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Raman active diyne-girder conformationally
constrained p53 stapled peptides bind to MDM2
for visualisation without fluorophores†

Danielle C. Morgan, a Laura McDougall, a Astrid Knuhtsen, a Lori Buetow, b

Craig F. Steven, c Oscar A. Shepperson, a Danny T. Huang, bd

Alison N. Hulme c and Andrew G. Jamieson *a

Peptide stapling is an effective strategy to stabilise a-helical peptides, enhancing their bioactive

conformation and improving physiochemical properties. In this study, we apply our novel diyne-girder

stapling approach to the MDM2/MDMX a-helical binding region of the p53 transactivation domain. By

incorporation of an unnatural amino acid to create an optimal i, i + 7 bridge length, we developed a

highly a-helical stapled peptide, 4, confirmed via circular dichroism. This diyne-girder-stapled peptide

demonstrated enhanced helicity and nanomolar binding affinity for MDM2, as assessed by fluorescence

polarisation. Crucially, peptide 4 exhibited strong selectivity for MDM2, with approximately 100-fold

reduced affinity for MDMX. Molecular modeling and docking studies suggested that this selectivity arose

from diminished hydrophobic interactions at the MDMX binding site, driven by the diyne-girder’s

constrained geometry. The use of the diyne-girder, a unique feature amongst stapled peptide analogues,

for cellular visualisation using Raman spectroscopy in the ‘‘cell-silent’’ region was explored. This

capability potentially offers a novel method for tracking stapled peptides in biological systems without

the need for large fluorophores. Overall, peptide 4 represents a promising tool for probing MDM2

activity and a valuable addition to the arsenal of peptide-based therapeutic strategies.

Introduction

Mouse double minute 2/X homologs (MDM2/MDMX) are the
primary negative regulators of the p53 tumour suppressor.1 The
p53 suppressor plays a critical role in protecting cells from
malignant transformation by inducing cell-cycle arrest and
apoptosis in response to DNA damage and cellular stress.1

MDM2/MDMX forms a protein–protein interaction (PPI) with
the transactivation domain of p53, resulting in a complex
allowing identification of this protein for degradation.2,3 Spe-
cifically, wild-type (WT) p53 features an N-terminal a-helical
portion that interacts with MDM2/MDMX. This interaction
relies heavily on specific residues, namely Phe19, Trp23, and
Leu26, identified using the p53–MDM2 crystal structure (PDB:

1YCR).4 The key residues are arranged on a single face of the a-
helix of p53 and make a substantial contribution to the binding
energy (Fig. 1).4 The identification of the p53 sequence that
interacts with MDM2 has facilitated the development of small
molecules and peptides aimed at disrupting the p53–MDM2
PPI as a strategy to restore p53-dependent tumour suppressor
activity in cancers.

Fig. 1 Crystal structure of MDM2 protein (blue) bound to the a-helix
comprised of residues 16–29 of p53 (red). The ‘‘hotspot’’ residues in p53
are represented as sticks (pink) (PDB: 1YCR).4

a School of Chemistry, Advanced Research Centre, University of Glasgow, 11 Chapel

Lane, Glasgow, G11 6EW, UK. E-mail: andrew.jamieson.2@glasgow.ac.uk
b Cancer Research UK Scotland Institute, Garscube Estate, Switchback Road,

Glasgow, G61 1BD, UK
c EaStCHEM School of Chemistry, The University of Edinburgh, West Mains Road,

Edinburgh, EH9 3JJ, UK
d School of Cancer Sciences, University of Glasgow, Glasgow, G61 1QH, UK

† Electronic supplementary information (ESI) available. See DOI: https://doi.org/

10.1039/d4cb00288a

Received 27th November 2024,
Accepted 10th January 2025

DOI: 10.1039/d4cb00288a

rsc.li/rsc-chembio

RSC
Chemical Biology

PAPER

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 1

5 
Ja

nu
ar

 2
02

5.
 D

ow
nl

oa
de

d 
on

 1
4.

04
.2

6 
20

:3
7:

34
. 

 T
hi

s 
ar

tic
le

 is
 li

ce
ns

ed
 u

nd
er

 a
 C

re
at

iv
e 

C
om

m
on

s 
A

ttr
ib

ut
io

n 
3.

0 
U

np
or

te
d 

L
ic

en
ce

.

View Article Online
View Journal  | View Issue

https://orcid.org/0000-0002-9972-4505
https://orcid.org/0000-0002-6255-4223
https://orcid.org/0000-0001-7622-5634
https://orcid.org/0000-0003-4951-8057
https://orcid.org/0000-0001-7750-9794
https://orcid.org/0000-0001-7190-8786
https://orcid.org/0000-0002-6192-259X
https://orcid.org/0000-0002-4619-1506
https://orcid.org/0000-0003-1726-7353
http://crossmark.crossref.org/dialog/?doi=10.1039/d4cb00288a&domain=pdf&date_stamp=2025-01-17
https://doi.org/10.1039/d4cb00288a
https://doi.org/10.1039/d4cb00288a
https://rsc.li/rsc-chembio
http://creativecommons.org/licenses/by/3.0/
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/d4cb00288a
https://pubs.rsc.org/en/journals/journal/CB
https://pubs.rsc.org/en/journals/journal/CB?issueid=CB006003


© 2025 The Author(s). Published by the Royal Society of Chemistry RSC Chem. Biol., 2025, 6, 394–403 |  395

