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Development 
of a hydroxyflavone‑labelled 
4554W peptide probe 
for monitoring αS aggregation
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Parkinson’s is the second most common neurodegenerative disease, with the number of individuals 
susceptible due to increase as a result of increasing life expectancy and a growing worldwide 
population. However, despite the number of individuals affected, all current treatments for PD 
are symptomatic—they alleviate symptoms, but do not slow disease progression. A major reason 
for the lack of disease-modifying treatments is that there are currently no methods to diagnose 
individuals during the earliest stages of the disease, nor are there any methods to monitor disease 
progression at a biochemical level. Herein, we have designed and evaluated a peptide-based probe 
to monitor αS aggregation, with a particular focus on the earliest stages of the aggregation process 
and the formation of oligomers. We have identified the peptide-probe K1 as being suitable for further 
development to be applied to number of applications including: inhibition of αS aggregation; as a 
probe to monitor αS aggregation, particularly at the earliest stages before Thioflavin-T is active; and a 
method to detect early-oligomers. With further development and in vivo validation, we anticipate this 
probe could be used for the early diagnosis of PD, a method to evaluate the effectiveness of potential 
therapeutics, and as a tool to help in the understanding of the onset and development of PD.

Despite being the most common motor neurodegenerative disease, there is currently no way to conclusively 
diagnose Parkinson’s disease (PD), and this is especially true in the earliest stages of the disease. At present, the 
main method of PD diagnosis is through the observation of motor symptoms—such as motor rigidity, resting 
tremor and postural instability—however, these symptoms are only present in the later stages of the disease1. The 
inability to conclusively diagnose PD in the earliest stages of aggregation—a key diagnostic for the disease—is one 
of the reasons why no disease-modifying treatment is currently available. By not being able to identify individuals 
with early (prodromal) forms of the disease, they are not able to be recruited for clinical trials at a stage where 
the treatments are designed to be most effective2–4. Furthermore, once a clinical trial is underway, there is no 
way to clinically measure the effectiveness of treatments at a biochemical level3,4. Consequently, many potential 
treatments fail due to ineffective methods to diagnose and track disease progression.

Therefore, the design and development of methods to accurately monitor biomarkers that correlate to disease 
progression are highly desirable. To be able to predict, diagnose, and monitor disease progression at a biochemical 
level would greatly assist in improving the diagnosis of PD, and hence would also enable improved treatments. 
Several potential biomarkers have been identified in PD, however, αS is the most highly validated to date due to 
its association with familial PD and its presence in Lewy bodies5–7. In addition to being extremely relevant at a 
biochemical level (for example, through the association of αS oligomerisation and cell toxicity), αS is a highly 
desirable biomarker due to it being readily excreted into extracellular space and can be identified in a wide range 
of biological fluids including cerebrospinal fluid (CSF), blood, saliva, and tissue samples such as the gastroin-
testinal (GI) tract, and skin7–12. The concentration of αS is highly variable throughout the body ranging from 
low pM in samples such as saliva and skin, to significantly more concentrated in presynaptic terminals, where 
levels are reported to be in the region of 50–140 μM13–16. Therefore, suitable methods to detect αS, either in the 
brain or non-invasive peripheral fluids, and correlate this to disease onset and severity, is a highly important 
research aim in the PD field.

Many of the probes designed to monitor αS aggregation currently reported in the literature have a focus 
on detecting fibrils17. There are few examples that specifically detect αS oligomers and the earliest stages of αS 
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aggregation18,19. However, developing probes specific to oligomers and conformers formed in the earliest stages 
of aggregation, would be most beneficial for developing an improved understanding of the disease pathway, 
in research for developing disease-modifying treatments, and in developing methods to diagnose the disease.

