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Abstract: Proteins that limit the activity of the tumour suppressor protein p53 are increasingly being
targeted for inhibition in a variety of cancers. In addition to the development of small molecules,
there has been interest in developing constrained (stapled) peptide inhibitors. A stapled peptide
ALRN_6924 that activates p53 by preventing its interaction with its negative regulator Mdm2 has
entered clinical trials. This stapled peptide mimics the interaction of p53 with Mdm2. The chances
that this peptide could bind to other proteins that may also interact with the Mdm2-binding region
of p53 are high; one such protein is the CREB binding protein (CBP)/p300. It has been established
that phosphorylated p53 is released from Mdm2 and binds to p300, orchestrating the transcriptional
program. We investigate whether molecules such as ALRN_6924 would bind to p300 and, to do
so, we used molecular simulations to explore the binding of ATSP_7041, which is an analogue of
ALRN_6924. Our study shows that ATSP_7041 preferentially binds to Mdm2 over p300; however,
upon phosphorylation, it appears to have a higher affinity for p300. This could result in attenuation
of the amount of free p300 available for interacting with p53, and hence reduce its transcriptional
efficacy. Our study highlights the importance of assessing off-target effects of peptide inhibitors,
particularly guided by the understanding of the networks of protein-protein interactions (PPIs) that
are being targeted.

Keywords: stapled peptides; PPIs; MD simulations; phosphorylation; off-target effects

1. Introduction

The tumour suppressor protein p53 is a transcription factor that plays pivotal roles in numerous
biological processes, including cell cycle arrest, apoptosis, senescence, and DNA repair [1,2]; its
deregulation results in several diseases, and hence it is a major therapeutic target [3,4]. Called the
‘guardian of the genome’ [5], it coordinates cellular responses to various stress signals. Impairment of
p53 function is caused by either mutations in the TP53 gene or overexpression of proteins that control
its levels, such as Mdm2 and Mdmx [6].
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Mutations in the p53 pathway are implicated in most human cancers [7]. The DNA binding
domain of p53 harbors most of the deleterious p53 mutations resulting in impairment of DNA binding
or destabilization of the fold of p53 [7]. Therapies are being pursued to restabilize misfolded p53 or to
abrogate the interaction of wild type p53 with negative regulators such as Mdm2 and/or Mdmx, which
can be overexpressed [6,8–10]. They are both E3 ligase components that work with other components of
the ubiquitin pathway to target p53 for ubiquitin modifications and proteasome mediated degradation.
A major effort targeting Mdm2/Mdmx for inhibition by small molecules and peptides is ongoing in
several laboratories and companies [11].

Upon the sensing of stress by a cell, key post-translational events are initiated, particularly
those that activate p53. This results in the release of p53 from sequestration by Mdm2/Mdmx,
notably by phosphorylation of both Mdm2/Mdmx and p53 [12,13]. The next step in the activation
of p53 towards its initiation of the relevant transcriptional programs is its recruitment to the histone
acetyltransferase coactivators CREB binding protein (CBP) and p300, which (a) promote local chromatin
unwinding [14,15] and (b) acetylate p53 on six C-terminal lysine residues further stabilizing it [16–18].
p300 - is a transcriptional co-activator that interacts with the intrinsically disordered transactivation
domains of several transcription factors, including p53 [14,19–22].

p300 is composed of seven distinct domains including two transcriptional adaptor zinc-binding
(Taz) domains, Taz1 (C/H1) and Taz2 (C/H3), which mediate key protein-protein interactions (PPIs)
regulating co-activation. These domains are also known to interact with the N-terminal transactivation
domain (TAD) of p53 [23,24]. The p53_TAD can be divided into two subdomains, TAD1 composed of
residues 140 and TAD2 composed of residues 41–61, which can independently activate transcription [25].
TAD1 and TAD2 have been shown to interact with both Taz1 and Taz2 of p300 [26–28].

Interaction of chromatin-bound p53 with p300 results in acetylation of histones, which facilitates
transcription [29], and this is dependent on the amount of p300 binding by p53 [15]. Inhibition of
binding by competitor proteins or down-regulation of CBP or p300 by siRNA has been found to result
in reduction in local histone acetylation and p53-mediated transcription [15,30–32]. The importance
of the interaction between p53 and the Taz2 domain of p300 was underscored by the observation
that catalytically-inactive deletion mutants of p300 containing this domain can inhibit p53-dependent
apoptosis and G1 arrest [23,33].

The direct interaction between p53 and p300 complex was demonstrated by NMR spectroscopy [34–39].
p53 forms a short α-helical conformation within residues 17–26 in complex with Taz2. The complex is
stabilized by hydrophobic and specific electrostatic interactions. p53_TAD is intrinsically disordered [40]
and characterized by great conformational flexibility in solution, and thus easily participates in numerous
interactions with diverse proteins [41]. The p53_TAD1 peptides are known to form short (for example,
residues 17–26) amphipathic helices in complex with proteins such as p300_Taz2, Mdm2, and Mdmx.
It is the same region of p53 that interacts with both Mdm2/Mdmx and p300_Taz2, and while there are
differences in specific interactions, hydrophobicity is thought to be the main driver in these associations.
This led us to wonder whether inhibitors designed against Mdm2 to release p53 may also interact with the
p53-binding region of p300_Taz2, thus attenuating the effects of p53 and, if so, could a negative feature be
designed into the inhibitors to prevent them from binding to p300_Taz2.

In particular, with the recent development of novel therapeutics targeting Mdm2/Mdmx [42–44],
notably stapled peptides, these designs may result in improved therapeutic efficacy. We present here a
study investigating the binding of the p53 peptide and stapled peptide inhibitors of Mdm2/Mdmx
with p300 using computational approaches.

2. Results

2.1. p53_TAD1 Binding with Mdm2

The N-terminal transactivation domain (TAD1) of p53 (p53_TAD1), highly flexible in solution,
adopts an alpha helical conformation from residues 17–29 when bound to a largely hydrophobic
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pocket in the N-terminal domain of Mdm2 and Mdmx (Figure 1A,B). The p53_TAD1 peptide adopts
an amphipathic α-helical conformation with the side chains of Phe19, Trp23, and Leu26 buried inside
the hydrophobic pocket of Mdm2/Mdmx. In addition to the hydrophobic interactions, intermolecular
hydrogen bonds (H-bonds) between the side chain of p53_TAD1 residue Glu17 with the side chain of
Lys94 from Mdm2, the backbone of p53_TAD1 residue Phe19 with the side chain of Gln72 from Mdm2,
the side chain of p53_TAD1 residue Trp23 with the backbone of Leu54 from Mdm2, the backbone of
p53_TAD1 residue Asn29 with the side chain of Tyr104 from Mdm2, and the side chain of Asn29 with
the side chain of Glu25 and Thr26 from Mdm2 (Figure 1A) stabilize the complex.
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Figure 1. Structural and energetic basis for the binding of p53_TAD1 peptide with Mdm2 and p300.
Cartoon/surface representations, based on the crystal and NMR structures, depicting how p53_TAD1
(residues 17–29) interacts with (A,B) the N-terminal domain (residues 25–109) of Mdm2 (C,D) p300
protein (residues 1723–1812). (A,C) the p53_TAD1 peptide is shown as the green cartoon with the
receptor protein shown as the grey cartoon. Residues in the binding pocket are highlighted and the
protein-peptide H-bond interactions are highlighted (dashed lines). (B,D) the p53_TAD1 peptide is
shown as the green cartoon with the bound proteins shown with their electrostatic potential surfaces
(red and blue correspond to–5 kcal/mol and 5 kcal/mol potentials, respectively).

Molecular dynamics (MD) simulations of the p53_TAD1-Mdm2 complex remained stable and
close to the experimental conformation, a feature reported in numerous studies [45]. The root mean
squared deviations (RMSDs) of the bound p53_TAD1 peptide and Mdm2 do not deviate much in their
conformations, remaining within ~2.5 Å (Figure 2) from the starting conformations. The side chains
of Phe19, Trp23, and Leu26, all buried inside a hydrophobic cavity on the surface of Mdm2, and the
intermolecular H-bonds between the side chain of p53_TAD1 residue Glu17 with the side chain of
Lys94 from Mdm2, the backbone of p53_TAD1 residue Phe19 with the side chain of Gln72 from Mdm2,
the side chain of p53_TAD1 residue Trp23 with the backbone of Leu54 from Mdm2, and the backbone
of p53_TAD1 residue Asn29 with the side chain of Tyr104 from Mdm2 were, all retained (~75% of the
simulation time).
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Figure 2. (A) The structural changes that occur in the p53_TAD1 peptide and in Mdm2 or in p300
during the molecular dynamics (MD) simulations of the complexes as measured by root mean squared
deviation (RMSD). The RMSD of the peptide (calculated against the starting conformation of the
MD simulations) is shown in red for the Mdm2 complex (top of panel A) and for the p300 complex
(bottom of panel A); the RMSD of the protein (calculated against the starting conformation of the
MD simulations) is shown in black for the Mdm2 complex (top of panel A) and for the p300 complex
(bottom of panel A). Panel B shows the changes in the secondary structures of the p53_TAD1 peptides
when bound to Mdm2 (top of panel B) or p300 (bottom of panel B); the secondary structures were
calculated using the DSSP program and are shown as follows: blue for α-helix, grey for 310-helix,
yellow for turn, green for bend, and white for coil, along the peptide chain (y-axis) as a function of the
simulation time (x-axis). The graphs show that the simulations are stable.