A reported strategy for designing therapeutics to disrupt this
specific PPI involves the use of a-helical stapled peptides.5,6 One of
the initial key developments in this field included such stapling,
with work from Bernal et al. (2005), whereby they reported
‘stabilised a-helical-8’ (SAH-8), a peptide derived from WT p53,
that binds to MDM2/MDMX and activates the p53 response in
cells.7 The co-crystal structure of SAH-8 in complex with MDM2
provided greater insight into the mechanism of binding, specifi-
cally identifying a hydrophobic pocket on the MDM2 surface where
p53 engages in numerous hydrophobic interactions.7

Carvajal et al. (2018) advanced the development of stapled
peptides to disrupt the p53–MDM2 interaction by specifically
targeting the core binding residues (Phe19, Trp23, and Leu26).4,8

Through iterative optimisation studies of the linear a-helical
fragment of p53, several residues were modified, leading to
enhanced biological potency. Of most interest was the replace-
ment of Leu26 with the unnatural amino acid, cyclobutylalanine
(Cba), enhancing the hydrophobic interaction within the pocket,
initially brought to light by Bernal et al. (2005).7 The work
culminated in a progenitor of the initial ATSP-7041 peptide,
ALRN-6924, recognised as the first cell-permeating, stapled a-
helical peptide to progress into clinical development.9,10 ALRN-
6924 progressed to phase II clinical trials (phase I – NCT02909972
and phase II – NCT02264613), as a dual inhibitor of MDM2/
MDMX for patients with solid tumour and lymphomas bearing
WT Tp53.11,12

As has been previously evidenced by the success of stapled
analogues to inhibit the p53–MDM2 interaction, hydrocarbon
alkene stapling is a powerful tool in the chemical biologist’s
toolbox.10,13,14 However, despite the impressive success of this
approach a number of limitations remain – namely, the require-
ment of two non-native alkene amino acids, a ruthenium-based
Grubbs catalyst, and resultant production of a mixture of cis- and
trans-isomers with i, i + 7 alkene stapling.15,16 In addition, to
study alkene stapled peptides within cellular environments, a
typically large and hydrophobic fluorophore is required to
adequately visualise the peptide target.17,18

We recently reported a novel type of diyne-girder peptide
stapling strategy designed to overcome the limitations of hydro-
carbon alkene stapling.19 This strategy provides stable, a-helical
peptidomimetics incorporating a Raman active conformational
constraint, removing the requirement of any additional fluoro-
phores for visualisation within cellular environments.13,19 Our
work presented herein investigates the application of our diyne-
girder stapling strategy to the p53 peptide. Using this new
chemical methodology, we synthesised a series of Raman-
active diyne-girder stapled p53 peptides. Our peptides displayed
enhanced helicity, and, in a fluorescence polarisation binding
assay, we observed a preference for binding to MDM2 over
MDMX. With the help of molecular docking, we were able to
elucidate the underlying molecular mechanism of this specificity
for MDM2 over MDMX.

Our work presented herein sheds new light on the potential
of a recently developed, isomerically pure, hydrocarbon
constraint for inhibiting the MDM2–p53 PPI interaction.
Furthermore, we uncover previously unknown details regarding

the binding pocket of MDMX and how it varies from MDM2.
Our work culminates in employing this hydrocarbon constraint
with coherent Raman microscopy to visualise our constrained
peptide intracellularly.

Results and discussion

We envisaged the synthesis of an i, i + 7 diyne-girder stapled
peptide analogue, 4, of the extensively studied, alkene stapled
peptide, ATSP-7041 (2/3) (Fig. 2).19,20 Alongside the synthesis of
our diyne-girder analogue, 4, we sought to synthesise the linear
control peptide, ATSP-3848 (1), and a diyne control peptide
(5, Phe3 to Ala3) for side-by-side comparison of MDM2/MDMX
binding affinity (Fig. 2).20 For each peptide prepared herein, the
N-terminus was either acetylated (1–5) or fluorescently labelled
(1FITC–5FITC) with fluorescein isothiocyanate (FITC) for biolo-
gical visualisation by fluorescence polarisation and microscopy.

Fmoc-solid phase synthesis (SPPS) of stapled peptide analogues

Peptides were prepared by microwave-assisted 9-fluorenylmethyl-
oxycarbonyl (Fmoc)-SPPS.21 ChemMatrixr Rink-amide resin
(0.45 mmol g�1) was employed to achieve C-terminal carboxamide
functionality.22 Coupling reactions were achieved using Fmoc

Fig. 2 p53 (15–29) peptide analogues. Native peptide (green), alkene
staple (purple), diyne staple (blue), amino acid substitution (red), spacer
amino acid (grey) and fluorescent tag (yellow) are highlighted.
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protected amino acids (5 equiv.), OxymaPure (5 equiv.) and N,N0-
diisopropylcarbodiimide (DIC) (5 equiv.) in dimethylformamide
(DMF) (90 1C, 2 min, 55 mW). Where unnatural amino acids ((R)-2-
((((9H-fluoren-9-yl)methoxy)carbonyl)amino)-2-methyldec-9-enoic
acid [Fig. 2, R8], (S)-2-((((9H-fluoren-9-yl)methoxy)carbonyl)amino)-
2-methylhept-6-enoic acid [Fig. 2, S5] and (S)-2-((((9H-Fluoren-9-
yl)methoxy)carbonyl)amino)-2-methylnon-8-ynoic acid [Fig. 2, S7])
were employed, couplings were repeated, and reaction time
doubled (90 1C, 2 � 4 min, 55 mW). Deprotection of N-terminal
Fmoc protected amino acids was achieved using 20% morpholine
(v/v) in DMF (90 1C, 1 min). The resin was washed thoroughly
between reactions using DMF. For acetylated peptide analogues
the N-terminal acetylation was achieved with acetic anhydride
(5 M) and diisopropylethylamine (DIPEA) (5 equiv.) in DMF (r.t.,
10 min). For the fluorescently labelled counterparts, Fmoc-6-
aminohexanoic acid (Fmoc-Ahx) was first coupled as a spacer
using identical reaction conditions to those employed for

