1 and contributes the majority of binding energy (Fig. 6A). From an
energetic point of view, these bases are the most important interaction partners of E2 and in Fig. 6C it
can be seen that these bases directly surround E2. The base T25 contribute a total energy value of -6.20
± 1.79 kJ · mol−1 and exhibits a higher energy than the other four. This base is also very close to E2 and
binds E2 non-specifically with phosphate backbone of the aptamer (Fig. 6C). T25 had a small part in
the binding of E2 and was involved in 10.84% of time in binding (Tab. 2). Interaction analysis using the
PLIP tool has shown that these four bases also play an important role in the formation of non-covalent
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interactions (Tab. 2 and supplementary Fig. S1). The distribution of the interactions at the respective
positions can be seen below the energy contribution plot (Fig. 6A). This shows that the binding of E2 by
base G11 mainly consist of hydrophobic interactions and water-mediated H-bonds. Base T12 mainly
binds with hydrophobic interactions, water-mediated H-bonds, and H-bonds. Base T24 binds with
π-stacking interactions and base C26 with H-bonds. In addition to these four dominant bases, other
bases were detected that also had non-covalent interactions with E2. These include T13, A22, G23,
and T25 and their energy values are summarized in the supplementary Table S1. The average binding
energy ∆Gbinding also obtained from the MM/PBSA calculation of the E2AptC was -168.32 ± 0.57
kJ · mol−1 and the corresponding trajectory can be seen in Figure 6B. Furthermore, the corresponding
components of the average binding energy ∆Gbinding , the van der Waal energy ∆Evdw were calculated
with -145.17 ± 0.39 kJ · mol−1 , electrostatic energy ∆Eele with -24.31 ± 0.22 kJ · mol−1 , polar solvation
energy ∆Gpolar , and non-polar solvation energy ∆Gnon-polar with -12.85 ± 0.02 kJ · mol−1 . In the time
range from 1 ns to approx. 6 ns, the binding energy ∆Gbinding decreases strongly from -40.09 kJ · mol−1
to -210.10 kJ · mol−1 (Fig. 6B). A minimum binding energy ∆Gbinding between the aptamer and E2 of
-238.45 kJ · mol−1 was achieved at 15 ns. Fig. 6C shows E2 and a small section of the aptamer structure.
A total of eight bases have been identified that have formed non-covalent interactions with E2. The
colors of the bases correspond to the most frequently detected specific integration types per base.
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Figure 6. (A) Contribution of the aptamer bases to free energy. The various secondary structures of the
E2-specific aptamer are shown above the plot. Small donut charts below the energy contribution plot
show the distribution of different interactions of the bases interacting with E2. (B) Binding energy ∆G
analyses versus time for E2AptC. (C) Structural overview of all detected E2 binding bases. The color of
binding bases corresponds to the color of the main specific interaction that was formed with E2. The
bases T12 and T25 mainly formed H-bonds, the base T24 π-stacking interactions, and the other bases
water-mediated H-bonds to E2. E2AptC: E2 aptamer complex. E2: 17β-estradiol is depicted as stick
model in red. H-bonds: hydrogen bonds.

In order to determine which types of interaction occur most frequently and in which combination,
these are divided according to their occurrence (Fig. 7), but non-specific interactions were not included
in the donut chart. In over 99% of the simulation time, E2 was bound by the aptamer. The ligand was
bound in more than 12% by only one, in approx. 55% by two, and in over 31% by all three types of
detected interactions. E2 is bound in 11% of the simulation time by a single H-bond. The combination
of the interaction types H-bond and π-stacking was dominant in the binding of E2 by the aptamer
(over 44%). Least present were the water-meditated H-bond (1.36%), π-stacking interaction (0.36%),
and the combination of these (1.24%).
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Table 2. Overview of the detected interactions between E2 and the bases of E2-specific aptamer during
the 25 ns MD simulation. The relative (rel.) frequency of the detected interactions H-bonds, π-stacking
interactions, water-mediated H-bonds, and hydrophobic interactions are displayed. The last column
shows the relative frequency of the respective base, which forms an interaction with E2 during the
whole 25 ns simulation time. H-bonds: hydrogen bonds.
binding bases

H-bond rel. [%]

π-stacking int. rel. [%]

water-mediated H-bond rel. [%]

hydrophobic int. rel. [%]

total rel. [%]

DG11
DT12
DT13
DA22
DG23
DT24
DT25
DC26

1.00
17.68
0.32
0.04
0.24
0.04
0.36
94.36

0.80
1.92
0.00
0.00
0.00
70.56
0.00
5.76

15.44
19.04
0.48
0.96
3.92
0.56
10.24
2.68

21.08
38.64
0.00
0.00
0.00
29.76
0.28
11.16

33.44
60.96
0.68
1.00
4.16
76.44
10.84
98.00

Figure 7. Donut chart of detected specific interactions between E2 and the E2-specific aptamer during
the 25 ns MD simulation.

The main aptamer binding bases T12 and C26 formed 98.21% of all detected H-bonds and T24
formed 89.27% of all detected π-stacking interactions with E2 (Tab. 2 and Fig. 7). Furthermore, it
was possible to observe how E2 was bound through water-mediated H-bonds. In total, 1479 of these
bounds were generated through the surrounding water molecules and all eight binding bases. In 0.50%
of the total 25 ns MD simulation, E2 was not bound through the observed three different binding types
formed by the E2-specific aptamer.
In order to determine which bases played a major role during the binding process it was checked
how frequently each base at positions 3-β and 17-β has formed the respective interactions (Tab.
3). At the 3-β-position of E2, H-bonds are dominant over the water-mediated H-bonds and at the
17-β-position, the water-mediated H-bonds are dominant. C26 formed 97.64% of 2415 H-bonds from
type O–H· · · O to the 3-β-position of E2 (Fig. 8A). Furthermore, 89.27% of 1976 of the π-stacking
interactions from base T24 to the A-ring of E2 were formed (Fig. 8A). T12 formed 95.21% of 438
H-bonds from type O–H· · · O to the 17-β-position of E2 (Fig. 8B). The corresponding geometric
characteristics such as bond lengths and angle between donor and acceptor atoms and ring centers of
the π-stacking interactions were described in the supplementary material and Figure S2.
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Table 3. Overview of the detected interactions between 3-β- and 17-β-position during the 25 ns
MD simulation. The absolute (abs.) and relative (rel.) frequency of the detected H-bonds and
water-mediated H-bonds are displayed. The last column lists the total number of interactions per E2
position. E2: 17β-estradiol. H-bonds: hydrogen bonds.
E2 position

H-bond abs./rel. [%]

water-mediated H-bond abs./rel. [%]

total abs./rel. [%]

3-β
17-β

2415/84.65
438/15.35

494/33.40
985/66.60

2909/67.15
1423/32.85

∑

2853/100.00

1479/100.00

4332/100.00

Figure 8. Distribution and different perspectives of the detected base interaction atoms during the
25 ns MD simulation that formed O–H· · · O (red atoms) and N–H· · · O (blue atoms) H-bonds and
ring centroids representing the π-stacking interaction (gray pseudo atoms). (A) The focus is on the
3-β-position of E2. (B) The focus is on the 17-β-position of E2. E2: 17β-estradiol.