However, one of the main challenges facing the development of probes (and therapeutics) of αS aggregation 
is the vast array of protein–protein interactions (PPIs) that form throughout the aggregation pathway—from 
on- and off-pathway oligomers and conformers of a wide variety of sizes, through to amyloid fibrils20. PPIs are 
notoriously difficult to target with small molecules primarily due to the large, shallow target surface areas21. How-
ever, larger biological molecules—such as peptides—often provide much higher selectivity and affinity towards 
these interactions due to their ability to make many more contacts with the target. There are multiple possible 
mechanisms in which a peptide may be able to distinguish between different protein conformations, such as 
between different oligomers or aggregates. For example, the peptide may preferentially bind to a selective confor-
mation of the protein (e.g. monomer vs. fibril), or by labelling a peptide with an environmentally-sensitive fluo-
rophore, it may be possible to report on the range of binding environments of the peptide—for example, it may 
not selectively bind to monomer vs. oligomer, but the fluorescence response may differ in these two situations.

Herein we design and evaluate a peptide-based probe to monitor αS aggregation, with a particular focus to 
monitor the earliest stages of aggregation and the formation of oligomers. These probes could be developed for 
several potential applications including early diagnosis of PD (i.e. before symptoms begin), a method to evaluate 
the effectiveness of potential therapeutics, and as a tool to help in the understanding of the onset and develop-
ment of PD. Many of the probes (small-molecule or peptide based) currently described in literature either are not 
specific to αS, or do not detect oligomers17,22–24. Therefore, herein the probes have been designed using a library 
derived peptide (4554W) previously identified by our group that is capable of binding to αS, that inhibits the 
earliest stages of aggregation, and impacts upon cytotoxicity25. Moreover, an analogue of the fluorophore 3-HF 
was chosen due to previous success in measuring Aβ aggregation26. Several methods have been used to help 
evaluate the success of the design of the probes including ThT assays to determine if the labelled-peptides are 
still effective at reducing aggregation of αS (if so, they have the potential to be used as theranostic); fluorescence 
polarization assays to determine if the probes can provide an alternative method of monitoring aggregation 
pathways, especially one that is more sensitive to the formation of oligomers; and an assay to determine if the 
spectra of the probe is sensitive to various early-oligomer samples.

Results and discussion
Peptide‑probe design.  Previously, an intracellular protein-fragment complementation assay (PCA) library 
screen (> 200,000 members) identified the 4554W peptide as an inhibitor of αS aggregation25. This semi-rational 
library was designed using 45–54 preNAC region of αS as the template due to all but one of the known muta-
tions associated with early-onset PD being located within this region27–31. Subsequently, three further mutations 
have been identified in this region32–36, and recently published fibril structures have determined this region 
as being central to the formation of the fibril core and is therefore highly likely to be key in the misfolding of 
αS37–39. Herein, we use 4554W as the peptide backbone and modify it through labelling with an environmentally-
sensitive fluorophore. The aim of this is to determine if this is a suitable probe for monitoring the aggregation 
and/or formation of oligomers as a potential method of PD diagnosis.

Previous work by Sedgwick et al.26 identified an excited-state intramolecular proton transfer (ESIPT) fluoro-
phore based on 3-hydroxyflavone (3-HF) that resulted in an environmentally-sensitive response to the binding 
of different oligomers and aggregates of amyloid-β (Aβ). Here, we explore the potential to expand on this work 
to include the aggregation of αS by labelling our previously identified peptide binder (4554W) with a derivative 
of the 3-HF fluorophore.

In order to assess if the position of the fluorophore affects the binding and/or fluorescence response, a series 
of labelled-peptides were designed and synthesised (Fig. 1). In addition to directly labelling the N-terminus 
(NA10), we also synthesised AhxNA10 that employs a 6-carbon linker to remove the fluorophore from the 
peptide backbone to prevent potential negative binding interactions that could arise from the steric bulk of the 
fluorophore. Additionally, we labelled the lysine positions (located at position 1 and 9) of the parent 4554W 
peptide resulting in the labelled-peptides K1 and K9. The lysine positions were chosen for multiple reasons 
including removal of the fluorophore from the peptide backbone, having two opposite points for comparison on 
the original structure, and ease of chemical synthesis. Additionally, we have previously shown that truncation of 
the peptide by removal of the lysine at the 1 position does not result in a loss of efficacy, therefore this residue 
does not appear necessary for binding, hence modification to it may not negatively affect binding40. Through a 
range of experiments described in the following sections, labelling of the 1 position (K1) proved to be the best-
performing probe across all experiments.