2.2. p53_TAD1 Binding with p300_Taz2

The solution structure of p53_TAD1–p300_Taz2 complex shows the p300_Taz2 domain as
constituted by four core α-helices [46]. The p53_TAD1 peptide (1–39) forms a short α-helical
conformation within residues 17–26 in complex with p300_Taz2, while the rest of the p53_TAD1
peptide is unfolded and exposed to the solvent (Figure S1). In contrast to the hydrophobic p53 peptide
pocket in Mdm2, the p53 binding pocket in p300_Taz2 is relatively positively charged (Figure 1D).
Phe19 of p53_TAD1 is buried into the hydrophobic pocket made up of residues Ala1738, Leu1742,
and Met1761. The side chain of Leu22 from p53_TAD1 peptide is buried into the hydrophobic pocket
made up of residues Met1761, Val1764, and Leu1785. Electrostatic interactions are also key at the
p53_TAD1-p300_Taz2 interface. The p53_TAD1 binding site of p300_Taz2 has positively charged regions
(Figure 1C,D) with a salt bridge between Glu17 of p53_TAD1 and Arg1731 of p300_Taz2. Interactions
between the side chains of Asp21 from p53_TAD1 and Gln1784 of p300_Taz2 and interactions between
the carbonyl backbone of Thr18 from p53_TAD1 and the hydroxyl group on the side chain of Ser1734
from p300_Taz2 further stabilize the complex.

We explored the stability of two complexes of p300_Taz2 with p53_TAD1: residues 1–39 as
has been resolved in its complex with p300_Taz2 by NMR and residues 17–29, having deleted the
remainder from the solution structure of p53_TAD1(1–39)–p300_Taz2. During the simulation of the
p53_TAD1 (1–39)–p300_Taz2 complex, the bound peptide exhibited high flexibility without adopting
any particular secondary structure, particularly the regions of p53_TAD1 from residues 1–17 and 30–39,
which were shown not to adopt any defined secondary structures in the NMR ensembles and remain
flexible, and did not adopt any secondary structures (Figure S1); however, residues 17–29 remain alpha
helical. In contrast, during the simulation of the p53_TAD1(17–29)–p300_Taz2 complex, the bound
peptide does not deviate much in its conformations with RMSD of sampled conformations within
~3.0 Å (Figure 2) from its bound state, and remain alpha helical (Figure 2). Therefore, we decided to
focus only on the p53_TAD1(17–29)–p300_Taz2 complexes as this length of p53 is also the length of the
peptides that have been designed as inhibitors of Mdm2/Mdmx. During the simulation, the p53_TAD1
peptide bound structure of p300_Taz2 remains stably bound with RMSD of sampled conformations
within ~4 Å. The binding of the shorter p53_TAD1 peptide (17–29) is stabilized by both hydrophobic
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and H-bond interactions. Hydrophobic residues Phe19, Leu22, and Leu26 all remain buried in the
hydrophobic pocket of p300_Taz2. The negatively charged residues at the termini of p53_TAD1 interact
with the positively charged residues from p300_Taz2 (side chain of p53_TAD1–Glu17 with the side
chain of p300_Taz2–Arg1731 and side chain of p300_Taz2–Arg1732; side chain of p53_TAD1–Asn29
with the side chain of p300_Taz2–Arg1763; backbone of p53_TAD1–Pro27 with the side chain of
p300_Taz2–His1767). In addition, the side chain of p53_TAD1–Thr18 and p53_TAD1–Ser20 are in close
proximity to the positively charged regions of the p300_Taz2 pocket (Figure 1D and Figure S2).

2.3. Comparison of p53_TAD1 Binding with Mdm2 and p300_Taz2

It is clear that the intrinsically disordered N-terminal TAD1 region (residues 17–29) of p53 adopts
an alpha helical conformation upon binding to either Mdm2 or p300_Taz2, although the binding pocket
in both proteins have somewhat differing physicochemical properties, with one pocket being highly
hydrophobic and the other positively charged (Figure 1B,D). Despite this difference, the p53_TAD1
peptide adopts similar conformations and utilizes an overlapping set of residues to interact with
these two proteins. The p53_TAD1 peptide binds to Mdm2 with a higher affinity (∆G~ –62 kcal/mol)
compared with p300_Taz2 (∆G ~ –56 kcal/mol) (Figure S3); this is in qualitative agreement with
experimental studies; Feng et al. [36] reported that the p53_TAD1 peptide (residues 1 to 39) binds to
Mdm2 with Kd ~400 nM and to p300 with Kd ~3 µM. The binding of p53_TAD1 to Mdm2 is largely
driven by bulky hydrophobic residues Phe19, Trp23, and Leu26. These hydrophobic residues also
contribute to the binding to p300_Taz2; however, their contribution is smaller by ~2 kcal/mol (Figure S3)
and, in addition, there are significant contributions from Asp21, Leu22, Leu25, and Asn29 for the
binding to p300_Taz2.

2.4. Effect of Phosphorylation on the Binding of Peptides with p300_Taz2 and Mdm2

Although the p53_TAD1 peptide binds to p300_Taz2 with lower affinity compared with its binding
to Mdm2, phosphorylation of p53, particularly of Thr18 and Ser20, is known to enhance its binding
to p300_Taz2; phosphorylation of Thr18 (pThr18) is known to increase its affinity for p300_Taz2 by
11-fold as compared with the unphosphorylated form (0.2 µM versus 3.0 µM) [39]. At the same time,
phosphorylation of Thr18 results in a reduction in the affinity of p53_TAD1 for Mdm2 (1.3 µM versus
0.2 µM) [39]. In contrast, phosphorylation of Ser20 (pSer20) is known to not affect the affinity of p53
for Mdm2. Molecular dynamics (MD) simulations of the complex between pThr18_p53_TAD1 and
p300_Taz2 show that the bound peptide remains stably bound with RMSD ~3 Å (Figure S4) against the
starting conformation. However, the bound alpha helical conformation is less preserved (Figure S4) as
the presence of additional phosphate groups enhances the flexibility of the peptides even in the bound
states. The bound peptide retained all the H-bond (side chain of p53_TAD1–Glu17 with the side chain of
p300_Taz2–Arg1731; backbone of p53_TAD1–pT18 with the side chain of p300_Taz2–Arg1731; side chain
of p53_TAD1–Asn29 with the side chain of p300_Taz2–Arg1763; and side chain of p53_TAD1–Glu28
with the side chain of p300_Taz2–Lys1760) and hydrophobic interactions (Phe19, Leu22, and Leu26
all remain buried) observed between p53_TAD1 and p300 (Figure 3). In addition, phosphorylated
pThr18 is engaged in charge-charge interactions with the side chains of Ser1734, Arg1732, and Lys1763
(Figure 3). This additional charge-charge interaction between the negatively charged pThr18 from
p53_TAD1 (phosphorylated peptide) and the positively charged p300_Taz2 results in increased binding
between the two (Figure 3). In agreement with the experimental observations, our binding energy
calculations show an energy of ~ –77 kcal/mol (Figure 4) for pThr18_p53_TAD1 binding to p300
compared with ~ –56 kcal/mol for the binding of unphosphorylated p53_TAD1 to p300.
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Figure 3. Structural and energetic basis for the binding of the phosphorylated p53_TAD1 peptide and
p300. Cartoon/surface representations, based on a representative conformation extracted from the
MD simulations, of the p53_TAD1 peptide phosphorylated at Thr18 (panel A showing the structural
details; panel B showing the electrostatic potentials) bound to p300 and of the p53_TAD1 peptide
phosphorylated at Ser20 bound to p300 (panel C showing the structural details; panel D showing the
electrostatic potentials). In panels A and C, the phosphorylated p53_TAD1 peptide is shown as the
green cartoon and the protein is shown as the grey cartoon; residues of the peptides and the binding
pocket of p300 are highlighted as sticks and the protein–peptide H-bond interactions are highlighted as
dashed lines. In panels B and D, the phosphorylated p53_TAD1 peptide is shown as the green cartoon
and p300 is shown with its electrostatic potential surface (red and blue correspond to–5 kcal/mol and
5 kcal/mol potentials, respectively). The figure highlights the observation together with the multiple
H-bonds, the anionic phosphorylated residues are also stabilized by a strong cationic surface of p300.
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Figure 4. Estimation of the free energies (∆G) of the interactions between the p53_TAD1 peptides
(unphosphorylated and phosphorylated) and Mdm2 or p300, using the molecular mechanics Poisson
Boltzmann surface area (MMPBSA) approximations from the conformations generated from MD
simulations of the complexes. Higher affinities are reflected by larger negative values; it is clear
that the unphosphorylated p53_TAD1 peptide–Mdm2 interactions are of a higher affinity than the
unphosphorylated p53_TAD1 peptide–p300 interactions; this trend reverses when the peptides
are phosphorylated.

In the case of the complex between pSer20_p53_TAD1 and p300_Taz2, the bound peptide remains
stably bound with RMSD ~3 Å (Figure S4) against the starting conformation. However, the bound alpha
helical conformation is less preserved (Figure S4). The side chain of hydrophobic residues Phe19 and
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Leu26 of the bound peptide remain buried in the hydrophobic pocket of p300_Taz2. In comparison with
the p53_TAD1–p300_Taz2 interactions, the side chain of peptide residue Glu17 retains its interaction
with the side chain of Arg1731 from p300_Taz2 and forms additional interactions with the side chain of
Ser1730 from p300_Taz2. The side chain of p53_TAD1 Asn29 loses its interaction with Arg1763 from
p300_Taz2; however, this loss is compensated for by the formation of new interactions between the
peptide residue Asn29 with His1767 and Lys1774 from p300_Taz2 (Figure 3). The p300_Taz2 residue
Arg1763 interacts with the backbone of peptide residues Pro27 and Leu26 (Figure 3). In addition,
the phosphorylated pSer20 forms interactions with the side chains of Arg1737 and Ser1734 from
p300_Taz2. These additional charge-charge interactions are expected to contribute towards improved
binding between the pSer20_p53_TAD1 and p300_Taz2. Our binding energy calculations show that
the associated binding energy is ~ –71 kcal/mol compared with the energy of ~ –56 kcal/mol for the
binding of p53_TAD1 and p300_Taz2 (Figure 4).