Through use of explicit solvent in the MD simulation, the formation of water-mediated H-bonds
between E2 and the aptamer was possible. In the 25 ns MD simulation, a total of 1479 water-mediated
H-bonds between aptamer and E2 were detected. 494 (33.40%) was formed on the 3-β- and 985
(66.60%) on the 17-β-position of E2 (Fig. 9). On the 3-β-position, 77.13% of the water-mediated
H-bonds interactions were of type O–H· · · O–H· · · O and 22.87% ot type N–H· · · O–H· · · O. On the
17-β-position, 67.31% of the water-mediated H-bonds interactions were of type O–H· · · O–H· · · O and
32.69% ot type N–H· · · O–H· · · O.
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Figure 9. Distribution and different perspectives of the detected base interaction atoms during the 25
ns MD simulation that formed O–H· · · O–H· · · O (red, purple, and red atoms) and N–H· · · O–H· · · O
(blue, purple and red atoms) water-mediated H-bonds. (A) The focus is on the 3-β-position of E2. (B)
The focus is on the 17-β-position of E2. E2: 17β-estradiol.
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3. Discussion
The aim of this study was to detect the interactions between the E2-specific aptamer and E2 and
to describe the binding characteristics. For this purpose, a 25 ns MD simulation was performed and
the trajectory was used for analysis. It was found that, in addition to the H-bonds and π-interactions,
the water-mediated H-bonds are also important for the binding of E2.
3.1. Generation of the ssDNA Aptamer Structure
The DNA aptamer structure was created using the coarse-grained modeling method [30]. With
the MMB (also known as RNABuilder) it was possible to predict and model the base pairs of the DNA
structure based on secondary structure, since this method can also be used for DNA modeling. The
MMB was mainly used for the modeling of RNA structures [30,40], but was also successfully used
for the modeling of ssDNA structures [41,42]. The predicted SSEs could be completely modeled with
the MMB (Fig. 2B and C). This structure was used as starting point for the presented MD simulation
study. The MMB coarse-grained modeling method is an excellent option to model the unknown
E2-specific 3D DNA aptamer structure [17] from the 2D structure and was also used in other studies
[43,44]. H ILDER AND H ODGKISS [32] described in their study the DNA structure prediction from
the E2-specific DNA aptamer which was done with the RNAcomposer [45]. The RNAcomposer is
based on fragment libraries generated from known structures for the assembly of RNA molecules
[45]. The RNAcomposer was not used in this study to predict the DNA-aptamer 3D structure, as it is
only recommended for predicting RNA structures [45]. Therefore, we decided to use MMB because
this method is also suitable for the generation of DNA 3D structures [30]. In addition to the MMB
and RNAcomposer, there are other methods that are capable of predicting single-stranded nucleotide
tertiary structures. Similar methods are still required, as crystallographic structure determination of
these structures is a challenge [46–48].
3.2. MD Analysis
In order to determine the possible structural differences between the AptF and E2AptC, two
independent all-atom MD simulations were carried out. The simulations were carried out with
GROMACS [49] using the force field AMBER 99 [50]. GROMACS is, in addition to other simulation
software packages such as CHARMM [51], NAMD [52], and AMBER [53], are established software
for sophisticated simulation systems. AMBER 99 [50] and AMBER 99 parmbsc0 [54] force fields have
proven to be particularly suitable for nucleotide simulation as they contain an improved ion parameter
for the interaction with nucleotides. In addition to this force field for nucleotides, there are also
force fields AMBER 03 [55], GROMOS 53A6 [56], and CHARMM27 [57], which can be used for the
simulation of nucleotides. Simulations of ssDNA were also carried out with the force fields listed
above [58–60]. A successful ligand aptamer complex simulation was carried out by L IN ET AL . in
2012 to investigate the induced-fit mechanism [61] that was initiated by the binding of L-argininamide
through DNA aptamer [62]. The structure comparison between AptF and E2AptC revealed a slight
conformational change. This change indicates an induced-fit mechanism that was caused by E2
binding. In order to validate these findings, it would be necessary to carry out further MD simulations,
which includes the following steps: I) short aptamer simulation without ligand, II) positioning of the
ligand near the potential bond bases and simulation of the complex formation and, III) simulation of
the ligand-aptamer complex. The binding properties and dynamics of the E2 ligand within protein
[63,64] and DNA [32,65] structures have been investigated mainly in 2017 by MD simulation studies.
3.3. E2-interaction Analysis
In addition to the structural analysis and the observation of the ligand E2 inside the aptamer
structure, an intensive examination of the formed intactions between E2 and ssDNA was carried out.
PLIP was used for the interaction analysis, as it is suitable for the detection of interactions between
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protein and ligand as well as for the nucleodid ligand complexs. With PLIP it was possible to detect
H-bonds, π-stacking, water-mediated H-bonds, and hydropobic interactions between the aptamer and
E2 for each time step of the MD simulation. In addition to PLIP, the interactivity analyses between the
aptamer and E2 would have been possible with Arpeggio as an alternative [66].
Interaction analyses of E2-target MD simulations have already been performed, but these studies
have only considered a selected time step [32,64,65]. Water-mediated H-bonds were only investigated
in the study of J EREVA ET AL . [64] and not in the interaction analyses between E2 and DNA [32,65]. In
general, the interaction analysis of a trajectory is useful because it allows the separation of selective
and non-selective ligand binding partners and to observe a possible change in these. In this study,
the main interacting bases T12, T24, and C26 of the E2-specific aptamer could be determined and
differentiated from the non-selective bases. However, the non-selective bases also play an important
role and support E2 to remain the position and direction inside of the aptamer.
H ILDER AND H ODGKISS [32] identified the four bases G4, T5, T18, and C19 as the predominant
binding partners of E2 in their study (Fig. 10). The aptamer of H ILDER AND H ODGKISS [32] is a
subsequent of the aptamer presented here, but originates from the same underlying study [17]. The
sequence core area that can bind E2 is the same, only the 5’- and 3’-end are different. Therefore, the
base G1 of the short 22-base aptamer sequence [17,32] is the base G8 of the longer 35-base aptamer
sequence and so on. In our study, we have chosen the 35-base aptamer sequence, because the 5’- and
3’-end can potentially be used for immobilization on different substrates [17]. It is advantageous to
examine the dynamics of the 5’- and 3’-end in order ensure that it will not interact with E2 or otherwise
be integrated into the bond and will not cause any changes in the conformation of the asymmetric
interior loop.
Different energy based approaches can be used to investigate the binding strength between target
and ligand. In the study of H ILDER AND H ODGKISS [32], the free energy perturbation (FEP) method
[67] was used to calculate the binding strength. We used the molecular mechanics Poisson Boltzmann
surface area (MM/PBSA) method [68,69] to estimate the bond strength between the aptamer and E2.
The method FEP is accurate but computationally expensive. Method MM/PBSA, on the other hand, is
also predestined for calculating the free binding energy of systems involving in water and is faster than
the FEP method [70]. Molecular mechanics energy EMM is the sum of bonded Ebonded (composed of
bond, angle, dihedral and improper interactions), electrostatic Eele and van der Waal energy Evdw [68]
and has the most impact on the energy contribution between E2 and the aptamer. The polar solvation
energy Gpolar and non-polar solvation energy Gnon-polar only contribute slightly to free binding energy.
For the four main E2 binding bases G11, T12, T25, and C26 the calculated total energy values based
on the MM/PBSA method are 45.40 ± 7.10% lower than the energy values reported by H ILDER AND
H ODGKISS [32]. In general, the same bases interact with E2 (Fig. 10) and the energy values of both
methods show a significantly increased binding strength of the four bases to E2, in contrast to the
remaining bases.
We discovered that the bases G11, T12, T24, and C26 formed a π-stacking interaction to the
A-ring of E2 during the simulation (supplementary Fig. S1). However, base T24 plays a special role in
the binding of E2, as it was most dominant in the binding. H ILDER AND H ODGKISS [32] were able
to observe the formation of π-stacking at bases G4, T5, T18, and C19. The base T18 of the 22-base
aptamer sequence [32] corresponds to the base T25 in the 35-base aptamer sequence, with this base no
π-stacking interaction could be detected. It has been demonstrated that the bases G and T can form
π-stacking interactions to the A-ring of E2 [65].
The comparison shows that the interactions with E2 were formed by the two aptamers in the
same region (Fig. 10). It was found that the two bases T12 and C26 form the H-bonds and play an
important role in binding E2 through the 35-base aptamer. However, in the study of H ILDER AND
H ODGKISS [32] it was found that only base T5 formed a H-bond. The base T5 of the 22-base aptamer
corresponds to the base T12 of the 35-base aptamer. In general, H-bonds at the positions 3-β and 17-β
of the E2 are possible [64].
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Figure 10. Comparison and local sequence alignment of the E2-specific aptamers. Both aptamers
were identified by A LSAGER ET AL . [17]. The detected interaction bases of the aptamers and their
different interaction types with E2 from the study of H ILDER AND H ODGKISS [32] and from this work
are highlighted. The various secondary structures of the E2-specific aptamer are shown above the plot
and the main binding bases of E2 are highlighted with the asterisk symbol (∗ ). H-bonds: hydrogen
bonds.