standard amino acids.23 Following removal of Fmoc from Ahx,
FITC (2 equiv.) was coupled to the free amine using DIPEA
(8 equiv.) in DMF (r.t., 16 h, excluding light). It should be noted
that for fluorescently labelled stapled peptide analogues (1FITC–
5FITC), the coupling of the fluorescein tag was performed follow-
ing macrocyclisation to form the staple functionality.24

To achieve the linear control peptide, 1, the linear peptidyl
resin underwent cleavage from the resin, with concomitant
global deprotection using trifluoroacetic acid (TFA)/triisopro-
pylsilane (TIPS)/H2O (95/2.5/2.5, v/v/v) over the course of 3 h
at r.t.

To achieve the i, i + 7 hydrocarbon alkene stapled peptides,
cis-2 and trans-3, the linear peptide was synthesised with R8

(at position 4) and S5 (at position 11). Cyclisation was per-
formed by Ring-Closing Metathesis (RCM) using Grubbs
catalyst (excluding light).15 The reaction was confirmed as
complete by cleavage of a small portion of the peptidyl resin

Scheme 1 Synthetic protocol for the synthesis of diyne stapled peptides 4 and 5, and FITC tagged peptides, 4FITC and 5FITC. Key components shown
for diyne residues and bridges (blue), unnatural amino acids (orange), fluorescent tag (yellow) and variable amino acid for synthesis of either 4/4FITC or 5/
5FITC (red, X).
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and subsequent analysis by RP-HPLC and LC-MS. As previously
alluded to, RCM reactions are non-stereoselective, resulting in a
mixture of cis- (cis-2) and trans-alkene (trans-3) products (Fig. 2).
These isomers were isolated as the mixtures of products
following resin cleavage and concomitant global deprotection
by TFA/TIPS/H2O (95/2.5/2.5, v/v/v) over the course of 3 h at r.t.
The resultant mixture of isomeric peptidyl products (cis-2 and
trans-3) was purified by preparative RP-HPLC (yields = 4%, cis-2;
2%, trans-3).

To achieve the synthesis of the i, i + 7 diyne-girder stapled
peptides, 4 and 5, the linear peptides were prepared with S7 at
positions 4 and 11 (Scheme 1).19 Macrocyclisation to produce
the diyne conformational constraint was achieved on-resin,
using Glaser reaction conditions. Conversion to the diyne-
girder stapled product was determined by examination of
analytical RP-HPLC and LC–MS following cleavage of a small
portion of the peptidyl resin. Upon reaction completion to the
desired single product, resin cleavage and concomitant global
deprotection preceded purification by preparative RP-HPLC to
provide the desired diyne-girder peptides, 4 and 5, in excellent
yields (10% and 11%).

All final peptides were purified to a purity greater than 97%
(Table S1 and Fig. S1–S30, ESI†).

Conformational analysis by circular dichroism (CD)
spectroscopy

Following the successful synthesis of the diyne peptide 4, it was
important to identify the effect of the modified staple on the
a-helical nature of the peptide. The effectiveness of the diyne
staple as an a-helical constraint was assessed by CD. Experi-
ments were set out to directly compare the diyne stapled

peptide 4 to the alkene stapled peptides (cis-2 and trans-3),
with the linear peptide 1 employed as a control. CD was
performed at two concentrations to investigate whether peptide
concentration influenced helicity, as coiled-coil structures are
known to increase helicity.25 Peptide concentrations were
quantified using a NanoDropt One Microvolume UV-Vis
spectrophotometer using the UV absorption of the peptides at
280 nm.26 Extinction coefficients of the peptides were calcu-
lated from Trp and Tyr residues and the Beer–Lambert law
employed to calculate the concentrations.

Each of the peptides (1–4) were analysed at 25 mM and 50 mM
in phosphate buffered saline (PBS, pH 7.4) (Fig. 3). CD
spectra were measured from 190–260 nm and the characteristic
a-helical negative maxima examined for their intensity at
208 nm and 222 nm.27 The CD experiments confirmed that
the diyne (4) exhibits similar characteristic a-helical negative
maxima as both alkene isomers (cis-2 and trans-3). The three
stapled peptides (2–4) all exhibited spectra of far more ordered
nature than the linear control peptide (1). This is to be expected
due to the random coil nature of 1. Interestingly, the diyne
stapled peptide, 4, exhibited a slightly enhanced helicity when
compared to the alkenes (cis-2 and trans-3), suggesting that the
diyne staple may be a more effective a-helical conformational
constraint than the alkene staple for this peptide. Helicity
calculations were performed following conversion of the mea-
sured degrees of ellipticity (y) data to mean residue ellipticity
(MRE) (eqn (S1), ESI†). Percentage helicities were calculated
from the MRE values observed at 222 nm for the stapled
peptide (2–4) with those equations as defined by Luo and
Baldwin (eqn (S2), ESI†).28 The diyne-girder stapled peptide 4
was the most a-helical with a helicity of 59%. In comparison,
the cis/trans-isomers of the alkene stapled peptides (2/3) both
exhibited a reduced percentage helicity of 48%. As such, the
effect of the diyne conformational constraint when applied to
this peptide, is to enhance induction of the a-helical bioactive
conformation.