Thus, it is clear that both phosphorylated forms of the p53_TAD1 peptide (pThr18 and pSer20)
show improved binding to p300_Taz2 compared with the unphosphorylated p53_TAD1, largely
through the formation of new charge-charge interactions. To understand the structural basis for the
observed energetic difference between the peptides, we carried out detailed structural analysis of
the complex trajectories. In the unphosphorylated form of the bound p53_TAD1 peptide, the side
chain of the Thr18 is facing the positively charged surface of p300_Taz2. In contrast, the side chain
of Ser20 is exposed to the solvent. Upon phosphorylation, the negatively charged pSer20 forms
charge-charge interactions with the side chains of Arg1737 and Ser1734 from p300_Taz2. This is
accompanied by partial unfolding of a helical turn at the N-terminus of the peptide. Given that the
Ser20 is located between the Phe19 and Trp23 of the p53 peptide, which is known to retain its helicity
even in its unbound state, conformational changes induced by the formation of new charge-charge
interactions do not contribute favourably to the interactions. On the other hand, Thr18, which is
located at the N- terminal end of the peptide, can undergo conformational rearrangements to form
new interactions, without affecting the bound conformation of the rest of the peptide. Therefore,
the addition of phosphate groups in both cases (pThr18 and pSer20) probably contribute favourably
towards the observed increases in binding; however, the improved binding is offset partially in the case
of pSer20 by the conformational constraints imposed by its location in the peptide (Figures 3 and 4).

How does phosphorylation affect binding to Mdm2? We have seen above that the parent p53_TAD1
peptide displayed higher affinity for Mdm2 compared with p300_Taz2. Mdm2 is defined by a surface
that is highly hydrophobic with small clusters of positively and negatively charged regions scattered.
In contrast, p300_Taz2 protein, which has a positively charged surface, immediately suggesting a
higher affinity for the negatively charged phosphorylated peptides. In the crystal structure of the
p53_TAD1–Mdm2 complex, Thr18 from p53_TAD1 is in the proximity of a negatively charged region
on Mdm2 with the side chain of Thr18 from p53_TAD1, facing and engaging in interactions with the
backbone and side chain of Asp21 from p53_TAD1. In contrast, Ser20 points towards a region of Mdm2
that is slightly positively charged. The side chain of Ser20 points towards the side chain of Gln59 and
Met62 from Mdm2, but makes no specific interactions (Figure 1A).

During the simulation of pThr18_p53_TAD1-Mdm2, the bound peptide showed increased
flexibility (compared with the unphosphorylated form), with the RMSD of the bound peptide reaching
up to 3 Å with respect to its starting structure (Figure S5). In addition, we notice that only the side chain
of Trp23 remains buried in the hydrophobic pocket on the Mdm2 surface, while those of Phe19 and
Leu26 are constantly fluctuating (Figure 5). In addition, out of several H-bond interactions (between
the side chain of p53_TAD1 residue Glu17 and the side chain of Lys94 from Mdm2, the backbone
of p53_TAD1 residue Phe19 and the side chain of Gln72 from Mdm2, the side chain of p53_TAD1
residue Trp23 and the backbone of Leu54 from Mdm2, the backbone of p53_TAD1 residue Asn29
and the side chain of Tyr104 from Mdm2) observed in the p53_TAD1–Mdm2 simulations, only one
H-bond interaction (side chain of p53_TAD1 residue Trp23 with backbone of Leu54 from Mdm2) was
retained, (~40% of simulation time), with the other H-bonds lasting for less than 5% of the simulation
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time. It is clear that the addition of a phosphate group onto the side chain of Thr18 is not well
tolerated structurally (partially owing to its location in the vicinity of the negatively charged Mdm2
surface and partly from repulsion from the spatially contiguous negatively charged Asp21 side chain)
(Figure 5). The side chain of Thr18 is involved in H-bond interactions with the backbone of Asp21 and
is important for retaining the helical turn at the N-terminus of the bound peptide. Addition of the
phosphate group in Thr18 results in loss of this key H-bond interaction with the Asp21 backbone, thus
resulting in loss of alpha helicity in the pThr18_p53_TAD1 peptide, even when it is bound to Mdm2
(Figure 5A and Figure S5). The presence of additional negative charges on the Mdm2 surface further
act to repel the negative charge on pThr18 and the phosphorylated Thr18 undergoes conformational
rearrangements to form new interactions (Figure 5). One such interaction is with the side chain of Arg63
from Mdm2; however, this interaction is very transient in our simulations. The loss of interactions
between the pThr18_p53_TAD1 peptide with Mdm2 is reflected in binding energy calculations, as
the binding free energy of the phosphorylated peptide (pThr18_p53_TAD1) to Mdm2 is decreased by
~4 kcal/mol as compared with the binding of unphosphorylated p53_TAD1 peptide (~ –56 kcal/mol
versus ~–60 kcal/mol for the phosphorylated and unphosphorylated peptide, respectively) (Figure 4).
The predicted loss in affinity is in good qualitative agreement with experimental data, with a seven-fold
loss in affinity for the phosphorylated peptide as compared with its unphosphorylated form, with Kd
of 1.3 µM and 0.2 µM for the phosphorylated and unphosphorylated peptides respectively, and with
previous simulation data [47,48].
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Figure 5. Structural and energetic basis for the binding of the phosphorylated p53_TAD1 peptide and
Mdm2. Cartoon/surface representations, based on a representative conformation extracted from the
MD simulations, of the p53_TAD1 peptide phosphorylated at Thr18 (panel A showing the structural
details; panel B showing the electrostatic potentials) bound to Mdm2 and of the p53_TAD1 peptide
phosphorylated at Ser20 bound to Mdm2 (panel C showing the structural details; panel D showing the
electrostatic potentials). In panels A and C, the phosphorylated p53 _TAD1 peptide is shown as the
green cartoon and the protein is shown as the grey cartoon; residues of the peptides and the binding
pocket of Mdm2 are highlighted as sticks and the protein–peptide H-bond interactions are highlighted
as dashed lines. In panels B and D, the phosphorylated p53_TAD1 peptide is shown as the green
cartoon and Mdm2 is shown with its electrostatic potential surface (red and blue correspond to –5
kcal/mol and 5 kcal/mol potentials, respectively). The figure highlights the observation that together
with the multiple H-bonds, the anionic phosphorylated residues are also stabilized by a cationic surface
of Mdm2, which is not as strongly cationic as that of p300.
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In contrast, during the simulation of the peptide pSer20_p53_TAD1 bound to Mdm2, the bound
peptide remained stably bound, with RMSD ~1.5 Å relative to its starting structure, and exhibited
fluctuations similar to the parent unphosphorylated peptide (RMSD of ~1 Å) (Figure S5). The side
chains of the key hydrophobic residues Phe19, Trp23, and Leu26 all remain buried in the hydrophobic
pocket of the Mdm2 surface, as was exhibited in the unphosphorylated complex. In addition, several
H-bond interactions (between the backbone of p53_TAD1 residue Phe19 and the side chain of Gln72
from Mdm2, the side chain of p53_TAD1 residue Trp23 and the backbone of Leu54 from Mdm2)
observed in the p53_TAD1–Mdm2 simulations were also retained (~90%) during the simulation of the
pSer20_p53_TAD1–Mdm2 complex (Figure 5). The addition of negatively charged phosphate groups
onto the side chain of Ser20, which faces the Mdm2 surface, but without engaging in any specific
interactions with Mdm2 or itself, is well tolerated structurally. Upon phosphorylation, the side chain
of pSer20 interacts with the side chain of Lys24 from p53_TAD1, which in turn is not involved in
any specific interactions with other sites on Mdm2. This additional interaction adds to the structural
stability of the bound peptide. Our binding energy calculations reflect our structural analysis, which
shows that the pSer20 peptide (pSer20_p53_TAD1) binds with affinity (~ –60 kcal/mol) similar to that of
the p53_TAD1 peptide (~ –59 kcal/mol) (Figure 4). This is in good agreement with the experimental data,
which showed that both the Ser20 phosphorylated and unphosphorylated p53_TAD1 peptides bind
Mdm2 with similar affinities (Kd of 0.17 µM and 0.2 µM for the phosphorylated and unphosphorylated
peptides, respectively).

2.5. Effect of Phosphorylation on the Structural Dynamics of p53 Peptide

From our simulation, we observe that the phosphorylation affects the binding of peptides with
its interaction partners. We next investigated how the phosphorylation affects the free peptide in
solution. During the biasing potential replica exchange molecular dynamics (BP-REMD) simulation,
the p53WT peptide is highly flexible and remains mostly unstructured in solution, with only ~11%
of sampled conformations adopting alpha helicity (Figure S6). Introduction of phosphorylation at
Thr18 or Ser20 does not enhance conformational rigidity of the free peptide; rather, a slight decrease
in structural ordering was observed during MD simulations. Only ~8% of sampled structures adopt
helical conformations in the case of pThr18_p53_TAD1 and pSer20_p53_TAD1 peptides (Figure S6).
Although peptide phosphorylation is known to induce large conformation changes in peptides inducing
disorder to order conformations (vice versa), no major change observed in our simulations suggests
that, in the case of the p53_TAD1 peptide, pThr18 and pSer20 have no major effect on the conformation
of the free peptide. Given that the unbound conformations of these peptides are very similar, but
adopt alpha helical conformation upon binding to Mdm2, the entropic contribution (the entropic
energy for the disorder to order transition upon binding) for binding to Mdm2 is expected to be similar
for all these peptides. Therefore, the difference in binding energies observed for the WT_p53_TAD1,
pThr18_p53_TAD1, and pSer20_p53_TAD1 peptides with Mdm2 is mostly enthalpic.