Differences between the aptamer structures, as well as the E2 position within the aptamer, between
the study of H ILDER AND H ODGKISS [32] and our study, could be caused by the use of different force
fields. H ILDER AND H ODGKISS [32] used the force fields CHARMM36 and CHARMM27 for MD
simulation and in our study we used the AMBER 99 force field. Comparative studies have shown that
the use of force fields CHARMM27 and AMBER 99 in MD simulations has led to different behavior
of DNA structures [71,72]. It is also possible that other or further interactions between E2 and the
aptamers could be detected if a uniform detection method for is used.
It has been established that water-mediated H-bonds play important roles in target-ligand binding
complexes [36,73]. For the first time, water-mediated H-bonds were examined and evaluated in a
ssDNA ligand interaction MD simulation. Supplementary Figure S1 shows that all bases around E2
formed water-mediated H-bonds with them. The bases G11, T12, and T25 form the most frequent
water-mediated H-bonds to E2. G11 as a part of stem region of the E2-specific aptamer G11 is part
of the E2-specific aptamer stem region and has a minor role in relation to H-bonds and π-stacking
interactions. This study shows that base G11 makes an important contribution to the binding of
E2 at the 3-β-position. The following base T12, on the other hand, already has an important role in
the binding of E2, as it also forms the H-bonds to the 3-β-position of E2. The additional, formed
water-mediated H-bonds supports the strong anchoring of E2 within the asymmetric interior loop. On
the side of the 17-β-position of E2, the bond is enhanced by the water-mediated H-bonds, originating
from the base T25. This base is also part of the asymmetric interior loop, but in terms of H-bonds and
π-stacking interactions only plays a minor role. Through the π-stacking interactions at the A-ring, E2 is
more limited in its movements at the 3-β-position than at the 17-β-position. This allowed more selective
H-bonds to form at the 3-β-position of E2. However, on the 17-β-position, E2 is more variable, so
several intermediate states, the water-mediated H-bonds, are required to stabilize the ligand. However,
the binding of E2 with the water-mediated H-bonds originating from T25, is strongly supported by the
asymmetric interior loop. The water molecules play an important role in the binding of E2 through
the aptamer, as the possible water-mediated H-bonds strongly contribute to the binding of E2 within
the aptamer. It has been established that hydrophobic interactions also play an important role in
target-ligand binding complexes [74]. E2 is a molecule with low polarity because of its dominant
hydrocarbon skeleton. Therefore, the hydrophobic interactions were considered in the interaction
analysis (supplementary Fig. S1). Four bases G11, T12, T24, and C26 are involved in the formation
of hydrophobic interactions. The main bases therefore took a double and triple role in binding of E2.
The base T12 takes part the H-bonds of direct interactions, water-mediated H-bonds and hydrophobic
interaction. The base T24 was able to form interactions via π-stacking and hydrophobic interactions
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to E2. Furthermore, the base C26 was able to form the interaction types H-bonds and hydrophobic
interactions to E2. It is conceivable that the bases in the studies of H ILDER AND H ODGKISS [32,65] may
also play a manifold role in the binding of E2, as is the case with amino acids in the study of J EREVA ET
AL . [64].
4. Conclusions
The results suggest that the interaction analysis, in combination with a target-ligand MD
simulation, paves the way for the understanding of the intrinsic dynamics of a ligand binding through
a target structure. For these investigations we have developed a general workflow, which allows to
investigate the interactions between ligand and aptamer structure starting from a known aptamer
sequence. In this study, the binding behaviour of E2 through the E2-specific aptamer was successfully
analyzed and an interplay of interactions was observed. It was found that dominant bases (T12, T24,
and C26) exist in the asymmetric interior loop of the aptamer that formed various non-covalent bonds
to E2. Besides the dominant bases, there are other bases with a small distance to E2 (G11, T12, G23, and
T25). These are involved in the formation of interactions and thus contribute to the binding of the ligand
within the aptamer structure. Mainly H-bonds, π-stacking interactions, and water-mediated H-bonds
were investigated, but also the non-selective hydrophobic interactions were considered. The use of
explicit solvent in the MD simulation, enables the determination of water-mediated H-bonds. These
not only occur in protein E2 interactions [64], but also in aptamer E2 interactions and thus contribute
to ligand binding. Furthermore, the importance of H-bonds and π-stacking interactions, which play
an important role in the binding of E2 through proteins or DNA aptamers was demonstrated. Through
the predominant hydrophobic and rigid backbone of E2, hydrophobic interactions are key for the
assessment of the E2 binding. However, the focus of this study was on specific interactions (H-bonds
and π-stacking interaction) and water-mediated H-bonds, as these are the strongest non-covalent bond
types [35]. The identification of the binding bases and the comparison with a study [32] allows to
optimize aptamers with regard to the binding pocket. Furthermore, an important finding was that the
two aptamer ends 5’ and 3’ are not interacting with E2 and therefore free to be for immobilized on
potential substrates.
5. Methods
For the study of the interactions between E2 and the specific aptamer a structure is essential.
Since there is no 3D structure, a workflow was developed that generates a 3D structure from the DNA
sequences (Fig. 11).
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Figure 11. Schematic overview of the developed workflow for detailed analysis of ligand-aptamer
interactions. (1) Starting from a known ligand-specific aptamer sequence and the prediction of the
secondary structure, the 3D structure is modeled. (2) The modeled 3D structure is the basis for the MD
simulation. First, the ligand is integrated within the structure through docking or expert knowledge.
After the MD simulation, the resulting structures of the individual time steps are examined for possible
binding sites and the interactions formed are detected. MDS: molecular dynamics simulation. SSP:
secondary structure prediction.