Peptide‑probe performance: aggregation inhibition.  Previous work has shown that the 4554W pep-
tide is able to inhibit αS aggregation in a dose-dependent manner25,41. Therefore, we investigated if the labelled-
peptides are able to maintain the inhibition potential of αS aggregation, and if so, these labelled-peptides could 
have potential to be developed as a diagnostic or theranostic, by both identifying aggregates and simultane-
ously sequestering them from further aggregation. Using the lipid-induced primary nucleation method previ-
ously determined to be inhibited by the parent peptide, 4554W, the effectiveness of the labelled-peptides was 
assessed. Monomeric αS (100 μM), labelled-peptide (100 μM, 1:1), DMPS SUVs (200 μM), and ThT (50 μM) in 
20 mM PB, pH 6.5, were incubated under quiescent conditions (30 °C, 20 h) (for full methods, see Supplemen-
tary Information). DMPS lipid vesicle were chosen since they are a key component of dopaminergic synaptic 
vesicles, display a negatively charged headgroup, promote αS membrane binding, and lead to an increased local 
concentration of αS that accelerates primary nucleation41. αS aggregation was monitored using ThT which is 



3

Vol.:(0123456789)

Scientific Reports |        (2023) 13:10968  | https://doi.org/10.1038/s41598-023-37655-3

www.nature.com/scientificreports/

excited with a wavelength of 440  nm, and emission measured at 480  nm. In contrast, the fluorophore used 
here has a maximum excitation of 365 nm and therefore does not interfere with the measurement of the ThT 
response to αS aggregation (i.e. FRET will not occur between the two fluorophores when monitoring ThT since 
the excitation and emission wavelengths are greater than that of the fluorophore excitation). Shown in Fig. 2, all 
but one (AhxNA10) of the labelled peptides resulted in a lower ThT intensity than the αS control, therefore these 
labelled-peptides enhance the inhibition of 4554W against αS aggregation. Whilst this was not a design feature 
in the development of an αS probe, it is favourable and indicative that peptide labelling does not result in loss of 
ability to interact with αS. Further, by maintaining the ability to inhibit aggregation, there is potential for these 
probes to be developed as theranostics.

Peptide‑probe performance: alternative to ThT to monitor aggregation.  Thioflavin T (ThT) is 
the most widely used method to monitor the aggregation of αS and other amyloid proteins in in vitro assays42. 
It works through an increase in the emission fluorescence intensity (FI) when it is bound to amyloid fibrils that 
are rich in β-sheets, however, this means that it often cannot be used to detect pre-fibrillar species, like those 
assumed to be the ones of most interest within amyloid diseases, such as PD41,43. Furthermore, the accuracy of 
an FI measurement depends on the homogeneity of the solution. In solutions containing aggregated protein, the 

Figure 1.   Summary of labelled-peptide structures. Original peptide structure (4554W), amino acid sequence 
and numbering, followed by the structure of the labelled peptides (K1, K9, NA10, and AhxNA10), showing the 
different positions of the fluorophore.

Figure 2.   ThT aggregation of the labelled-peptides. Effect the labelled-peptides have on the inhibition of αS, 
using lipid-induced primary nucleation as monitored by ThT fluorescence (50 μM, λex 440 nm, λem 480 nm). 
αS (100 μM), DMPS SUVs (200 μM), labelled peptide (100 μM) and ThT (50 μM) in 20 mM sodium phosphate 
buffer (pH 6.5) were incubated at 30 °C under quiescent conditions for 16 h. The data shows the average of three 
repeats with the error bars representing the standard error.
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solution is not homogeneous: the density of aggregates throughout the sample will vary. One method to over-
come this is to measure fluorescence polarization (FP). FP is a technique that measures the amount of polarized 
light, in contrast to the intensity of the fluorescence as in ThT assays. This helps to overcome some limitations, 
such as amyloid aggregates blocking some of the fluorescence signal resulting in a lower signal than is true. FP is 
based on the principle that the degree of polarization emitted when a fluorescent probe is excited with polarized 
light, is inversely proportional to the rate of molecular rotation44. Therefore, if a fluorophore is bound to a pro-
tein as it aggregates, then it would be expected that the extent of polarization will increase with time. Therefore, 
the suitability of the labelled-peptide probes to be used as a potential tool in monitoring the aggregation of αS 
was investigated herein.