2.6. Structure and Dynamics of ATSP_7041–Mdm2 and ATSP_7041–p300 Complexes

With this observation of peptides sharing binding characteristics with both Mdm2/Mdmx and
p300, we next explore whether a high affinity peptide inhibitor of Mdm2 would also bind to p300.
We choose a stapled peptide ATSP_7041 (LTFR8EYWAQS5CbaSAA), which is an analogue of the
stapled peptide ALRN_6924, which is currently in clinical trials for oncology [41]. ATSP_7041 was
designed successfully with a staple to constrain the peptide to adopt an alpha helical conformation
in solution so that reorganization into a helical bound conformation is minimal, thus improving the
affinity. This peptide is known to bind to both Mdm2 and Mdmx in a helical conformation, with
hydrophobic residue Phe3, Trp7, and Cba10 (Figure 6A, equivalent to Phe19, Trp23, and Leu26 in
p53_TAD1) occupying the hydrophobic pocket on the surface of Mdmx and Mdm2, mimicking the
binding of the parent p53_TAD1 peptide with a much higher affinity.
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Figure 6. Structural basis for the binding of the stapled peptide ATSP_7041 peptide with Mdm2 and
p300. Cartoon representations (panels A and B), based on a representative conformation extracted from
the MD simulations of ATSP_7041 bound to Mdm2 and bound to p300, respectively; the ATSP_7041
peptide is shown as the green cartoon with the receptor protein is shown as the grey cartoon. Residues
in the binding pocket are highlighted and the protein–peptide H-bond interactions are highlighted
(dashed lines); the staple (hydrocarbon linker) is shown as orange sticks. It is clear that the peptide
is stabilized by multiple H-bond and packing interactions; the staple derives affinity by interacting
with the surface of the proteins. Panels C and D show the structural changes that occur in the stapled
peptide ATSP_7041 when bound to Mdm2 or to p300, as measured by RMSD and secondary structures.
The RMSD of the peptide (calculated against the starting conformation of the MD simulations) is shown
in red for the Mdm2 complex (top of panel C) and for the p300 complex (bottom of panel C); the RMSD
of the protein (calculated against the starting conformation of the MD simulations) is shown in black
for the Mdm2 complex (top of panel C) and for the p300 complex (bottom of panel C). Panel D shows
the changes in the secondary structures of the stapled peptide ATSP_7041 when bound to Mdm2 (top
of panel D) or p300 (bottom of panel D); the secondary structures were calculated using the DSSP
program and are shown as follows: blue for α-helix, grey for 310-helix, yellow for turn, green for bend,
and white for coil, along the peptide chain (y-axis) as a function of the simulation time (x-axis). The
graphs show that the simulations are stable.

We generated a model of the stapled peptide ATSP_7041 bound to Mdm2 based on the available
crystal structures of ATSP_7041 bound to Mdmx (PDB id 4N5T). During the MD simulations of this
complex, the bound conformation of ATSP_7041 and of Mdm2 remained stable, with RMSD ~2.5 Å
against the starting conformation (Figure 6C), and helicity of the peptide well preserved during
simulations (Figure 6D). The peptide engages in several H-bonds with the protein, as seen in the
original p53_TAD1-Mdm2 structure (Figure 1A) including between the (1) side chain N of Trp7 from
peptide and the carbonyl backbone of Leu54 from Mdm2; and (2) backbone N of Phe3 from peptide
and the side chain O of Gln72 from Mdm2 (Figure 6A). These are complemented with several transient
H-bond interactions involving Lys52, Arg98, and Tyr100 of Mdm2 and the backbone atoms of Ser12,
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Ala13, and Ala14 of the peptide. In addition, the peptide is also stabilized by hydrophobic interactions
mediated by Phe3, Trp7, and Cba10.

We next generated the model of stapled peptide ATSP_7041 bound with p300_Taz2 using the
structure of p53_TAD1(17-29) bound to p300_Taz2 (Figure 6B). The bound ATSP-7041 remained stable
with RMSD ~2.5 Å (Figure 6C) against the starting conformation, with peptide helicity maintained
(Figure 6D) during simulations and p300_Taz2 remaining stable with RMSD ~4.5 Å (Figure 6C). The
bound conformation of ATSP_7041 is stabilized by hydrophobic and H-bond interactions with the
p300_Taz2. The hydrophobic side chain of Phe3 from ATPS_7041 buried into the hydrophobic pocket
of p300_Taz2 occupied by Phe19 from the p53_TAD1 peptide. The side chain of Glu5 from peptide is
involved in charge–charge interactions with the side chain of Arg1731 from p300_Taz2 (Figure 6B). The
side chain of Trp7 is sandwiched between the hydrophobic residues Val1764, Ile1781 from p300_Taz2,
and the hydrocarbon staple linker from the bound ATSP_7041.

The binding energy of ATSP_7041 to Mdm2 is stronger (∆G ~ –62 kcal/mol) compared with
its binding with p300_Taz2 (∆G ~ –55 kcal/mol), a trend that is similar to the binding of the parent
p53_TAD1–peptide (Figure S7). Interestingly, while peptide residues Phe3, Trp7, and Cba10, along
with the staple linker, contribute to the Mdm2 binding, only Phe3 contributes the most, along with
a reduced contribution from Trp7 among the hydrophobic residues (Figure S7). The staple linkers,
which contribute to the binding with Mdm2, make negligible or very little contributions to p300_Taz2
binding. This arises because, in the case of Mdm2, the staple linkers interact with the surface of the
Mdm2 binding pocket, while in the case of p300_Taz2, they are exposed to the solvent and not involved
in any interactions with p300_Taz2. p300_Taz2 is positively charged in the binding region, and hence
Glu5 from ATSP_7041 makes a significant contribution of ~ –6 kcal/mol to the binding, whereas Glu5
makes negligible contributions (~ –1 kcal/mol) to Mdm2 binding (Figure S7).

2.7. Effect of Phosphorylation on the Binding of ATSP_7041 with p300 and Mdm2

Given that the phosphorylation of Thr18 and Ser20 both had different effects on binding of
p53_TAD1 with p300_Taz2 and Mdm2, we next turned our attention to ATSP_7041. This peptide has a
Thr at position 2 (equivalent to Thr18 in the p53_TAD1WT), Tyr at position 6, and Ser at position 12. We
wondered what the consequences would be if ATSP_7041 were to undergo phosphorylation at these
three positions. To investigate this, we carried out MD simulations of the complexes of Thr2, Tyr6, and
Ser12 phosphorylated ATSP_7041 with Mdm2 and with p300_Taz2.

In the case of the complex with Mdm2, the bound peptides remained stably bound, with RMSD
of ~2 Å against the starting conformation (Figure S8). The side chains of the hydrophobic residues
Phe3, Trp7, and Cba10 all remained buried in the hydrophobic pocket on the Mdm2 surface. The
H-bond interaction (Trp7 side chain with Leu54 backbone) between the bound ATSP_7041 and Mdm2
is retained (90%) throughout the simulations (Figure 7). The H-bond interaction between the side chain
of Gln72 and the backbone of Phe3 is preserved only in Mdm2–ATSP_7041pY6, Mdm2–ATSP_7041pS12,
and Mdm2–ATSP_7041pY6_pS12 (when Thr2 is unphosphorylated). When Thr2 is phosphoryalted,
this Gln72–Phe3 H-bond is lost and the side chain of the phosphorylated pThr2 from ATSP_7041pT2,
ATSP_7041pT2_pY6, ATSP_7041pT2_pS12, and ATSP_7041pT2_pY6_pS12 interacts with the side chains of
Arg63, Tyr67, and Gln72 from Mdm2. In the case of phosphorylation of Tyr6 in ATSP_7041pY6,
ATSP_7041pT2_pY6, ATSP_7041pY6_pS12, and ATSP_7041pT2_pY6_pS12, the anionic phosphate on the
Tyr6 is stabilized (~90% of the simulation) by interactions with the positively charged side chain of
Lys94 from Mdm2. Similarly, the negative charge on Ser12 in ATSP_7041pS12, ATSP_7041pY6_pS12,
ATSP_7041pT2_pS12, and ATSP_7041pT2_pY6_pS12 interacts (~90% of the simulation time) with the
positively charged side chain of Lys51 from Mdm2 (Figure 8). The overall bound helical conformation
of these phosphorylated peptides was maintained during the simulations of their complexes with
Mdm2; some loss in helicity was observed at the N- and C-termini for the phosphorylated Thr2 and
phosphorylated Ser12 containing peptides (Figure S9).
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Figure 7. Structural basis for the binding of the phosphorylated stapled peptide ATSP_7041 and Mdm2.
Cartoon representations, based on representative conformations extracted from the MD simulations of
the ATSP_7041 peptide phosphorylated at Thr2, Tyr6, and Ser12 bound to Mdm2. The phosphorylated
ATSP_7041 peptide is shown as the green cartoon and the Mdm2 is shown as the grey cartoon; residues
of the peptides and the binding pocket of Mdm2 are highlighted as sticks and the protein-peptide
H-bond interactions are highlighted as dashed lines. The figure shows that each phosphate moiety
engages in ionic interactions, which further stabilize the ATSP_7041 in its bound states.
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Figure 8. Structural and energetic basis for the binding of the phosphorylated stapled peptide ATSP_7041
peptide and Mdm2. Cartoon/surface representations, based on representative conformations extracted
from the MD simulations of the ATSP_7041 peptide phosphorylated at Thr2, Tyr6, and Ser12 bound to
Mdm2. The phosphorylated ATSP_7041 peptide is shown as the green cartoon and the Mdm2 is shown
as the grey cartoon; Mdm2 is shown with its electrostatic potential surface (red and blue correspond to
the –5 kcal/mol and 5 kcal/mol potentials, respectively). It is clear that the cationic surface of Mdm2
attracts the anionic surface of the phosphorylated ATSP_7041.

In contrast to the pThr18_p53_TAD1–Mdm2 simulations, in which the phosphorylation of Thr18
induces conformational changes in the bound peptide, resulting in loss of interactions with Mdm2, no
such loss was observed for ATSP_7041 upon phosphorylation of Thr2 (similar to Thr18 in the p53_TAD1
peptide), Tyr6, or Ser12. Our calculations show that the binding energies of ATSP_7041 with single
phosphorylation (ATSP_7041pT2 or ATSP_7041pY6 or ATSP_7041pS12) are very similar to the binding
of the unphosphorylated peptide (~ –62 kcal/mol and ~ –62 to –68 kcal/mol for the phosphorylated
and unphosphorylated peptides, respectively) (Figure 9), but this affinity increases in the case of dual
phosphorylation (~ –70 kcal/mol) and when the three residues are phosphorylated (~ –75 kcal/mol)
(Figure 9).
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Figure 9. Estimation of the free energies (∆G) of the interactions between the ATSP_7041 peptides
(unphosphorylated and phosphorylated) and Mdm2 or p300, using the MMPBSA approximations from
the conformations generated from MD simulations of the complexes. Higher affinities are reflected by
larger negative values; it is clear that the unphosphorylated peptide–Mdm2 interactions are of a higher
affinity than the unphosphorylated peptide–p300 interactions; this trend reverses when the peptides
are phosphorylated. The figure shows that each phosphate moiety engages in ionic interactions, which
further stabilize the ATSP_7041 in its bound states.