Fluorescence polarisation (FP)

The binding properties of the peptide were assessed using a
biophysical FP assay. Specifically, a direct binding assay was
conducted to calculate the Kd values of the fluorescent peptide
ligands binding to the target proteins (eqn (S3), ESI†).29 The
fluorescently labelled peptides (1FITC–5FITC) were tested for
binding to MDM2 (1–138) and MDMX (1–134). The peptides
were first tested for binding with MDM2 (1–138). Since the
linear (1FITC) and alkene-stapled peptides (2FITC/3FITC) had
previously demonstrated binding in the low nM range
(as measured by SPR and FP), an FP assay was conducted under
comparable conditions to those reported in the literature.20

Peptide solutions were made up to a concentration of 10 nM
and varying concentrations of protein (10 mM to 9 pM) were
incubated with the peptide with FP measurements taken after
3 h (Fig. 4). The FP binding data confirmed the low nM binding
of 1FITC–3FITC as reported by Chang et al. (2013) (Table 1).20

It was pleasing to observe that the diyne stapled peptide 4FITC
also exhibited low nM binding affinity for MDM2 (Table 1).

Fig. 3 CD of peptides 1–4 at varying concentrations in PBS (pH 7.4), (A)
25 mM and (B) 50 mM. a-Helical negative maxima are observed for peptides
2–4 at 208 and 222 nm.
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The final analogue examined for its binding of MDM2 was
5FITC, the diyne negative control. The single amino acid
substitution of Phe3 to Ala3 was expected to disrupt binding,
and this feature was observed with 5FITC exhibiting a greater
than 103-fold reduction in Kd for MDM2.

Due to alkene stapled peptides being reported as dual
MDM2/MDMX ligands we also investigated the potential for
our diyne analogue (4FITC) to act as a dual ligand of MDM2/
MDMX.9,10 The fluorescently labelled peptides (1FITC–5FITC)
were tested against MDMX (1–134) in an identical fashion to
that employed for MDM2. Examination of the data (Fig. 4 and
Table 1) for the peptides tested confirms the low nM binding of
the linear peptide (1FITC) and the alkene stapled peptides (cis-
2FITC and trans-3FITC), as reported by Chang et al. (2013).20

However, of paramount importance to us, was the 100-fold
decrease in binding for MDMX exhibited by our diyne stapled
analogue (4FITC). The variance in binding for our diyne stapled
peptide (4) between MDM2 and MDMX suggested that the
difference in the binding pocket of these similar proteins
may require more investigation, with molecular modelling the
preferred tool to facilitate such investigation.

Structural analysis of MDM2/MDMX using molecular
modelling

Peptide stapling can have the effect of inducing the a-helical
bioactive conformation of peptides, thereby paying the entropic
penalty of folding and thus enhancing binding affinity.

Previously reported work has suggested that there is a correla-
tion between binding affinity and a-helicity.30 This led to the
question as to why 4FITC exhibited a reduction in dual affinity
despite having greater a-helicity (vide supra). We proposed the
answer may lie within the nature of the diyne staple, and
further, that it may interact less favourably with the binding
pocket of MDMX than MDM2. Molecular modelling is a widely
utilised technique for exploring the interactions and binding
affinities between proteins and peptides. We thus sought to
employ molecular modelling to understand the nature of
molecular recognition of our diyne-girder stapled peptides with
MDM2/MDMX. Computational software (molecular operating
environment (MOE)) was employed to model the PPI between
the stapled peptides and MDM2/MDMX.31 Initially, we exam-
ined the surface topology and amino acid sequences of the p53
binding site on MDM2 and MDMX to identify differences that
could explain the selectivity of the diyne-girder stapled peptide
(Fig. S31, ESI†). Overlaying the two proteins revealed a single
variable amino acid (Phe55 for MDM2 and His55 for MDMX) in
the binding pocket (Fig. S31, ESI†). The location of this amino
acid modifies the surface of the binding pocket exactly where
the hydrocarbon staple is positioned during binding. Hydro-
carbon stapled analogue ATSP-7041 (trans-(3)) is known, from
the crystal structure, to form hydrophobic interactions with
the protein through the alkene hydrocarbon constraint.20

We hypothesised that the reason behind the decreased binding
affinity for our diyne-girder stapled peptide over the alkene
stapled peptide is likely due to the decreased torsional
flexibility of the diyne-girder conformational constraint. To
investigate this effect further we performed a series of docking
experiments.

Docking experiments of stapled peptides to MDM2/MDMX

Docking experiments between the stapled peptides and MDM2/
MDMX (PDB: 1YCR & 4N5T) were conducted using MOE to
predict the position of the hydrocarbon chains of trans-3 and
diyne 4 (Fig. 5 and Fig. S32–S35, ESI†).31 The resulting docking

Fig. 4 FP binding curves of fluorescently labelled peptides (1FITC–5FITC) to MDM2 (A)–(D) and MDMX (E)–(H). Error bars = 2 SD, (n = 3).