5.1. Generation of the ssDNA aptamer Structure
The E2-specific DNA aptamer (5’-AAGGGATGCCGTTTGGGCCCAAGTTCGGCATAGTG-3’) structure was
modeled with the MMB [30] command line tool v2.17 and the last state of the generated structures
was used as starting point structure for the MD simulation. The structure was defined as DNA type
and was instantiated as sequence in single letter code taken from A LSAGER ET AL . [17]. To define the
base pairings, a base interaction scale factor of 800 was selected, which enforces specific base pairings.
Furthermore, the default temperature value was set to 280 K for the MD parameters in the MMB
tool. For the E2-specific aptamer structure two areas with base pairs were defined, which are derived
from the SSP (identified by A LSAGER ET AL . [17]). The first base pair area was defined from residue
identifier 6 to 11 and from 31 to 26 as the stem region and the second base pair area was defined from
residue identifier 13 to 15 and 22 to 20 as the stem region from hairpin. The default MD parameters
provided by MMB [30] were chosen.
5.2. MD Simulation
MD simulations track the changes of a macromolecular system and are useful to investigate the
E2-ssDNA interaction [32,65]. The simulation systems were prepared by embedding the last MMB
model in cubic water boxes with approx. 125,700 water molecules, 34 Na+ atoms and a simulation box
size of 156 Å3 for AptF and E2AptC. The editconf module of GROMACS was used for creating boundary
conditions and genbox for solvation. The spc216 water template was chosen in this configuration.
Each explicit MD simulation system contained a total number of approx. 126,900 atoms. A minimum
distance of 30 Å was kept between the surface of the E2-specific DNA aptamer and the borders of
the simulation box. The simulations were carried out using GROMACS [49] v5.1.3 with the all-atom
AMBER 99 [50] force field and TIP3P model for water. In addition, the ligand E2 has been integrated
into the simulation study of E2AptC and the E2 parameter files obtained with AmberTools16 [75] were
converted to GROMACS [49] format using ACEPYPE [76]. Afterwards, the energy of the simulation
system was minimized to eliminate structural deformations with 1000 steps of steepest descent
algorithm or until the maximal force threshold (<1000 kJ · mol−1 · nm−1 ) was achieved. For both
simulation systems, AptF and E2AptC, the temperatures were subsequently increased from 0 to 298.15
K and the pressure from 0 to 1 bar during the equilibration period under periodic boundary conditions.
After the equilibrium was achieved through NVT and NPT a production phase of 25 ns was carried
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out for both AptF and E2AptC simulation systems. All MD simulations were performed with Intel(R)
Xeon(R) CPU E5-2690 v2 @ 3.00GHz and the GPU NVIDIA Tesla K40c with Ubuntu 14.04.5 LTS.
The trajectories of the MD simulations were examined with GROMACS [49] tools (e.g. RMSD,
RMSF, H-bond frequency and Radius of gyration) and were visualized using R v3.4.3 [77]. All the
pictorial structure presentations were prepared using PyMOL Molecular Graphics System v1.8.6.0,
Schrödinger, LLC.
The free binding energies of the complex between the aptamer and E2 were analyzed during the
25 ns MD simulations with g_mmpbsa tool for GROMACS [78]. This approach based on the molecular
mechanics Poisson Boltzmann surface area (MM/PBSA) and is a common method for calculating
the binding free energy between target and ligand. The calculation of the free energy always follows
the same formula [78] and the corresponding equations have already been presented in numerous
publications [79–81]. The temperature was adjusted to 298.15 K according to the MD simulation
parameters. All other parameters of g_mmpbsa have been kept at the default settings.
5.3. E2-interaction Analysis
Detection of non-covalent interactions between the E2-specific aptamer and E2 ligand was
performed with the PLIP [35] command line tool v1.3.4 on all extracted trajectory models of the
whole MD simulation. The additional command line argument for interactions of molecules with
DNA (–-dnareceptor) was used for the detection, which is available in the development branch. The
resulting information was used for the extraction of the binding bases and for the investigation at the
atomic level. Furthermore, it was possible to investigate the interaction for each time step of the MD
simulation.
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Supplementary Materials: The following are available online at www.mdpi.com/link, Video S1: Animation of
formed structure by MMB and the corresponding distance matrix., Figure S1: Different interaction analyses versus
time plots during the 25 ns E2AptC MD simulation., Table S1: Binding energy components and binding free energy
for binding bases of the aptamer., Video S1: 25 ns MD simulation trajectory videos of the E2-aptamer complex.,
Figure S2: General geometric characteristics of H-bonds, π-stacking interactions, water-mediated H-bonds, and
hydrophobic interaction.
Acknowledgments: This work was made possible by funding from the SAB (Sächsische Aufbaubank) project
100207221 from a funding of the European Regional Development Fund (ERDF). We thank all the partners from
this project for helpful discussions and suggestions especially associate professor (PD) Dr. Elke Boschke and Dr.
Marlen Zschätzsch of the Institute of Natural Materials Technology TU Dresden. The authors would like to thank
Dr. Torsten Bullmann, Florian Kaiser, Christoph Leberecht, and Sebastian Bittrich for constructive criticism of
the manuscript. We also thank Dr. Shalen Kumar, CEO of AuramerBio Ltd (http://www.auramerbio.com/), for
extended sequence information of the aptamer used.
Author Contributions: A.E.: Responsible for all computational work and data analyses as well as was responsible
for the entire manuscript write up from the cover page to the references; D.L.: principal investigator and helped
perform the analysis with constructive discussions. A.E. and D.L. read and approved the manuscript.
Conflicts of Interest: The authors declare no conflict of interest.