To determine if the labelled-peptides are capable of monitoring the progression of αS aggregation as an alter-
native to ThT, the labelled-peptides (10 μM) and αS (200 μM) were incubated under harsh aggregation conditions 
(shaking at 700 rpm, 37 °C, 100 h), and the change in polarization with time for each of the labelled-peptides 
was plotted (Fig. 3A) (for full methods, see Supplementary Information). From these results, it was clear that 
K1 and K9 are much better suited for monitoring the aggregation pathway of αS than NA10 and AhxNA10, due 
to both K1 and K9 resulting in significant increase in polarization with time. In order to verify that the results 
from Fig. 3A correspond to the aggregation of αS, the αS aggregation profile monitored by K1 (change in FP 
(∆mP)) was compared to ThT (change in fluorescence intensity (∆FI)) (Fig. 3B). In Fig. 3B, the increase in 
polarization of K1 (orange) precedes that of the fluorescence intensity of ThT (black), indicating that K1 may be 
more sensitive to pre-fibril species than ThT. These results suggest that these probes—in particular K1—could 
be a suitable alternative to ThT as a method to monitor the aggregation pathway of αS. Monitoring the earliest 
stages of aggregation is a particular downfall of ThT as the species formed in this stage are assumed to be of most 
interest with regards to developing diagnostic and therapeutic strategies. Therefore, K1 has potential to evaluate 
the ability of novel therapeutics to modulate early events within the aggregation process.

Peptide‑probe performance: fluorophore response to αS oligomers.  Development of a method 
to easily and reliably measure the oligomeric content of an αS sample would have great benefits within the PD 
research field. For example, developing a probe that could specifically detect biologically or disease-relevant αS 
oligomers in the brain or peripheral fluids could be hugely beneficial in the development of an improved early 
method of diagnosis. Furthermore, such a probe could help to evaluate the potential of novel therapeutics in 
their ability to modulate the formation and toxicity of oligomers. Throughout the aggregation pathway, a wide 
variety of structures form that, for example, vary in the extent of β-sheet structure or the exposure of hydro-
phobic resides45. Therefore, the aim of this section was to determine if the labelled-peptides are sensitive to the 
environmental changes resulting from various αS species, and consequently if the labelled-peptides are capable 
of producing characteristic signals with different types of oligomeric structures.

In order to determine if it is possible to take advantage of the environmentally-sensitive ESIPT fluorescence 
of these labelled-peptides for the detection of αS oligomers, an assay was designed. Monomeric αS (500 μM) was 
“aged” through incubation under aggregating conditions (700 rpm double orbital shaking, 37 °C) for up to 24 h 
(Fig. 4A) (for full methods, see Supplementary Information). This relatively short period of time has previously 
been shown to corresponded to the lag-phase of αS aggregation, therefore various oligomers or other non-ThT-
active pre-fibrillar species are expected to form. To these aged αS samples (50 μM), the labelled-peptides (25 μM) 