Table 1 FP Kd (nM) for linear and stapled analogues, 1FITC–5FITC to
MDM2 (1–138) and MDMX (1–134)

Peptide Kd (nM) MDM2 Kd (nM) MDMX

1FITC (ATSP-3848) 1.49 � 0.29 20.1 � 0.23
cis-2FITC (ATSP-7041) 0.33 � 0.19 8.42 � 0.09
trans-3FITC (ATSP-7041) 0.31 � 0.06 7.86 � 0.15
4FITC 1.39 � 0.08 203 � 54
5FITC 3680 � 151 1120 � 252
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experiments clearly evidenced the alkene staple (Fig. 5(A) and (B),
green) of 3 making key hydrophobic interactions and fitting well
into the binding pocket of both MDM2 (Fig. 5(A)) and MDMX
(Fig. 5(B)). The key peptide binding residues Phe, Trp and Cba
(Fig. 5, pink) were observed making hydrophobic interactions
with the surface of the protein binding pocket, consistent with
alkene hydrocarbon bridged analogues in literature.4,7 The result-
ing docking scores (Fig. S32–S35, ESI† S, more negative values are
more favourable) provided by MOE suggest that binding of alkene
stapled peptide 3 to both MDM2 and MDMX is favourable and
similar for both proteins. On the contrary, MOE docking simula-
tions of the diyne-girder stapled peptide, 4, revealed significantly
different results to those for alkene stapled peptide trans-3. For
MDM2 (Fig. 5(C)), the diyne stapled peptide 4 (Fig. 5(C) and (D),
grey) docks well into the pocket and the same interactions of the
hydrophobic side-chains (Phe, Trp and Cba) were observed.
However, upon examination of the diyne-girder stapled peptide
binding to MDMX (Fig. 5(D)) we observed that the point mutation
at residue 55 (from Phe to His) significantly impacts the surface
topology of the protein next to the binding pocket. This point

mutation for MDMX appears to reduce hydrophobic interactions
of the diyne-girder constraint with the surface of the protein that
are observed with alkene stapled peptide trans-3. The loss of
hydrophobic interactions between the conformational constraint
of diyne stapled peptide 4 on binding to MDMX provides an
explanation for the distinct selective binding affinity, as judged by
FP (Fig. 4 and Table 1), observed for diyne peptide, 4, to MDM2/
MDMX.

Conformational search on diyne stapled peptide 4

To further investigate our hypothesis, a conformational search
was conducted on the diyne stapled peptide 4 to predict the
conformational variability. One hundred conformations were
generated using Trp7 as the point of ref. 4.

The resulting conformational search generated an overlay of
all the possible conformations of the diyne peptide (Fig. S36,
ESI†), each associated with varying Gibbs free energy (G) values.
This analysis helped identify the most stable conformers by
comparing their energy profiles, allowing for insights into the
peptide’s flexibility and preferred structural arrangements. The

Fig. 5 Molecular models (front views) showing an overlay of the binding of alkene stapled peptide trans-3 (red) and diyne-girder stapled peptide 4 (cyan)
to the binding pockets of MDM2 (blue, A/C) and MDMX (grey, B/D). Key elements include the alkene hydrocarbon staple (dark green), the diyne staple
(grey), the key hydrophobic binding residues Phe, Trp and Cba (pink), and the point mutation that modifies the binding pocket of MDMX (yellow circle).
Molecular models were produced using MOE.30

Paper RSC Chemical Biology

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 1

5 
Ja

nu
ar

 2
02

5.
 D

ow
nl

oa
de

d 
on

 1
4.

04
.2

6 
20

:3
7:

34
. 

 T
hi

s 
ar

tic
le

 is
 li

ce
ns

ed
 u

nd
er

 a
 C

re
at

iv
e 

C
om

m
on

s 
A

ttr
ib

ut
io

n 
3.

0 
U

np
or

te
d 

L
ic

en
ce

.
View Article Online

http://creativecommons.org/licenses/by/3.0/
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/d4cb00288a


400 |  RSC Chem. Biol., 2025, 6, 394–403 © 2025 The Author(s). Published by the Royal Society of Chemistry

variations in G values reflect the peptide’s conformational
diversity and its potential to adopt multiple energetically
favourable states. Examination of the possible conformations
revealed high regions of homology for the peptide backbone
sequence. Alternatively, the staple region showed a much
greater variability of conformations. The greater degree of
variability of the stapled regions suggests that the staple may
indeed be impacting the binding of MDMX, consistent with our
modelling data (vide supra).

Cellular uptake experiments using fluorescence microscopy

To investigate and confirm the cellular uptake of the diyne-
girder stapled peptide 4 compared to alkene stapled peptide
trans-3, we employed fluorescence microscopy. Importantly,
previous work has determined 3FITC to be equipotent in terms
of both MDM2/MDMX binding and cellular potency to the non-
fluorescently labelled peptide, trans-3.20 This indicates that the
addition of FITC as a fluorophore to the N-terminus of the
peptide does not significantly alter the biophysical/biological
properties of these peptides. We therefore predicted, due to the
identical natures of the peptides barring hydrocarbon confor-
mational constraint, that peptide 4FITC would exhibit a similar
maintenance of binding and potency to peptide 4.

HeLa cells were treated with 20 mM of the fluorescein
labelled peptides, 1FITC–4FITC, Hoechst 33342 nuclear stain,
and imaged 4.5 h post-treatment (Fig. S37, ESI†). 2FITC/3FITC
and 4FITC all exhibited a diffuse intracellular localisation,
confirming efficient cellular penetration. As expected, the
native peptide 1FITC showed no cellular internalisation, pro-
viding strong evidence for the requirement of stapling as a tool
for cellular penetration.