Abbreviations
The following abbreviations are used in this manuscript:
ACPYPE
AIL
AptF
E2
E2AptC
FEP
GROMACS
H-bond
HL
MMB
MD
MM/PBSA
NPT
NVT
PLIP
Rg
RMSD
RMSF
SELEX
SR
ssDNA
SSE
SSP

AnteChamber PYthon Parser interfacE
asymmetric interior loop
aptamer-free
17β-estradiol
E2 aptamer complex
free energy perturbatio
Groningen Machine for Chemical Simulations
hydrogen bond
hairpin loop
MacroMoleculeBuilder
molecular dynamics
molecular mechanics Poisson Boltzmann surface area
constant number (N), pressure (P), and temperature (T)
constant number (N), volume (V), and temperature (T)
Protein-Ligand Interaction Profiler
Radius of gyration
root mean square deviation
root mean square fluctuation
systematic evolution of ligands by exponen tial enrichment process
stem region
single stranded DNA
secondary structure element
secondary structure prediction

References
1.

2.

Valcarcel, Y.; Valdehita, A.; Becerra, E.; Lopez de Alda, M.; Gil, A.; Gorga, M.; Petrovic, M.; Barcelo, D.;
Navas, J.M. Determining the presence of chemicals with suspected endocrine activity in drinking water
from the Madrid region (Spain) and assessment of their estrogenic, androgenic and thyroidal activities.
Chemosphere 2018, 201, 388–398.
Leusch, F.D.L.; Neale, P.A.; Arnal, C.; Aneck-Hahn, N.H.; Balaguer, P.; Bruchet, A.; Escher, B.I.; Esperanza,
M.; Grimaldi, M.; Leroy, G.; Scheurer, M.; Schlichting, R.; Schriks, M.; Hebert, A. Analysis of endocrine
activity in drinking water, surface water and treated wastewater from six countries. Water Res. 2018,
139, 10–18.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 4 June 2018

doi:10.20944/preprints201806.0023.v1

20 of 23

3.

4.
5.
6.
7.
8.
9.

10.

11.
12.

13.
14.

15.
16.
17.

18.
19.
20.
21.
22.
23.
24.
25.
26.