Figure 3.   Measuring the suitability of labelled-peptides to monitor αS aggregation through fluorescence 
polarization (FP). (A) FP measurement of the four labelled-peptides (10 μM; K1 (orange), K9 (blue), NA10 
(green), and AhxNA10 (yellow)) incubated with αS (200 μM) under aggregating conditions (37 °C, 700 rpm 
double orbital shaking, 100 h). (B) Comparison between ThT and K1 to monitor αS aggregation. Black line 
represents the change in fluorescence intensity of ThT (150 µM, λex = 450 nm, λem = 482 nm), the orange 
line represents the change in fluorescence polarization (mP) of probe K1. Both samples are incubated with 
αS (200 μM) and K1(10 μM). At this 20 × excess of aS:peptide no inhibitory activity was previously shown for 
4554W39. Assay conditions: 37 °C, continuous shaking at 700 rpm double orbital shaking, 100 h; polarizing 
filters: ex = 360 nm, em = 530 nm. Data shown represent a single experiment with three technical replicates.
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Figure 4.   “Aged”-αS experiment design and results. (A) Schematic describing αS aging method. Identical vials of 
αS monomer (500 μM) were incubated under aggregating conditions (700 rpm double orbital shaking, 37 °C) for a 
set period of time. It is assumed that during these varying lengths of aggregation that a range of oligomeric species 
will form. Aged αS samples were added to a 96-well microplate along with the labelled-peptides, and the resulting 
fluorescence spectra were obtained on a CLARIOstar plate reader. Figure made in BioRender.com. (B) On a single 
occasion (n = 1), the N peak was observed when K1 (25 μM) was added to a sample of αS (50 μM) aged for the 
specified length of time (0, 1, 2, 4, 6, 8, 12, or 24 h) and the spectra (λex 360 nm, λem 390–650 nm) was recoded at 
0 h, after 2 h incubation, and after 24 h incubation. (C) To the aged αS sample (50 μM), either the fluorophore (25 μM) 
or K1 (25 μM) was added and the resulting spectra (λex = 360 nm, λem 390–650 nm) was recorded. Plotting the 
intensity of the T peak (540 nm) for each of the samples showed that the intensity of the fluorophore alone did not 
vary depending on the age of the αS sample, whereas there was a strong decreasing trend in intensity correlating to αS 
sample age with K1. The results are the average of three repeats, with the error bars representing standard error.
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were added and the resulting spectra were measured (Fig. 4B). Based on typical behaviour of 3-HF fluorophores, 
a number of possible spectral changes were expected, for example we observed in increasing T peak intensity 
with increasing hydration, and an increase in N peak intensity with decreased polarity.

The labelled-peptide that exhibited the largest variety of response to the aged αS samples was K1, where all 
of the samples had varying intensities of the T (λMAX 540 nm) peak. Notably, on one occasion, the 4 h sample 
had a small distinct N (λMAX 420 nm) peak (Fig. 4B). Following a short incubation (2 h, 37 °C), the spectra were 
re-recoded. At this point, a very distinct N peak for K1 was observed (4 h αS). Furthermore, following a longer 
incubation (24 h, 37 °C), the spectra were re-recoded again, and, in this case, the N peak from the K1 sample was 
not observed. These results appear to indicate that the probes are responsive to environmental changes/ differ-
ing αS species, and that the oligomer populations formed continue to be dynamic during incubation. Moreover, 
the results indicated that the N peak may be incredibly sensitive to a particular binding environment. However, 
whilst initially promising, further work to expand on the initial results highlighted that monitoring the N peak 
as a measurement of environmental response with this particular fluorophore may be challenging. Whilst there 
does appear to be a response to different samples, there appeared to be no predicable correlation as to when this 
specific response of increasing intensity of the N peak would occur.

More promisingly however was monitoring the intensity of the T peak, in particular for labelled-peptide K1. 
In Fig. 4C, the maximum intensity of the T peak (535 nm) of the fluorophore alone and for labelled-peptide K1 
when incubated with the aged αS samples (following 2 h equilibration) is compared. Two trends were observed 
from this data—first being that the intensity of K1 T peak decreases markedly with the αS sample age, and 
second, that the fluorophore alone (not conjugated to the peptide) intensity does not vary with αS sample age, 
indicating that conjugation to the peptide is essential. This suggests that the peptide is required for specificity, 
and this may result in an αS-specific probe. Of note, in this set of experiments, in contrast to the spectra shown 
in B, no N peak was observed.