In contrast to their complexes with Mdm2, these peptides undergo increased fluctuations in
complex with p300 (Figure S10). This results from the formation of new interactions between the
phosphates at pThr2, pTyr6, and pSer12 and the highly positively charged surface of the p300, especially
in the region around the peptide binding site (Figure 10) and, in this process, both partners undergo
several conformational changes. The bound peptide retains its helical conformation in the regions
within the staple, while the peptide C-termini remain unstructured (Figure S11).Int. J. Mol. Sci. 2019, 20, x FOR PEER REVIEW 14 of 21 
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Figure 10. Structural and energetic basis for the binding of the phosphorylated stapled peptide
ATSP_7041 peptide and p300. Cartoon/surface representations, based on representative conformations
extracted from the MD simulations of the ATSP_7041 peptide phosphorylated at Thr2, Tyr6, and Ser12
bound to p300. The phosphorylated ATSP_7041 peptide is shown as the green cartoon and the p300
is shown as the grey cartoon; p300 is shown with its electrostatic potential surface (red and blue
correspond to the –5 kcal/mol and 5 kcal/mol potentials, respectively). It is clear that the highly cationic
surface of p300 attracts the anionic surface of the phosphorylated ATSP_7041.
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The phosphates on pThr2 and pTyr6 form salt bridges with Arg1731, Arg1732, Ser1734, and
Arg137, while the phosphate on pSer12 forms salt bridges with Arg1763 and His1767 (Figure 11).
These interactions stabilize the phosphorylated peptides with p300 significantly compared with the
unphosphorylated peptide (ranging from ~7 to 14 kcal/mol for single phosphorylation, ~20 kcal/mol for
double phosphorylated peptides, and ~50 kcal/mol for the triple phosphorylated peptides; Figure 9).
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Figure 11. Structural basis for the binding of the phosphorylated stapled peptide ATSP_7041 peptide
and p300. Cartoon representations, based on a representative conformations extracted from the MD
simulations of the ATSP_7041 peptide phosphorylated at Thr2, Tyr6, and Ser12 bound to p300. The
phosphorylated ATSP_7041 peptide is shown as the green cartoon and the p300 is shown as the grey
cartoon; residues of the peptides and the binding pocket of p300 are highlighted as sticks and the
protein-peptide H-bond interactions are highlighted as dashed lines.

Thus, it is clear that, although phosphorylation improves the binding of the ATSP_7041 peptides
with both Mdm2 and with p300, the improvement in affinity for p300 is 10-fold higher (Figure 9),
suggesting that any form of phosphorylation of ATSP_7041 will likely result in competitive binding to
p300, and hence attenuate the activity of p53.

2.8. Effect of Phosphorylation on the Structural Dynamics of the ATSP_7014 Peptide

We next investigated how the phosphorylation of Thr2, Tyr6, and Ser12 affects the conformations
of the free ATSP_7041 peptides in solution. During the biasing potential replica exchange molecular
dynamics (BP-REMD) simulations, we see ~49% helicity in the unphosphorylated ATSP_7041WT

(Figure S12), with the residues within the staple linkers remaining highly helical (~90% helicity).
Introduction of phosphorylation at Thr2 results in a slight increase in helicity (~52%), while that at Tyr6
remains helical for ~50% of the simulation; clearly, neither phosphorylation affects the helicity much.
However, phosphorylation of Ser12 perturbs the peptide structure greatly, with only 20% helicity
retained including regions within the staple linker. Interestingly, double and triple phosphorylation
results in increased flexibility, presumably because of the increased charges, with only 20–30% of
helicity retained. Given that, in general, we find that the helical conformation of the peptides is retained
upon binding to Mdm2 or to p300, the entropic contribution (the reorganizational energy required
for embedding a somewhat disordered peptide in solution to a helical state upon complexation) to
the overall binding free energy is expected to be similar for all these peptides; hence, the difference in
binding energies observed for these ATSP peptides with Mdm2 and p300 is likely to be mostly enthalpic.
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3. Discussion

In this work, we investigated the likelihood that ATSP_7041, a peptide inhibitor developed to
inhibit Mdm2 and thus activate p53, may have potential non-Mdm2 targets too. We focus our attention
on the complex interplay between Mdm2, p53, and the CREB binding protein (CBP)/p300 [34]. It
was established that phosphorylation of the disordered TAD domains of p53 [37] is a pre-requisite
for its engagement with MDM2 and with transcriptional coactivators such as p300 [28,36,38]. We
first establish, using our computational protocol, that phosphorylated p53_TAD1 binds to p300 with
a higher affinity than unphosphorylated p53, as shown by experiments [39]. Next, we examine the
implications of phosphorylations on a p53 mimicking a peptide inhibitor of Mdm2. A modified version
of ATSP_7041 is currently in clinical trials for various indications. ATSP_7041 binds to the p53 binding
pocket in the N-terminal domain of Mdm2 by mimicking the interactions of the TAD1 region of p53
with Mdm2. Given that TAD1 engages with the protein p300_Taz2, resulting in the assembly of the
transcription machinery, we wondered whether molecules such as ATSP_7041, which mimic TAD1 and
bind Mdm2, will also bind p300. If this were true, then ATSP_7041 may potentially also bind p300_Taz2,
thus resulting in an attenuation of the amount of free p300 available for interacting with p53.

Given that the affinity of p53 for p300_Taz2 is increased considerably upon phosphorylation [39],
we speculate upon the effects of phosphorylation on three potential phosphorylable sites on ATSP_7041:
Thr2, Tyr6, and Ser12. Our simulations suggest that not only is this feasible, but additionally, the
phosphorylated ATSP_7041 can bind to p300 with much higher affinity compared with phosphorylated
p53 (especially when there are multiple phosphorylations). This is not surprising given that the
phosphorylation introduces strong anionicity to the peptide and the surface of p300_Taz2 is highly
cationic. It is interesting that phosphorylation of Tyr6 results in the tightest binder of Mdm2 because of
the interactions with Lys71 and His74; a high affinity peptide phosphorylated at an equivalent Tyr was
also isolated a while back [49].

In conclusion, our calculations show that, while ATSP_7041 binds to Mdm2 tighter than to
p300_Taz2, if Thr2 and/or Tyr6 and/or Ser12 in ATSP_7041 were to be phosphorylated, its affinity for
p300_Taz2 would be significant, and hence reduce its ability to fully stabilize p53; in house experimental
data (to be published elsewhere) appears to at least partially concur with this hypothesis. Future work
could explore variants of such peptides to exploit the observation that multiple phosphorylations of
the TAD1 domain of p53 can elicit increased engagements with the coactivators [27,36,38]. Recent
data on alanine mutants of ATSP_7041 [50] show that an Ala substitution at the Thr2, Tyr6, and Ser12
retain binding to Mdm2 without losing the ability to activate p53 in cells. We can assume that these
mutants do not get phosphorylated and may not bind p300. This suggests that appropriately designed
mutations at these positions may be harnessed to inhibit Mdm2, but reduce or disable binding to
p300. Finally, we wondered whether the conformational constraints of the stapled peptide ATSP_7041
would enable it to be phosphorylated. To explore this, we constructed a model of ATSP_7041 docked
to serine/threonine kinase, which was shown to phosphorylate p53 at Thr18 (equivalent position
in ATSP_7041 is Thr2). For the docking, we extracted a conformation of ATSP_7041 from its apo
simulations. It is clear from the docked conformation (Figure 12) that ATSP_7041 can easily dock
onto the substrate binding site of CK2, with its Thr2 side chain hydroxyl appropriately positioned to
accept a phosphate from the bound ATP. Overall, this study highlights the importance of assessing the
off-target effects of peptide inhibitors, particularly guided by the understanding of the networks of
PPIs that are being targeted.
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Figure 12. A model of the ATSP_7041 peptide bound with a serine/threonine kinase CK1-δ (generated
using the crystal structure of CDK2 bound with a substrate, PDB: 1QMZ; CK1-δ and CDK2 share ~46%
homology within their kinase domains). The kinase is shown as surface (grey), the bound peptide
shown as the cartoon (cyan) with the staple linker (magenta), and Thr2 is highlighted as sticks. The
bound ATP is shown as sticks (green).

4. Materials and Methods

4.1. Model Preparation

For the simulations of the peptides bound to the N-terminal domain of Mdm2, the available
crystal structure of p53 peptide (residues 17 to 29) (ETFSDLWKLLPEN) bound to the N-terminal
domain (residues 25 to 109) of Mdm2 (PDB: 1YCR) and a model of the structure of ATSP_7041 peptide
bound to the N-terminal domain of Mdm2 generated recently [50] were used. For the simulation of the
structures of the complex between the peptides and p300_Taz2, the structure of truncated p53 peptide
(residues from 17 to 29) bound with Taz2 domain of p300 was generated from the solution structure
of a long segment of p53 (residues 1 to 39) bound to the Taz2 domain (residues 1723 to 1812) of p300
(PDB: 2K8F). The model of ATSP_7041 bound to p300_Taz2 was generated using the structure of p53
peptide bound to p300_Taz2. The complexes of the phosphorylated peptides bound to Mdm2 or to
p300_Taz2 were generated from the structures of the complexes of the unphosphorylated peptides
with Mdm2 and with p300_Taz2. For the simulations of the apo peptides in solution, the peptides in
their extended state conformations were generated in the xleap module of the program Amber 18 [51].