de Assis, S.; Warri, A.; Cruz, M.I.; Laja, O.; Tian, Y.; Zhang, B.; Wang, Y.; Huang, T.H.; Hilakivi-Clarke,
L. High-fat or ethinyl-oestradiol intake during pregnancy increases mammary cancer risk in several
generations of offspring. Nat Commun 2012, 3, 1053.
Irwin, L.K.; Gray, S.; Oberdorster, E. Vitellogenin induction in painted turtle, Chrysemys picta, as a biomarker
of exposure to environmental levels of estradiol. Aquat. Toxicol. 2001, 55, 49–60.
Ying, G.G.; Kookana, R.S.; Ru, Y.J. Occurrence and fate of hormone steroids in the environment. Environment
international 2002, 28, 545–551.
Yin, G.G.; Kookana, R.S.; Ru, Y.J. Occurrence and fate of hormone steroids in the environment. Environ Int
2002, 28, 545–551.
Huy, G.D.; Jin, N.; Yin, B.C.; Ye, B.C. A novel separation and enrichment method of 17β-estradiol using
aptamer-anchored microbeads. Bioprocess and Biosystems Engineering 2011, 34, 189–195.
Delbes, G.; Levacher, C.; Habert, R. Estrogen effects on fetal and neonatal testicular development.
Reproduction 2006, 132, 527–538.
Rodriguez-Mozaz, S.; de Alda, M.J.; Barcelo, D. Monitoring of estrogens, pesticides and bisphenol A in
natural waters and drinking water treatment plants by solid-phase extraction-liquid chromatography-mass
spectrometry. J Chromatogr A 2004, 1045, 85–92.
Westerhoff, P.; Yoon, Y.; Snyder, S.; Wert, E. Fate of endocrine-disruptor, pharmaceutical, and personal
care product chemicals during simulated drinking water treatment processes. Environ. Sci. Technol. 2005,
39, 6649–6663.
Adeel, M.; Song, X.; Wang, Y.; Francis, D.; Yang, Y. Environmental impact of estrogens on human, animal
and plant life: A critical review. Environ. Int. 2017, 99, 107 – 119.
Pessoa, G.P.; de Souza, N.C.; Vidal, C.B.; Alves, J.A.; Firmino, P.I.M.; Nascimento, R.F.; dos Santos, A.B.
Occurrence and removal of estrogens in Brazilian wastewater treatment plants. Sci. Total Environ. 2014,
490, 288 – 295.
Hamid, H.; Eskicioglu, C. Fate of estrogenic hormones in wastewater and sludge treatment: A review of
properties and analytical detection techniques in sludge matrix. Water Res. 2012, 46, 5813–5833.
Panter, G.; Thompson, R.; Sumpter, J. Adverse reproductive effects in male fathead minnows (Pimephales
promelas) exposed to environmentally relevant concentrations of the natural oestrogens, oestradiol and
oestrone. Aquatic Toxicology 1998, 42, 243–253.
Pfeiffer, F.; Mayer, G. Selection and Biosensor Application of Aptamers for Small Molecules. Front Chem
2016, 4, 25.
Ellington, A.D.; Szostak, J.W. In vitro selection of RNA molecules that bind specific ligands. Nature 1990,
346, 818–822.
Alsager, O.A.; Kumar, S.; Zhu, B.; Travas-Sejdic, J.; McNatty, K.P.; Hodgkiss, J.M. Ultrasensitive colorimetric
detection of 17β-estradiol: the effect of shortening DNA aptamer sequences. Anal. Chem. 2015,
87, 4201–4209.
Joeng, C.B.; Niazi, J.H.; Lee, S.J.; Gu, M.B. ssDNA aptamers that recognize diclofenac and
2-anilinophenylacetic acid. Bioorg. Med. Chem. 2009, 17, 5380–5387.
Beier, R.; Pahlke, C.; Quenzel, P.; Henseleit, A.; Boschke, E.; Cuniberti, G.; Labudde, D. Selection of a DNA
aptamer against norovirus capsid protein VP1. FEMS Microbiol. Lett. 2014, 351, 162–169.
Deng, B.; Lin, Y.; Wang, C.; Li, F.; Wang, Z.; Zhang, H.; Li, X.F.; Le, X.C. Aptamer binding assays for
proteins: the thrombin example–a review. Anal. Chim. Acta 2014, 837, 1–15.
Kim, S. Nucleic acid aptamer which specifically binds to bisphenol A, 2013. US Patent 8,410,256.
Stoltenburg, R.; Reinemann, C.; Strehlitz, B. SELEX–a (r)evolutionary method to generate high-affinity
nucleic acid ligands. Biomol. Eng. 2007, 24, 381–403.
Stoltenburg, R.; Strehlitz, B. Refining the Results of a Classical SELEX Experiment by Expanding the
Sequence Data Set of an Aptamer Pool Selected for Protein A. Int J Mol Sci 2018, 19.
Tuerk, C.; Gold, L. Systematic evolution of ligands by exponential enrichment: RNA ligands to
bacteriophage T4 DNA polymerase. Science 1990, 249, 505–510.
Beier, R.; Boschke, E.; Labudde, D. New strategies for evaluation and analysis of SELEX experiments.
Biomed Res Int 2014, 2014, 849743.
He, X.; Guo, L.; He, J.; Xu, H.; Xie, J. Stepping Library-Based Post-SELEX Strategy Approaching to the
Minimized Aptamer in SPR. Anal. Chem. 2017, 89, 6559–6566.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 4 June 2018

doi:10.20944/preprints201806.0023.v1

21 of 23

27.
28.

29.
30.
31.
32.
33.
34.

35.
36.

37.

38.
39.
40.

41.

42.

43.
44.

45.
46.
47.

48.