Raman spectroscopy

Traditionally, cell-uptake experiments are performed using
fluorescently labelled peptides.32 Fluorescent labels are often
large hydrophobic groups and frequently alter peptide–target
interactions.17,18 A conformational constraint (the diyne) that
also acts as a chromophore for imaging would provide a unique
advantage in circumventing the need for fluorophores.19

Following confirmation that activity is maintained for our
diyne-girder stapled peptide 4 (vide supra), we sought to inves-
tigate the suitability of our diyne-girder staple as a Raman-active
tool. Spontaneous Raman spectroscopy of diyne-girder stapled
peptide 4 (as a lyophilised powder) was conducted and the
resultant spectrum (Fig. S38, ESI†) of the diyne stapled peptide
4 evidenced a significant peak at B2252 cm�1. Crucially, this
peak is observed in the ‘‘cell-silent’’ region (1800–2800 cm�1) of
the spectrum.33 To compare the diyne-girder and alkene stapled
peptides, Raman spectroscopy was also performed on the alkene
stapled peptide, trans-3. As expected, the spectrum exhibited a
complete absence of peaks in the ‘‘cell-silent’’ region for the
alkene peptide trans-3 (Fig. S38, ESI†).

The initial spectrum of the diyne stapled peptide 4 was
obtained as a solid.19 However, to confirm the suitability of
diyne stapled peptide 4 for cellular imaging, it was important to
assess the Raman intensity of the alkyne resonance of the diyne

girder in solution at physiologically relevant concentrations,
thus proving the validity of our desired application to employ
the diyne staple as a cellular probe.34 A solution of the diyne
stapled peptide 4 (10 mM in 1 mM PBS) was imaged using a
stimulated Raman scattering (SRS) microscope.35 In accor-
dance with the solid-state spontaneous Raman spectroscopy
experiment, a hyperspectral SRS scan revealed a maximum at
2249 cm�1 (Fig. 6(A)). Based on the Raman spectroscopy find-
ings for both the solid-state and solution-phase diyne-girder
stapled peptide 4, we thus sought to extend this novel peptide
visualisation technique to cellular imaging.

ES-2 ovarian cancer cells were incubated with a 100 mM
solution of the Raman active diyne-girder stapled peptide 4 for
3 h, then imaged using confocal SRS microscopy. The localisation
of cells was confirmed by imaging at 2940 cm�1, corresponding to
the CH3 vibrational frequency (Fig. 6(B)), highlighting protein
distribution throughout the cell and nucleus. Upon tuning
the SRS microscope to 2250 cm�1, corresponding to the alkyne
vibration found in diyne 4 (Fig. 6(C)), a more diffuse signal was
observed as expected. Small molecules typically need local intra-
cellular concentrations of low millimolar for successful visualisa-
tion by SRS.36–38 Pleasingly, this preliminary imaging suggests
successful entry of the diyne stapled peptide 4 into cells without
the requirement of significant local concentration in specific
cellular organelles.

Employing the two-photon fluorescence (TPF) capability of our
multiphoton microscope in combination with SRS imaging,35

highlighted the instrument’s ability to provide cellular localisation
without additional staining. HeLa cells were incubated with a
10 mM solution of 4FITC. Cellular location was achieved through
SRS imaging of the CH vibration (Fig. 6(D)). Through direct
overlay of the fluorescent signal from 4FITC obtained during
TPF imaging (Fig. 6(E)) we herein provide images confirming
the intracellular localisation of 4FITC (Fig. 6(F)). Line plots of
signal intensity across cells identified by their CH3 stretching

Fig. 6 SRS imaging of 4 and 4FITC in live cells. (A) Hyperspectral SRS
scan of 4 in solution (10 mM). (B) and (C) ES-2 cells incubated with 4
(100 mM, 3 h). (D)–(F) HeLa cells incubated with 4FITC (20 mM, 3 h). Contrast
achieved by tuning to: (B) and (D) 2940 cm�1, CH3 (proteins); (C) 2250 cm�1,
CRC (in diyne-girder stapled peptide 4); (E) TPF signal from FITC; (F) overlay
of (D) and (E). CRC image background subtracted using off-resonance
image and modified with false colouring for clarity. Scale bars = 25 mm.
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vibrations (Fig. S39, ESI†), highlight cellular features such as
nucleoli (with notably higher local protein concentrations) and
clearly show the correlation between TPF and CH3 signals
inside cells.

Herein we have demonstrated SRS cellular imaging of a diyne-
girder stapled peptide 4 for the first time. We believe this innovative
approach to visualising bioactive peptides within cellular environ-
ments, without relying on additional fluorophores, marks a sig-
nificant advancement in chemical biology by facilitating real-time,
non-invasive tracking of intracellular peptides.

Conclusions

Peptide stapling is a powerful strategy to conformationally
constrain a-helical peptides into their bioactive conformation
and to improve their overall physiochemical properties. In this
work we applied our recently developed diyne-girder a-helical
peptide stapling chemistry to the MDM2/MDMX binding
domain of p53. By incorporating the necessary unnatural amino
acid to achieve the optimal i, i + 7 bridge length, we developed an
a-helical stapled peptide, 4, as assessed by circular dichroism.
This peptide showed enhanced helical structure compared to the
previously reported alkene-stapled peptides (2/3). Additionally,
our diyne-girder stapled peptide 4 demonstrated low nM binding
affinity for MDM2, as evaluated by fluorescence polarisation.
Notably, this peptide showed a distinctive selectivity for MDM2
over MDMX, with a substantial reduction (B100-fold) in binding
affinity to MDMX. Peptide 4, with pronounced selectivity for
MDM2, represents a promising tool compound to interrogate
MDM2 cellular activity. We investigated the origin of this selec-
tivity through molecular modelling and docking studies, which
provided insight into the specific binding of our diyne-girder
stapled peptide 4 to MDM2. Our analysis identified a critical
residue in the MDMX binding site that appears to significantly
diminish the hydrophobic interactions of peptide 4 that are
crucial for binding. Although diyne-girder stapling enhanced the
helicity of the peptide, it also decreased the torsional flexibility of
the staple when compared to the alkene hydrocarbon constraint,
leading to fewer overall hydrophobic interactions with MDMX.
This reduction in key interactions accounts for the lower binding
affinity observed in fluorescence polarisation experiments. The
final aspect of our work concentrated on visualising the diyne-
girder stapled peptide within a cellular environment. The unique
diyne-girder conformational constraint enabled detection of the
peptide by Raman spectroscopy in the ‘‘cell silent’’ region,
providing an opportunity for biological visualisation of stapled
peptides without the need for the addition of large hydrophobic
fluorophores. Notably, among our diyne and alkene analogues,
only the diyne-girder analogue exhibited this distinct feature.