Conclusions
Despite the prevalence of PD, there are currently no disease modifying treatments available, although new 
approaches are beginning to emerge that includes amplifying the amount of misfolded αS to enable detection 
and diagnsosis46. One significant reason for the lack of suitable treatments, has been such effective early diagnose 
of the disease (i.e. where disease-modifying treatments would be most effective), and the inability to monitor 
disease progression at a biochemical level47,48. Towards addressing this challenge, herein we designed and evalu-
ated several fluorophore-labelled peptide probes with the aim to ultimately develop this as a method of early 
diagnosis, or as a tool to monitor disease progression, through their ability to identify oligomeric species of αS.

Labelling the 4554W peptide at position K1 with an environmentally-sensitive fluorophore was found to 
result in the most effective probe across all experiments. This probe was found to be an enhanced inhibitor 
of αS aggregation compared to the parent peptide (4554W), and was more sensitive to pre-fibrillar species in 
the αS aggregation pathway than the widely used fluorescent probe ThT. Moreover, the peptide was found to 
produce a differential response in the presence of various αS oligomer samples, indicating that it may be useful 
as an αS-oligomer probe, with further work required to increase sensitivity of detection. Overall, this work has 
determined that that fluorophore-labelled 4554W (K1) has significant potential for further development and 
optimisation as an αS oligomer sensitive probe for a number of applications within PD research.

Data availability
The datasets used and/or analysed during the current study are available from the corresponding author on 
reasonable request.

Received: 24 March 2023; Accepted: 25 June 2023

References
	 1.	 Kalia, L. V. & Lang, A. E. Parkinson’s disease. Lancet 386, 896–912 (2015).
	 2.	 Miller, D. B. & O’Callaghan, J. P. Biomarkers of Parkinson’s disease: Present and future. Metab. Clin. Exp. 64, S40–S46 (2015).
	 3.	 Karaboğa, M. N. S. & Sezgintürk, M. K. Biosensor approaches on the diagnosis of neurodegenerative diseases: Sensing the past to 

the future. J. Pharm. Biomed. 209, 114479 (2022).
	 4.	 Lansbury, P. T. Back to the future: The “old-fashioned” way to new medications for neurodegeneration. Nat. Med. 10, S51–S57 

(2004).
	 5.	 Fayyad, M. et al. Parkinson’s disease biomarkers based on α-synuclein. J. Neurochem. 150, 626–636 (2019).
	 6.	 Wang, J., Hoekstra, J. G., Zuo, C., Cook, T. J. & Zhang, J. Biomarkers of Parkinson’s disease: Current status and future perspectives. 

Drug Discov. Today 18, 155–162 (2013).
	 7.	 Atik, A., Stewart, T. & Zhang, J. Alpha-synuclein as a biomarker for Parkinson’s Disease. Brain Pathol. 26, 410–418 (2016).
	 8.	 Borghia, R. et al. Full length alpha-synuclein is present in cerebrospinal fluid from Parkinson’s disease and normal subjects. Neu-

rosci. Lett. 287, 65–67 (2000).
	 9.	 Tokuda, T. et al. Decreased alpha-synuclein in cerebrospinal fluid of aged individuals and subjects with Parkinson’s disease. Bio-

chem. Biophys. Res. Commun. 349, 162–166 (2006).
	10.	 Gelpi, E. et al. Multiple organ involvement by alpha-synuclein pathology in Lewy body disorders. Mov. Disord. 29, 1010–1018 

(2014).
	11.	 Fricova, D., Harsanyiova, J. & Kralova Trancikova, A. Alpha-synuclein in the gastrointestinal tract as a potential biomarker for 

early detection of Parkinson’s Disease. Int. J. Mol. Sci. 21, 8666 (2020).
	12.	 Doppler, K. Detection of dermal alpha-synuclein deposits as a biomarker for Parkinson’s Disease. J. Park. Dis. 11, 937–947 (2021).
	13.	 van Raaij, M. E., van Gestel, J., Segers-Nolten, I. M. J., de Leeuw, S. W. & Subramaniam, V. Concentration dependence of alpha-

synuclein fibril length assessed by quantitative atomic force microscopy and statistical-mechanical theory. Biophys. J. 95, 4871–4878 
(2008).