Hermann, T.; Patel, D.J. Adaptive recognition by nucleic acid aptamers. Science 2000, 287, 820–825.
Svobodova, M.; Skouridou, V.; Botero, M.L.; Jauset-Rubio, M.; Schubert, T.; Bashammakh, A.S.; El-Shahawi,
M.S.; Alyoubi, A.O.; O’Sullivan, C.K. The characterization and validation of 17β-estradiol binding aptamers.
J. Steroid Biochem. Mol. Biol. 2017, 167, 14–22.
Alder, B.J.; Wainwright, T.E. Studies in molecular dynamics. I. General method. The Journal of Chemical
Physics 1959, 31, 459–466.
Flores, S.C.; Sherman, M.A.; Bruns, C.M.; Eastman, P.; Altman, R.B. Fast flexible modeling of RNA structure
using internal coordinates. IEEE/ACM Trans Comput Biol Bioinform 2011, 8, 1247–1257.
Jiang, F.; Kumar, R.A.; Jones, R.A.; Patel, D.J. Structural basis of RNA folding and recognition in an
AMP-RNA aptamer complex. Nature 1996, 382, 183–186.
Hilder, T.A.; Hodgkiss, J.M. The Bound Structures of 17βEstradiol-Binding Aptamers. Chemphyschem 2017,
18, 1881–1887.
Ruan, M.; Seydou, M.; Noel, V.; Piro, B.; Maurel, F.; Barbault, F. Molecular Dynamics Simulation of a RNA
Aptasensor. J Phys Chem B 2017, 121, 4071–4080.
Warfield, B.M.; Anderson, P.C. Molecular simulations and Markov state modeling reveal the structural
diversity and dynamics of a theophylline-binding RNA aptamer in its unbound state. PLoS ONE 2017,
12, e0176229.
Salentin, S.; Schreiber, S.; Haupt, V.J.; Adasme, M.F.; Schroeder, M. PLIP: fully automated protein-ligand
interaction profiler. Nucleic Acids Res. 2015, 43, W443–447.
Rudling, A.; Orro, A.; Carlsson, J. Prediction of Ordered Water Molecules in Protein Binding Sites from
Molecular Dynamics Simulations: The Impact of Ligand Binding on Hydration Networks. J Chem Inf Model
2018, 58, 350–361.
Wishart, D.S.; Feunang, Y.D.; Guo, A.C.; Lo, E.J.; Marcu, A.; Grant, J.R.; Sajed, T.; Johnson, D.; Li, C.;
Sayeeda, Z.; Assempour, N.; Iynkkaran, I.; Liu, Y.; Maciejewski, A.; Gale, N.; Wilson, A.; Chin, L.;
Cummings, R.; Le, D.; Pon, A.; Knox, C.; Wilson, M. DrugBank 5.0: a major update to the DrugBank
database for 2018. Nucleic Acids Res. 2018, 46, D1074–D1082.
Zhang, J. Studies on the structural stability of rabbit prion probed by molecular dynamics simulations. J.
Biomol. Struct. Dyn. 2009, 27, 159–162.
Kuhn, B.; Mohr, P.; Stahl, M. Intramolecular hydrogen bonding in medicinal chemistry. J. Med. Chem. 2010,
53, 2601–2611.
Perez-Cano, L.; Eliahoo, E.; Lasker, K.; Wolfson, H.J.; Glaser, F.; Manor, H.; Bernado, P.; Fernandez-Recio,
J. Conformational transitions in human translin enable nucleic acid binding. Nucleic Acids Res. 2013,
41, 9956–9966.
Byeon, I.J.; Ahn, J.; Mitra, M.; Byeon, C.H.; Hercik, K.; Hritz, J.; Charlton, L.M.; Levin, J.G.; Gronenborn,
A.M. NMR structure of human restriction factor APOBEC3A reveals substrate binding and enzyme
specificity. Nat Commun 2013, 4, 1890.
Marklund, E.G.; Mahmutovic, A.; Berg, O.G.; Hammar, P.; van der Spoel, D.; Fange, D.; Elf, J.
Transcription-factor binding and sliding on DNA studied using micro- and macroscopic models. Proc.
Natl. Acad. Sci. U.S.A. 2013, 110, 19796–19801.
Ouldridge, T.E.; Louis, A.A.; Doye, J.P. DNA nanotweezers studied with a coarse-grained model of DNA.
Phys. Rev. Lett. 2010, 104, 178101.
Maffeo, C.; Ngo, T.T.; Ha, T.; Aksimentiev, A. A Coarse-Grained Model of Unstructured Single-Stranded
DNA Derived from Atomistic Simulation and Single-Molecule Experiment. J Chem Theory Comput 2014,
10, 2891–2896.
Popenda, M.; Szachniuk, M.; Antczak, M.; Purzycka, K.J.; Lukasiak, P.; Bartol, N.; Blazewicz, J.; Adamiak,
R.W. Automated 3D structure composition for large RNAs. Nucleic Acids Res. 2012, 40, e112.
Das, R.; Baker, D. Automated de novo prediction of native-like RNA tertiary structures. Proc. Natl. Acad.
Sci. U.S.A. 2007, 104, 14664–14669.
Jonikas, M.A.; Radmer, R.J.; Laederach, A.; Das, R.; Pearlman, S.; Herschlag, D.; Altman, R.B.
Coarse-grained modeling of large RNA molecules with knowledge-based potentials and structural filters.
RNA 2009, 15, 189–199.
Rendek, K.N.; Fromme, R.; Grotjohann, I.; Fromme, P. Crystallization of a self-assembled three-dimensional
DNA nanostructure. Acta Crystallogr. Sect. F Struct. Biol. Cryst. Commun. 2013, 69, 141–146.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 4 June 2018

doi:10.20944/preprints201806.0023.v1

22 of 23

49.

50.

51.

52.
53.
54.

55.

56.

57.

58.
59.

60.
61.
62.
63.

64.

65.
66.

67.
68.