4.2. Molecular Dynamics (MD) Simulations

MD simulations were carried out on the free apo peptides and on the different complexes generated
above. The xleap module of the Amber18 program [51] was used to prepare the system for the MD
simulations. The N- and C-termini of the peptides were capped with the acetyl (ACE) and amide (NHE)
moieties, respectively. The parameters for the staple linkers were taken from our previous study [52]
and parameters for phosphorylated serine/threonine/tyrosine were taken as described elsewhere [53].
All simulation systems were neutralized with an appropriate number of counter ions. The neutralized
systems were each solvated in an octahedral box with TIP3P [54] water molecules, leaving at least
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Int. J. Mol. Sci. 2019, 20, 5996 17 of 21

and counter ions were initially relaxed using energy minimization with restraints on the protein
and peptide atoms. This was followed by unrestrained energy minimization to remove any steric
clashes. Subsequently, the system was gradually heated from 0 to 300 K using MD simulations with
positional restraints (force constant: 50 kcal mol-1 Å-2) on the atoms of the protein and peptides over a
period of 0.25 ns, allowing water molecules and ions to move freely, followed by gradual removal of
the positional restraints and a 2 ns unrestrained equilibration at 300 K. The resulting systems were
used as starting structures for the respective production phase of the MD simulations. For each case,
three independent (using different initial random velocities) MD simulations were carried out for 250
ns starting from the well equilibrated structures. To enhance the conformational sampling, each of
these peptides were subjected to biasing potential replica exchange MD (BP-REMD) simulations. The
BP-REMD technique is a type of Hamiltonian-REMD method, which includes a biasing potential that
promotes dihedral transitions along the replicas [58,59]. For each system, BP-REMD was carried out
with eight replicas including a reference replica without any bias. BP-REMD was carried out for 100 ns
with the exchange between the neighbouring replicas attempted every 2 ps and accepted or rejected
according to the metropolis criteria. Conformations sampled at the reference replica (no bias) were
used for further analysis. Simulation trajectories were visualized using visual molecular dynamics
(VMDs) [60] and figures were generated using Pymol [61].

4.3. Binding Energy Calculations and Energy Decomposition Analysis

Molecular mechanics Poisson Boltzmann surface area (MMPBSA) methods were used for the
calculation of binding free energies between the peptides and their partner proteins [62,63]. Binding
energy calculations were carried out with a salt concentration of 150 mM using 250 conformations
extracted from the last 100 ns of the simulations. Entropy calculations are computationally intensive
and do not converge easily, and hence are ignored. The effective binding energies were decomposed
into contributions of individual residues using the molecular mechanics generalized boran surface
area (MMGBSA) energy decomposition scheme. The MMGBSA calculations were carried out using
the same protocol as in the MMPBSA calculations. The polar contribution to the solvation free
energy was determined by applying the generalized born (GB) method (igb = 2) [51], using mbondi2
radii. The non-polar contributions were estimated using the ICOSA method [51] by a solvent
accessible surface area (SASA) dependent term scaled with a surface tension proportionality constant
of 0.0072 kcal/mol Å2.

5. Conclusions

Protein-protein interactions are central to most biological processes, and hence their dysregulation
results in disease. Approximately 40% of all PPIs are mediated by relatively short peptide segments,
and these are often intrinsically disordered (IDR), thus enabling each segment to engage in multiple
PPIs. These short peptide motifs can be mimicked and offer the possibility of developing peptide-based
inhibitors to inhibit PPIs. These interfaces are often flat, and hence not druggable by small molecules;
therefore, the possibility of developing peptidomimetics is quite appealing, expanding access to this
vast untapped reservoir of “undruggable targets”. Peptide-based drugs are increasingly finding
applications as therapeutics, with ~60 drugs approved by the FDA for various indications and several
more in clinical development. Given that the parent/native peptide is involved in multiple PPIs,
peptidic inhibitors that are developed from the native peptide may interfere with multiple PPIs,
resulting in reduced efficacy and also off-target effects resulting in toxicity. We explored the likelihood
of one such peptidic inhibitor (the p53 activator ATSP_7041), targeted at inhibiting Mdm2, which can,
upon post-translational modifications, bind to at least one other protein (p300), thereby resulting in
reduced efficacy of the peptide. Our findings suggest that careful consideration of specificity has to be
taken into account while designing peptide inhibitors.
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based on a representative conformation extracted from the MD simulations, of the p53_TAD1 peptide bound to
p300. Figure S3. Estimation of the free energies (∆G) of the interactions between the p53 TAD1 peptides with
Mdm2 or p300. Figure S4. The structural changes that occur in the phosphorylated p53_TAD1 peptide with p300
during the MD simulations. Figure S5. The structural changes that occur in the phosphorylated p53_TAD1 peptide
with Mdm2 during the MD simulations. Figure S6. The structural changes that occur in the unphosphorylated
and phosphorylated p53_TAD1 peptide in solution during the MD simulations. Figure S7. Estimation of the
free energies (∆G) of the interactions between the ATSP_7041 peptide with Mdm2 or p300. Figure S8. The
structural changes that occur in the phosphorylated ATSP_7041 peptides with Mdm2 during the MD simulations
of the complexes as measured by RMSD. Figure S9. The structural changes that occur in the phosphorylated
ATSP_7041 peptides with Mdm2 during the MD simulations. Figure S10. The structural changes that occur in
the phosphorylated ATSP_7041 peptides with p300 during the MD simulations of the complexesas measured by
RMSD Figure S11. The structural changes that occur in the phosphorylated ATSP_7041 peptides with p300 during
the MD simulations of the complexes. Figure S12. The structural changes that occur in the unphosphorylated and
phosphorylated ATSP_7041 peptides in solution during the MD simulations.

Author Contributions: Conceptualization: S.K., D.P.L., and C.S.V.; Methodology: S.K. and C.S.V.; Formal Analysis:
S.K.; writing—review and editing: S.K., A.W.P., D.P.L., and C.S.V.; All authors have approved the final draft of
the manuscript.

Funding: This work was supported by a collaborative grant from MSD to A*STAR (p53lab, ICES, and BII) and
an Industry Alignment Pre-Positioning Grant (Peptide Engineering Program) funded by A*STAR/NRF/EDB to
A*STAR (p53lab, ICES, and BII) (grant IDs H17/01/a0/010, IAF111213C).

Acknowledgments: We would like to acknowledge Yan Lin for critical reading of the manuscript. We would like
thank the National Super Computing Centre (NSCC), Singapore for computing facilities.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Vogelstein, B.; Lane, D.; Levine, A.J. Surfing the p53 network. Nature 2000, 408, 307–310. [CrossRef] [PubMed]
2. Toledo, F.; Wahl, G.M. Regulating the p53 pathway: In vitro hypotheses, in vivo veritas. Nat. Rev. Cancer

2006, 6, 909–923. [CrossRef] [PubMed]
3. Brown, C.J.; Lain, S.; Verma, C.S.; Fersht, A.R.; Lane, D.P. Awakening guardian angels: Drugging the p53

pathway. Nat. Rev. Cancer 2009, 9, 862–873. [CrossRef] [PubMed]
4. Brown, C.J.; Cheok, C.F.; Verma, C.S.; Lane, D.P. Reactivation of p53: From peptides to small molecules.

Trends Pharmacol. Sci. 2011, 32, 53–62. [CrossRef] [PubMed]
5. Lane, D.P. Cancer. p53, guardian of the genome. Nature 1992, 358, 15–16. [CrossRef]
6. Cheok, C.F.; Lane, D.P. Exploiting the p53 Pathway for Therapy. Cold Spring Harb. Perspect. Med. 2017, 7,

a02631. [CrossRef]
7. Freed-Pastor, W.A.; Prives, C. Mutant p53: One name, many proteins. Genes Dev. 2012, 26, 1268–1286.

[CrossRef]
8. Baud, M.G.J.; Bauer, M.R.; Verduci, L.; Dingler, F.A.; Patel, K.J.; Horil Roy, D.; Joerger, A.C.; Fersht, A.R.

Aminobenzothiazole derivatives stabilize the thermolabile p53 cancer mutant Y220C and show anticancer
activity in p53-Y220C cell lines. Euro. J. Med. Chem. 2018, 152, 101–114. [CrossRef]

9. Wassman, C.D.; Baronio, R.; Demir, Ö.; Wallentine, B.D.; Chen, C.K.; Hall, L.V.; Salehi, F.; Lin, D.W.;
Chung, B.P.; Hatfield, G.W.; et al. Computational identification of a transiently open L1/S3 pocket for
reactivation of mutant p53. Nat. Commun. 2013, 4, 1407. [CrossRef]

10. Bykov, V.J.N.; Eriksson, S.E.; Bianchi, J.; Wiman, K.G. Targeting mutant p53 for efficient cancer therapy. Nat.
Rev. Cancer 2018, 18, 89–102. [CrossRef]

11. Khoo, K.H.; Verma, C.S.; Lane, D.P. Drugging the p53 pathway: Understanding the route to clinical efficacy.
Nat. Rev. Drug Discov. 2014, 13, 217–236. [CrossRef]

12. Meek, D.W.; Anderson, C.W. Posttranslational Modification of p53: Cooperative Integrators of Function.
Cold Spring Harb. Perspect. Biol. 2009, 1, a000950. [CrossRef]

13. Meek, D.W.; Hupp, T.R. The regulation of MDM2 by multisite phosphorylation–opportunities for
molecular-based intervention to target tumours? Semin. Cancer Biol. 2010, 20, 19–28. [CrossRef]

http://www.mdpi.com/1422-0067/20/23/5996/s1
http://www.mdpi.com/1422-0067/20/23/5996/s1
http://dx.doi.org/10.1038/35042675
http://www.ncbi.nlm.nih.gov/pubmed/11099028
http://dx.doi.org/10.1038/nrc2012
http://www.ncbi.nlm.nih.gov/pubmed/17128209
http://dx.doi.org/10.1038/nrc2763
http://www.ncbi.nlm.nih.gov/pubmed/19935675
http://dx.doi.org/10.1016/j.tips.2010.11.004
http://www.ncbi.nlm.nih.gov/pubmed/21145600
http://dx.doi.org/10.1038/358015a0
http://dx.doi.org/10.1101/cshperspect.a026310
http://dx.doi.org/10.1101/gad.190678.112
http://dx.doi.org/10.1016/j.ejmech.2018.04.035
http://dx.doi.org/10.1038/ncomms2361
http://dx.doi.org/10.1038/nrc.2017.109
http://dx.doi.org/10.1038/nrd4236
http://dx.doi.org/10.1101/cshperspect.a000950
http://dx.doi.org/10.1016/j.semcancer.2009.10.005