Author contributions

D. C. M. synthesised the compounds, modelled and docked the
compounds, and ran all the experiments unless stated other-
wise. L. M. and A. K. were involved in the optimisation and

synthesis of the amino acid. C. F. S. performed the solution and
cellular Raman experiments and the fluorescence cell perme-
ability assay. D. T. H., A. N. H. and A. G. J. provided supervision
and funding acquisition. D. C. M., O. A. S. and A. G. J. wrote the
manuscript. All authors read and approved the manuscript.

Data availability

The data supporting this article have been included as part of
the ESI.†

Conflicts of interest

A patent application [(GB) patent application no: 2219576.2]
has been submitted on this work. D. T. H. is a consultant for
Triana Biomedicines. There are no other conflicts to declare.

Acknowledgements

We thank the University of Glasgow, EPSRC (Research Project
Grant EP/L018152/1) the Defence Science and Technology
Laboratory (Research Project Grant DSTLX-1000141308) for
financial support of this research. D. T. H. and L. B. were
supported by Cancer Research UK core grant (A29256). D. C. M.,
L. M. and C. F. S. thank the EPSRC for studentships (EP/
N509668/1, EP/R513222/1, and EP/R513209/1). The authors also
thank Andrew Monaghan (high-resolution mass spectrometry &
Raman spectroscopy) and Dr Martin Lee (SRS and TPF micro-
scopy) for technical assistance.

References

1 C. M. Eischen and G. Lozano, The Mdm Network and Its
Regulation of P53 Activities: A Rheostat of Cancer Risk, Hum.
Mutat., 2014, 35(6), 728–737, DOI: 10.1002/humu.22524.

2 J. Momand, G. P. Zambetti, D. C. Olson, D. George and
A. J. Levine, The Mdm-2 Oncogene Product Forms a
Complex with the P53 Protein and Inhibits P53-Mediated
Transactivation, Cell, 1992, 69(7), 1237–1245, DOI: 10.1016/
0092-8674(92)90644-r.

3 J. D. Oliner, J. A. Pietenpol, S. Thiagalingam, J. Gyuris,
K. W. Kinzler and B. Vogelstein, Oncoprotein MDM2 Con-
ceals the Activation Domain of Tumour Suppressor P53,
Nature, 1993, 362(6423), 857–860, DOI: 10.1038/362857a0.

4 P. H. Kussie, S. Gorina, V. Marechal, B. Elenbaas, J. Moreau,
A. J. Levine and N. P. Pavletich, Structure of the MDM2
Oncoprotein Bound to the P53 Tumor Suppressor Transac-
tivation Domain, Science, 1996, 274(5289), 948–953, DOI:
10.1126/science.274.5289.948.

5 R. Rezaei Araghi and A. E. Keating, Designing Helical
Peptide Inhibitors of Protein–Protein Interactions, Curr.
Opin. Struct. Biol., 2016, 39, 27–38, DOI: 10.1016/
j.sbi.2016.04.001.

6 K. Estieu-Gionnet and G. Guichard, Stabilized Helical Pep-
tides: Overview of the Technologies and Therapeutic

Paper RSC Chemical Biology

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 1

5 
Ja

nu
ar

 2
02

5.
 D

ow
nl

oa
de

d 
on

 1
4.

04
.2

6 
20

:3
7:

34
. 

 T
hi

s 
ar

tic
le

 is
 li

ce
ns

ed
 u

nd
er

 a
 C

re
at

iv
e 

C
om

m
on

s 
A

ttr
ib

ut
io

n 
3.

0 
U

np
or

te
d 

L
ic

en
ce

.
View Article Online

https://doi.org/10.1002/humu.22524
https://doi.org/10.1016/0092-8674(92)90644-r
https://doi.org/10.1016/0092-8674(92)90644-r
https://doi.org/10.1038/362857a0
https://doi.org/10.1126/science.274.5289.948
https://doi.org/10.1016/j.sbi.2016.04.001
https://doi.org/10.1016/j.sbi.2016.04.001
http://creativecommons.org/licenses/by/3.0/
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/d4cb00288a


402 |  RSC Chem. Biol., 2025, 6, 394–403 © 2025 The Author(s). Published by the Royal Society of Chemistry

Promises, Expert Opin. Drug Discovery, 2011, 6(9), 937–963,
DOI: 10.1517/17460441.2011.603723.

7 F. Bernal, A. F. Tyler, S. J. Korsmeyer, L. D. Walensky and
G. L. Verdine, Reactivation of the P53 Tumor Suppressor
Pathway by a Stapled P53 Peptide, J. Am. Chem. Soc., 2007,
129(9), 2456, DOI: 10.1021/ja0693587.