Abraham, M.J.; Murtola, T.; Schulz, R.; Páll, S.; Smith, J.C.; Hess, B.; Lindahl, E. GROMACS: High
performance molecular simulations through multi-level parallelism from laptops to supercomputers.
SoftwareX 2015, 1-2, 19 – 25.
Wang, J.; Cieplak, P.; Kollman, P.A. How well does a restrained electrostatic potential (RESP) model perform
in calculating conformational energies of organic and biological molecules? Journal of Computational
Chemistry 2000, 21, 1049–1074.
Brooks, B.R.; Brooks, C.L.; Mackerell, A.D.; Nilsson, L.; Petrella, R.J.; Roux, B.; Won, Y.; Archontis, G.;
Bartels, C.; Boresch, S.; Caflisch, A.; Caves, L.; Cui, Q.; Dinner, A.R.; Feig, M.; Fischer, S.; Gao, J.; Hodoscek,
M.; Im, W.; Kuczera, K.; Lazaridis, T.; Ma, J.; Ovchinnikov, V.; Paci, E.; Pastor, R.W.; Post, C.B.; Pu,
J.Z.; Schaefer, M.; Tidor, B.; Venable, R.M.; Woodcock, H.L.; Wu, X.; Yang, W.; York, D.M.; Karplus, M.
CHARMM: the biomolecular simulation program. J Comput Chem 2009, 30, 1545–1614.
Phillips, J.C.; Braun, R.; Wang, W.; Gumbart, J.; Tajkhorshid, E.; Villa, E.; Chipot, C.; Skeel, R.D.; Kale, L.;
Schulten, K. Scalable molecular dynamics with NAMD. J Comput Chem 2005, 26, 1781–1802.
Case, D.A.; Cheatham, T.E.; Darden, T.; Gohlke, H.; Luo, R.; Merz, K.M.; Onufriev, A.; Simmerling, C.;
Wang, B.; Woods, R.J. The Amber biomolecular simulation programs. J Comput Chem 2005, 26, 1668–1688.
Perez, A.; Marchan, I.; Svozil, D.; Sponer, J.; Cheatham, T.E.; Laughton, C.A.; Orozco, M. Refinement of the
AMBER force field for nucleic acids: improving the description of alpha/gamma conformers. Biophys. J.
2007, 92, 3817–3829.
Duan, Y.; Wu, C.; Chowdhury, S.; Lee, M.C.; Xiong, G.; Zhang, W.; Yang, R.; Cieplak, P.; Luo, R.;
Lee, T.; others. A point-charge force field for molecular mechanics simulations of proteins based on
condensed-phase quantum mechanical calculations. Journal of computational chemistry 2003, 24, 1999–2012.
Oostenbrink, C.; Villa, A.; Mark, A.E.; Van Gunsteren, W.F. A biomolecular force field based on the free
enthalpy of hydration and solvation: the GROMOS force-field parameter sets 53A5 and 53A6. Journal of
computational chemistry 2004, 25, 1656–1676.
Foloppe, N.; MacKerell Jr, A.D. All-atom empirical force field for nucleic acids: I. Parameter optimization
based on small molecule and condensed phase macromolecular target data. Journal of computational
chemistry 2000, 21, 86–104.
Chakraborty, K.; Mantha, S.; Bandyopadhyay, S. Molecular dynamics simulation of a single-stranded DNA
with heterogeneous distribution of nucleobases in aqueous medium. J Chem Phys 2013, 139, 075103.
Zeng, X.; Zhang, L.; Xiao, X.; Jiang, Y.; Guo, Y.; Yu, X.; Pu, X.; Li, M. Unfolding mechanism of
thrombin-binding aptamer revealed by molecular dynamics simulation and Markov State Model. Sci Rep
2016, 6, 24065.
Zhang, W.; Wang, M.L.; Cranford, S.W. Ranking of Molecular Biomarker Interaction with Targeted DNA
Nucleobases via Full Atomistic Molecular Dynamics. Sci Rep 2016, 6, 18659.
Koshland, D.E. The key–lock theory and the induced fit theory. Angewandte Chemie International Edition
1995, 33, 2375–2378.
Lin, P.H.; Tsai, C.W.; Wu, J.W.; Ruaan, R.C.; Chen, W.Y. Molecular dynamics simulation of the induced-fit
binding process of DNA aptamer and L-argininamide. Biotechnol J 2012, 7, 1367–1375.
Sonoda, M.T.; Martinez, L.; Webb, P.; Skaf, M.S.; Polikarpov, I. Ligand dissociation from estrogen receptor
is mediated by receptor dimerization: evidence from molecular dynamics simulations. Mol. Endocrinol.
2008, 22, 1565–1578.
Jereva, D.; Fratev, F.; Tsakovska, I.; Alov, P.; Pencheva, T.; Pajeva, I. Molecular dynamics simulation of
the human estrogen receptor alpha: contribution to the pharmacophore of the agonists. Mathematics and
Computers in Simulation 2017, 133, 124–134.
Hilder, T.A.; Hodgkiss, J.M. Molecular Mechanism of Binding between 17β-Estradiol and DNA. Comput
Struct Biotechnol J 2017, 15, 91–97.
Jubb, H.C.; Higueruelo, A.P.; Ochoa-Montano, B.; Pitt, W.R.; Ascher, D.B.; Blundell, T.L. Arpeggio: A Web
Server for Calculating and Visualising Interatomic Interactions in Protein Structures. J. Mol. Biol. 2017,
429, 365–371.
Zwanzig, R.W. High-temperature equation of state by a perturbation method. I. nonpolar gases. The
Journal of Chemical Physics 1954, 22, 1420–1426.
Kollman, P.A.; Massova, I.; Reyes, C.; Kuhn, B.; Huo, S.; Chong, L.; Lee, M.; Lee, T.; Duan, Y.; Wang, W.;
Donini, O.; Cieplak, P.; Srinivasan, J.; Case, D.A.; Cheatham, T.E. Calculating structures and free energies

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 4 June 2018

doi:10.20944/preprints201806.0023.v1

23 of 23

69.
70.
71.
72.
73.
74.
75.
76.
77.
78.
79.

80.
81.

of complex molecules: combining molecular mechanics and continuum models. Acc. Chem. Res. 2000,
33, 889–897.
Genheden, S.; Ryde, U. The MM/PBSA and MM/GBSA methods to estimate ligand-binding affinities.
Expert Opin Drug Discov 2015, 10, 449–461.
Kar, P.; Lipowsky, R.; Knecht, V. Importance of polar solvation and configurational entropy for design of
antiretroviral drugs targeting HIV-1 protease. J Phys Chem B 2013, 117, 5793–5805.
Foloppe, N.; Nilsson, L. Toward a full characterization of nucleic acid components in aqueous solution:
simulations of nucleosides. J Phys Chem B 2005, 109, 9119–9131.
Perez, A.; Lankas, F.; Luque, F.J.; Orozco, M. Towards a molecular dynamics consensus view of B-DNA
flexibility. Nucleic Acids Res. 2008, 36, 2379–2394.
Levinson, N.M.; Boxer, S.G. A conserved water-mediated hydrogen bond network defines bosutinib’s
kinase selectivity. Nat. Chem. Biol. 2014, 10, 127–132.
Panigrahi, S.K. Strong and weak hydrogen bonds in protein-ligand complexes of kinases: a comparative
study. Amino Acids 2008, 34, 617–633.
Case, D.; Darden, T.; Cheatham III, T.; Simmerling, C.; Wang, J.; Duke, R.; Luo, R.; Walker, R.; Zhang, W.;
Merz, K.; others. AmberTools 16. University of California, San Francisco 2016.
Sousa da Silva, A.W.; Vranken, W.F. ACPYPE - AnteChamber PYthon Parser interfacE. BMC Res Notes
2012, 5, 367.
R Core Team. R: A Language and Environment for Statistical Computing. R Foundation for Statistical
Computing, Vienna, Austria, 2017.
Kumari, R.; Kumar, R.; Lynn, A. g_mmpbsa–a GROMACS tool for high-throughput MM-PBSA calculations.
J Chem Inf Model 2014, 54, 1951–1962.
Verma, S.; Grover, S.; Tyagi, C.; Goyal, S.; Jamal, S.; Singh, A.; Grover, A. Hydrophobic Interactions Are a
Key to MDM2 Inhibition by Polyphenols as Revealed by Molecular Dynamics Simulations and MM/PBSA
Free Energy Calculations. PLoS ONE 2016, 11, e0149014.
Zhang, J.; Zhang, L.; Xu, Y.; Jiang, S.; Shao, Y. Deciphering the binding behavior of flavonoids to the cyclin
dependent kinase 6/cyclin D complex. PLoS ONE 2018, 13, e0196651.
Patra, M.C.; Kwon, H.K.; Batool, M.; Choi, S. Computational Insight Into the Structural Organization of
Full-Length Toll-Like Receptor 4 Dimer in a Model Phospholipid Bilayer. Front Immunol 2018, 9, 489.

Sample Availability: Samples of the compounds are not available from the authors.