Int. J. Mol. Sci. 2019, 20, 5996 19 of 21

14. Barlev, N.A.; Liu, L.; Chehab, N.H.; Mansfield, K.; Harris, K.G.; Halazonetis, T.D.; Berger, S.L. Acetylation of
p53 activates transcription through recruitment of coactivators/histone acetyltransferases. Mol. Cell 2001, 8,
1243–1254. [CrossRef]

15. Liu, G.; Xia, T.; Chen, X. The activation domains, the proline-rich domain, and the C-terminal basic
domain in p53 are necessary for acetylation of histones on the proximal p21 promoter and interaction with
p300/CREB-binding protein. J. Biol. Chem. 2003, 278, 17557–17565. [CrossRef]

16. Gu, W.; Roeder, R.G. Activation of p53 sequence-specific DNA binding by acetylation of the p53 C-terminal
domain. Cell 1997, 90, 595–606. [CrossRef]

17. Ito, A.; Lai, C.H.; Zhao, X.; Saito, S.; Hamilton, M.H.; Appella, E.; Yao, T.P. p300/CBP-mediated p53 acetylation
is commonly induced by p53-activating agents and inhibited by MDM2. EMBO J. 2001, 20, 1331–1340.
[CrossRef]

18. Sakaguchi, K.; Saito, S.; Higashimoto, Y.; Roy, S.; Anderson, C.W.; Appella, E. Damage-mediated
phosphorylation of human p53 threonine 18 through a cascade mediated by a casein 1-like kinase. Effect on
Mdm2 binding. J. Biol. Chem. 2000, 275, 9278–9283. [CrossRef]

19. Bedford, D.C.; Kasper, L.H.; Fukuyama, T.; Brindle, P.K. Target gene context influences the transcriptional
requirement for the KAT3 family of CBP and p300 histone acetyltransferases. Epigenetics 2010, 5, 9–15.
[CrossRef]

20. Dyson, H.J.; Wright, P.E. Role of intrinsic protein disorder in the function and interactions of the transcriptional
coactivators CREB-binding protein (CBP) and p300. J. Biol. Chem. 2016, 291, 6714–6722. [CrossRef]

21. Lee, C.W.; Sørensen, T.S.; Shikama, N.; La Thangue, N.B. Functional interplay between p53 and E2F through
co-activator p300. Oncogene 1998, 16, 2695–2710. [CrossRef]

22. Perissi, V.; Dasen, J.S.; Kurokawa, R.; Wang, Z.; Korzus, E.; Rose, D.W.; Glass, C.K.; Rosenfeld, M.G.
Factor-specific modulation of CREB-binding protein acetyltransferase activity. Proc. Natl. Acad. Sci. USA
1999, 96, 3652–3657. [CrossRef]

23. Avantaggiati, M.L.; Ogryzko, V.; Gardner, K.; Giordano, A.; Levine, A.S.; Kelly, K. Recruitment of p300/CBP
in p53-dependent signal pathways. Cell 1997, 89, 1175–1184. [CrossRef]

24. Grossman, S.R.; Perez, M.; Kung, A.L.; Joseph, M.; Mansur, C.; Xiao, Z.X.; Kumar, S.; Howley, P.M.;
Livingston, D.M. p300/MDM2 complexes participate in MDM2-mediated p53 degradation. Mol. Cell 1998, 2,
405–415. [CrossRef]

25. Candau, R.; Scolnick, D.M.; Darpino, P.; Ying, C.Y.; Halazonetis, T.D.; Berger, S.L. Two tandem and
independent sub-activation domains in the amino terminus of p53 require the adaptor complex for activity.
Oncogene 1997, 15, 807–816. [CrossRef]

26. Polley, S.; Guha, S.; Kar, S.; Roy, N.S.; Sakaguchi, K.; Chuman, Y.S.V.; Kundu, T.; Roy, S. Differential recognition
of phosphorylated transactivation domains of p53 by different p300 domains. J. Mol. Biol. 2008, 376, 8–12.
[CrossRef]

27. Teufel, D.P.; Freund, S.M.; Bycroft, M.; Fersht, A.R. Four domains of p300 each bind tightly to a sequence
spanning both transactivation subdomains of p53. Proc. Natl. Acad. Sci. USA 2007, 104, 7009–7014.
[CrossRef]

28. Jenkins, L.M.M.; Yamaguchi, H.; Hayashi, R.; Cherry, S.; Tropea, J.E.; Miller, M.; Wlodawer, A.; Appella, E.;
Mazur, S.J. Two distinct motifs within the p53 transactivation domain bind to the Taz2 domain of p300 and
are differentially affected by phosphorylation. Biochemistry 2009, 48, 1244–1255. [CrossRef]

29. Espinosa, J.M.; Emerson, B.M. Transcriptional regulation by p53 through intrinsic DNA/chromatin binding
and site-directed cofactor recruitment. Mol. Cell 2001, 8, 57–69. [CrossRef]

30. Hsu, C.H.; Chang, M.D.; Tai, K.Y.; Yang, Y.T.; Wang, P.S.; Chen, C.J.; Wang, Y.H.; Lee, S.C.; Wu, C.W.; Juan, L.J.
HCMV IE2-mediated inhibition of HAT activity downregulates p53 function. EMBO J. 2004, 23, 2269–2280.
[CrossRef]

31. Luo, J.; Nikolaev, A.Y.; Imai, S.; Chen, D.; Su, F.; Shiloh, A.; Guarente, L.; Gu, W. Negative control of p53 by
Sir2alpha promotes cell survival under stress. Cell 2001, 107, 137–148. [CrossRef]

32. Vaziri, H.; Dessain, S.K.; Ng Eaton, E.; Imai, S.I.; Frye, R.A.; Pandita, T.K.; Guarente, L.; Weinberg, R.A.
hSIR2(SIRT1) functions as an NAD-dependent p53 deacetylase. Cell 2001, 107, 149–159. [CrossRef]

33. Scolnick, D.M.; Chehab, N.H.; Stavridi, E.S.; Lien, M.C.; Caruso, L.; Moran, E.; Berger, S.L.; Halazonetis, T.D.
CREB-binding protein and p300/CBP-associated factor are transcriptional coactivators of the p53 tumor
suppressor protein. Cancer Res. 1997, 57, 3693–3696.

http://dx.doi.org/10.1016/S1097-2765(01)00414-2
http://dx.doi.org/10.1074/jbc.M210696200
http://dx.doi.org/10.1016/S0092-8674(00)80521-8
http://dx.doi.org/10.1093/emboj/20.6.1331
http://dx.doi.org/10.1074/jbc.275.13.9278
http://dx.doi.org/10.4161/epi.5.1.10449
http://dx.doi.org/10.1074/jbc.R115.692020
http://dx.doi.org/10.1038/sj.onc.1201818
http://dx.doi.org/10.1073/pnas.96.7.3652
http://dx.doi.org/10.1016/S0092-8674(00)80304-9
http://dx.doi.org/10.1016/S1097-2765(00)80140-9
http://dx.doi.org/10.1038/sj.onc.1201244
http://dx.doi.org/10.1016/j.jmb.2007.11.082
http://dx.doi.org/10.1073/pnas.0702010104
http://dx.doi.org/10.1021/bi801716h
http://dx.doi.org/10.1016/S1097-2765(01)00283-0
http://dx.doi.org/10.1038/sj.emboj.7600239
http://dx.doi.org/10.1016/S0092-8674(01)00524-4
http://dx.doi.org/10.1016/S0092-8674(01)00527-X


Int. J. Mol. Sci. 2019, 20, 5996 20 of 21

34. Ferreon, J.C.; Lee, C.W.; Arai, M.; Martinez-Yamout, M.A.; Dyson, H.J.; Wright, P.E. Cooperative regulation
of p53 by modulation of ternary complex formation with CBP/p300 and HDM2. Proc. Natl. Acad. Sci. USA
2009, 106, 6591–6596. [CrossRef]

35. Grossman, S.R. p300/CBP/p53 interaction and regulation of the p53 response. Eur. J. Biochem. 2001, 268,
2773–2778. [CrossRef]

36. Teufel, D.P.; Bycroft, M.; Fersht, A.R. Regulation by phosphorylation of the relative affinities of the N-terminal
transactivation domains of p53 for p300 domains and Mdm2. Oncogene 2009, 28, 2112–2118. [CrossRef]

37. Krois, A.S.; Ferreon, J.C.; Martinez-Yamout, M.A.; Dyson, H.J.; Wright, P.E. Recognition of the disordered
p53 transactivation domain by the transcriptional adapter zinc finger domains of CREB-binding protein.
Proc. Natl. Acad. Sci. USA 2016, 113, E1853–E1862. [CrossRef]

38. Lee, C.W.; Ferreon, J.C.; Ferreon, A.C.; Arai, M.; Wright, P.E. Graded enhancement of p53 binding to
CREB-binding protein (CBP) by multisite phosphorylation. Proc. Natl. Acad. Sci. USA 2010, 107, 19290–19295.
[CrossRef]

39. Feng, H.; Jenkins, L.M.; Durell, S.R.; Hayashi, R.; Mazur, S.J.; Cherry, S.; Tropea, J.E.; Miller, M.; Wlodawer, A.;
Appella, E.; et al. Structural basis for p300 Taz2-p53 TAD1 binding and modulation by phosphorylation.
Structure 2009, 17, 202–210. [CrossRef]