8 L. A. Carvajal, D. B. Neriah, A. Senecal, L. Benard, V. Thiruthu-
vanathan, T. Yatsenko, S.-R. Narayanagari, J. C. Wheat, T. I.
Todorova, K. Mitchell, C. Kenworthy, V. Guerlavais, D. A. Annis,
B. Bartholdy, B. Will, J. D. Anampa, I. Mantzaris, M. Aivado,
R. H. Singer, R. A. Coleman, A. Verma and U. Steidl, Dual
Inhibition of MDMX and MDM2 as a Therapeutic Strategy in
Leukemia, Sci. Transl. Med., 2018, 10(436), eaao3003, DOI:
10.1126/scitranslmed.aao3003.

9 S. Pairawan, M. Zhao, E. Yuca, A. Annis, K. Evans, D. Sutton,
L. Carvajal, J.-G. Ren, S. Santiago, V. Guerlavais, A. Akcakanat,
C. Tapia, F. Yang, P. S. C. Bose, X. Zheng, E. I. Dumbrava,
M. Aivado and F. Meric-Bernstam, First in Class Dual MDM2/
MDMX Inhibitor ALRN-6924 Enhances Antitumor Efficacy of
Chemotherapy in TP53 Wild-Type Hormone Receptor-Positive
Breast Cancer Models, Breast Cancer Res., 2021, 23(1), 29, DOI:
10.1186/s13058-021-01406-x.

10 V. Guerlavais, T. K. Sawyer, L. Carvajal, Y. S. Chang,
B. Graves, J.-G. Ren, D. Sutton, K. A. Olson, K. Packman,
K. Darlak, C. Elkin, E. Feyfant, K. Kesavan, P. Gangurde,
L. T. Vassilev, H. M. Nash, V. Vukovic, M. Aivado and
D. A. Annis, Discovery of Sulanemadlin (ALRN-6924), the
First Cell-Permeating, Stabilized a-Helical Peptide in Clin-
ical Development, J. Med. Chem., 2023, 66(14), 9401–9417,
DOI: 10.1021/acs.jmedchem.3c00623.

11 M. N. Saleh, M. R. Patel, T. M. Bauer, S. Goel, G. S. Falchook,
G. I. Shapiro, K. Y. Chung, J. R. Infante, R. M. Conry,
G. Rabinowits, D. S. Hong, J. S. Wang, U. Steidl,
L. D. Walensky, G. Naik, V. Guerlavais, V. Vukovic,
D. A. Annis, M. Aivado and F. Meric-Bernstam, Phase 1
Trial of ALRN-6924, a Dual Inhibitor of MDMX and MDM2,
in Patients with Solid Tumors and Lymphomas Bearing
Wild-Type TP53, Clin. Cancer Res., 2021, 27(19),
5236–5247, DOI: 10.1158/1078-0432.CCR-21-0715.

12 F. Meric-Bernstam, N. Somaiah, S. G. DuBois, E. E. I.
Dumbrava, G. I. Shapiro, M. R. Patel, S. Goel, T. Bauer,
D. Pinchasik, A. Annis, M. Aivado, V. Vukovic and M. Saleh,
475P - A Phase IIa Clinical Trial Combining ALRN-6924 and
Palbociclib for the Treatment of Patients with Tumours
Harboring Wild-Type P53 and MDM2 Amplification or
MDM2/CDK4 Co-Amplification, Ann. Oncol., 2019, 30,
v179–v180, DOI: 10.1093/annonc/mdz244.037.

13 A. Chandramohan, H. Josien, T. Y. Yuen, R. Duggal,
D. Spiegelberg, L. Yan, Y.-C. A. Juang, L. Ge, P. G. Aronica,
H. Y. K. Kaan, Y. H. Lim, A. Peier, B. Sherborne,
J. Hochman, S. Lin, K. Biswas, M. Nestor, C. S. Verma,
D. P. Lane, T. K. Sawyer, R. Garbaccio, B. Henry, S. Kannan,
C. J. Brown, C. W. Johannes and A. W. Partridge, Design-
Rules for Stapled Peptides with in Vivo Activity and Their
Application to Mdm2/X Antagonists, Nat. Commun., 2024,
15(1), 489, DOI: 10.1038/s41467-023-43346-4.

14 A. Yeste-Vázquez, F. M. Paulussen, M. Wendt, R. Klintrot,
C. Schulte, K. Wallraven, L. van Gijzel, B. Simeonov, M. van
der Gaag, A. Gerber, H. M. Maric, S. Hennig and
T. N. Grossmann, Structure-Based Design of Bicyclic Helical
Peptides That Target the Oncogene b-Catenin, Angew. Chem., Int.
Ed., 2024, 63(47), e202411749, DOI: 10.1002/anie.202411749.

15 H. E. Blackwell and R. H. Grubbs, Highly Efficient Synthesis
of Covalently Cross-Linked Peptide Helices by Ring-Closing
Metathesis, Angew. Chem., Int. Ed., 1998, 37(23), 3281–3284,
DOI: 10.1002/(SICI)1521-3773(19981217)37:23o3281::AID-
ANIE328143.0.CO;2-V.

16 S. Bhattacharya, H. Zhang, D. Cowburn and A. K. Debnath,
Novel Structures of Self-Associating Stapled Peptides, Bio-
polymers, 2012, 97(5), 253–264, DOI: 10.1002/bip.22015.
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