40. Dunker, A.K.; Cortese, M.S.; Romero, P.; Iakoucheva, L.; Uversky, V.N. Flexible nets. The roles of intrinsic
disorder in protein interaction networks. FEBS J. 2005, 272, 5129–5148. [CrossRef]

41. Vise, P.; Baral, B.; Stancik, A.; Lowry, D.F.; Daughdrill, G.W. Identifying long-range structure in the intrinsically
unstructured transactivation domain of p53. Proteins 2007, 67, 526–530. [CrossRef] [PubMed]

42. Brown, C.J.; Quah, S.T.; Jong, J.; Goh, A.M.; Chiam, P.C.; Khoo, K.H.; Choong, M.L.; Lee, M.A.; Yurlova, L.;
Zolghadr, K.; et al. Stapled peptides with improved potency and specificity that activate p53. ACS Chem.
Biol. 2013, 8, 506–512. [CrossRef] [PubMed]

43. Chang, Y.S.; Graves, B.; Guerlavais, V.; Tovar, C.; Packman, K.; To, K.H.; Olson, K.A.; Kesavan, K.; Gangurde, P.;
Mukherjee, A.; et al. Stapled a-helical peptide drug development: A potent dual inhibitor of MDM2 and
MDM4 for p53-dependent cancer therapy. Proc. Natl. Acad. Sci. USA 2013, 110, E3445–E3455. [CrossRef]
[PubMed]

44. Tisato, V.; Voltan, R.; Gonelli, A.; Secchiero, P.; Zauli, G. MDM2/X inhibitors under clinical evaluation:
Perspectives for the management of hematological malignancies and pediatric cancer. J. Hematol. Oncol.
2017, 10, 133. [CrossRef]

45. Tan, Y.S.; Mhoumadi, Y.; Verma, C.S. Roles of computational modelling in understanding p53 structure,
biology, and its therapeutic targeting. J. Mol. Cell Biol. 2019, 11, 306–316. [CrossRef]

46. De Guzman, R.N.; Liu, H.Y.; Martinez-Yamout, M.; Dyson, H.J.; Wright, P.E. Solution structure of the TAZ2
(CH3) domain of the transcriptional adaptor protein CBP. J. Mol. Biol. 2000, 303, 243–253. [CrossRef]

47. Lee, H.J.; Srinivasan, D.; Coomber, D.; Lane, D.P.; Verma, C.S. Modulation of the p53-MDM2 interaction by
phosphorylation of Thr18: A computational study. Cell Cycle 2007, 6, 2604–2611. [CrossRef]

48. Yadahalli, S.; Neira, J.L.; Johnson, C.M.; Tan, Y.S.; Rowling, P.J.E.; Chattopadhyay, A.; Verma, C.S.; Itzhaki, L.S.
Kinetic and thermodynamic effects of phosphorylation on p53 binding to MDM2. Sci. Rep. 2019, 9, 693.
[CrossRef]

49. García-Echeverría, C.; Chène, P.; Blommers, M.J.J.; Furet, P. Discovery of potent antagonists of the interaction
between human double minute 2 and tumor suppressor p53. J. Med. Chem. 2000, 43, 3205–3208. [CrossRef]

50. Patridge, A.; Kaan, H.Y.K.; Juang, Y.C.; Sadruddin, A.; Lim, S.; Brown, C.J.; Ng, S.; Thean, D.; Ferrer, F.;
Johannes, C.; et al. Incorporation of Putative Helix-Breaking Amino Acids in the Design of Novel Stapled
Peptides: Exploring Biophysical and Cellular Permeability Properties. Molecules 2019, 24, 2292. [CrossRef]

51. Case, D.A.; Ben-Shalom, I.Y.; Brozell, S.R.; Cerutti, D.S.; Cheatham, T.E., III; Cruzeiro, V.W.D.; Darden, T.A.;
Duke, R.E.; Ghoreishi, D.; Gilson, M.K.; et al. Amber 18; University of California: San Francisco, CA,
USA, 2018.

52. Tan, Y.S.; Reeks, J.; Brown, C.J.; Thean, D.; Ferrer Gago, F.J.; Yuen, T.Y.; Goh, E.T.; Lee, X.E.; Jennings, C.E.;
Joseph, T.L.; et al. Benzene Probes in Molecular Dynamics Simulations Reveal Novel Binding Sites for Ligand
Design. J. Phys. Chem. Lett. 2016, 7, 3452–3457. [CrossRef] [PubMed]

53. Homeyer, N.; Horn, A.H.C.; Lanig, H.; Sticht, H. AMBER force field parameters for phosphorylated
amino acids in different protonation states: Phosphoserine, phosphothreonine, phosphotyrosine and
phosphohistidine. J. Mol. Model. 2006, 12, 281–289. [CrossRef] [PubMed]

http://dx.doi.org/10.1073/pnas.0811023106
http://dx.doi.org/10.1046/j.1432-1327.2001.02226.x
http://dx.doi.org/10.1038/onc.2009.71
http://dx.doi.org/10.1073/pnas.1602487113
http://dx.doi.org/10.1073/pnas.1013078107
http://dx.doi.org/10.1016/j.str.2008.12.009
http://dx.doi.org/10.1111/j.1742-4658.2005.04948.x
http://dx.doi.org/10.1002/prot.21364
http://www.ncbi.nlm.nih.gov/pubmed/17335006
http://dx.doi.org/10.1021/cb3005148
http://www.ncbi.nlm.nih.gov/pubmed/23214419
http://dx.doi.org/10.1073/pnas.1303002110
http://www.ncbi.nlm.nih.gov/pubmed/23946421
http://dx.doi.org/10.1186/s13045-017-0500-5
http://dx.doi.org/10.1093/jmcb/mjz009
http://dx.doi.org/10.1006/jmbi.2000.4141
http://dx.doi.org/10.4161/cc.6.21.4923
http://dx.doi.org/10.1038/s41598-018-36589-5
http://dx.doi.org/10.1021/jm990966p
http://dx.doi.org/10.3390/molecules24122292
http://dx.doi.org/10.1021/acs.jpclett.6b01525
http://www.ncbi.nlm.nih.gov/pubmed/27532490
http://dx.doi.org/10.1007/s00894-005-0028-4
http://www.ncbi.nlm.nih.gov/pubmed/16240095


Int. J. Mol. Sci. 2019, 20, 5996 21 of 21

54. Jorgensen, W.L.; Chandrasekhar, J.; Madura, J.D.; Impey, R.W.; Klein, M.L. Comparison of simple potential
functions for simulating liquid water. J. Chem. Phys. 1983, 79, 926–935. [CrossRef]

55. Maier, J.A.; Martinez, C.; Kasavajhala, K.; Wickstrom, L.; Hauser, K.E.; Simmerling, C. ff14SB: Improving the
Accuracy of Protein Side Chain and Backbone Parameters from ff99SB. J. Chem. Theor. Comput. 2015, 11,
3696–3713. [CrossRef]

56. Darden, T.; York, D.; Pedersen, L. Particle mesh Ewald: An N_log(N) method for Ewald sums in large
systems. J. Chem. Phys. 1993, 98, 10089–10092. [CrossRef]

57. Miyamoto, S.; Kollman, P.A. Settle: An analytical version of the SHAKE and RATTLE algorithm for rigid
water models. J. Comput. Chem. 1992, 13, 952–962. [CrossRef]

58. Kannan, S.; Zacharias, M. Enhanced sampling of peptide and protein conformations using replica exchange
simulations with a peptide backbone biasing-potential. Proteins 2007, 66, 697–706. [CrossRef]

59. Ostermeir, K.; Zacharias, M. Hamiltonian replica-exchange simulations with adaptive biasing of peptide
backbone and side chain dihedral angles. J. Comput. Chem. 2014, 35, 150–158. [CrossRef]

60. Humphrey, W.; Dalke, A.; Schulten, K. VMD—Visual molecular dynamics. J. Mol. Graph. 1996, 14, 33–38.
[CrossRef]

61. De Lano, W. The PyMOL Molecular Graphics System; De Lano Scientific: San Carlos, CA, USA, 2002.
62. Homeyer, N.; Gohlke, H. Free Energy Calculations by the Molecular Mechanics Poisson-Boltzmann Surface

Area Method. Mol. Inform. 2012, 31, 114–122. [CrossRef]
63. Hou, T.; Wang, J.; Li, Y.; Wang, W. Assessing the performance of the molecular mechanics/Poisson Boltzmann

surface area and molecular mechanics/generalized Born surface area methods. II. The accuracy of ranking
poses generated from docking. J. Comput. Chem. 2011, 32, 866–877. [CrossRef] [PubMed]

© 2019 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/10.1063/1.445869
http://dx.doi.org/10.1021/acs.jctc.5b00255
http://dx.doi.org/10.1063/1.464397
http://dx.doi.org/10.1002/jcc.540130805
http://dx.doi.org/10.1002/prot.21258
http://dx.doi.org/10.1002/jcc.23476
http://dx.doi.org/10.1016/0263-7855(96)00018-5
http://dx.doi.org/10.1002/minf.201100135
http://dx.doi.org/10.1002/jcc.21666
http://www.ncbi.nlm.nih.gov/pubmed/20949517
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results 
	p53_TAD1 Binding with Mdm2 
	p53_TAD1 Binding with p300_Taz2 
	Comparison of p53_TAD1 Binding with Mdm2 and p300_Taz2 
	Effect of Phosphorylation on the Binding of Peptides with p300_Taz2 and Mdm2 
	Effect of Phosphorylation on the Structural Dynamics of p53 Peptide 
	Structure and Dynamics of ATSP_7041–Mdm2 and ATSP_7041–p300 Complexes 
	Effect of Phosphorylation on the Binding of ATSP_7041 with p300 and Mdm2 
	Effect of Phosphorylation on the Structural Dynamics of the ATSP_7014 Peptide 

	Discussion 
	Materials and Methods 
	Model Preparation 
	Molecular Dynamics (MD) Simulations 
	Binding Energy Calculations and Energy Decomposition Analysis 

	Conclusions 
	References