7

Vol.:(0123456789)

Scientific Reports |        (2023) 13:10968  | https://doi.org/10.1038/s41598-023-37655-3

www.nature.com/scientificreports/

	14.	 Wilhelm, B. G. et al. Composition of isolated synaptic boutons reveals the amounts of vesicle trafficking proteins. Science 344, 
1023–1028 (2014).

	15.	 Vivacqua, G. et al. Salivary alpha-synuclein in the diagnosis of Parkinson’s disease and Progressive Supranuclear Palsy. Park. Relat. 
Disord. 63, 143–148 (2019).

	16.	 Chang, C.-W., Yang, S.-Y., Yang, C.-C., Chang, C.-W. & Wu, Y.-R. Plasma and serum alpha-synuclein as a biomarker of diagnosis 
in patients with parkinson’s disease. Front Neurol 10, 1388 (2020).

	17.	 Xu, M.-M. et al. Advances in the development of imaging probes and aggregation inhibitors for alpha-synuclein. Acta Pharmacol. 
Sin. 41, 483–498 (2020).

	18.	 Wang, R. et al. A review of the current research on in vivo and in vitro detection for alpha-synuclein: A biomarker of Parkinson’s 
disease. Anal. Bioanal. Chem. 415, 1589–1605 (2023).

	19.	 Haque, R. & Maity, D. Small molecule-based fluorescent probes for the detection of alpha-Synuclein aggregation states. Bioorg. 
Med. Chem. Lett. 86, 129257 (2023).

	20.	 Meade, R. M., Fairlie, D. P. & Mason, J. M. Alpha-synuclein structure and Parkinson’s disease—Lessons and emerging principles. 
Mol. Neurodegener. 14, 29 (2019).

	21.	 Ran, X. & Gestwicki, J. E. Inhibitors of protein-protein interactions (PPIs): An analysis of scaffold choices and buried surface area. 
Curr. Opin. Chem. Biol. 44, 75–86 (2018).

	22.	 Lee, J. H. et al. Real-time analysis of amyloid fibril formation of α-synuclein using a fibrillation-state-specific fluorescent probe of 
JC-1. Biochem. J. 418, 311–323 (2009).

	23.	 Leung, C. W. T. et al. Detection of oligomers and fibrils of α-synuclein by AIEgen with strong fluorescence. Chem. Commun. 51, 
1866–1869 (2015).

	24.	 Wood, A., Chau, E., Yang, Y. & Kim, J. R. A KLVFFAE-derived peptide probe for detection of alpha synuclein fibrils. Appl. Biochem. 
Biotechnol. 190, 1411–1424 (2020).

	25.	 Cheruvara, H., Allen-Baume, V. L., Kad, N. M. & Mason, J. M. Intracellular screening of a peptide library to derive a potent peptide 
inhibitor of α-synuclein aggregation. J. Biol. Chem. 290, 7426–7435 (2015).

	26.	 Sedgwick, A. C. et al. An ESIPT probe for the ratiometric imaging of peroxynitrite facilitated by binding to Aβ-aggregates. J. Am. 
Chem. Soc. 140, 14267–14271 (2018).

	27.	 Polymeropoulos, M. H. et al. Mutation in the alpha-synuclein gene identified in families with Parkinson’s disease. Science 276, 
2045–2047 (1997).

	28.	 Krüger, R. et al. Ala30Pro mutation in the gene encoding alpha-synuclein in Parkinson’s disease. Nat. Genet. 18, 106–108 (1998).
	29.	 Zarranz, J. J. et al. The new mutation, E46K, of alpha-synuclein causes Parkinson and Lewy body dementia. Ann. Neurol. 55, 

164–173 (2004).
	30.	 Appel-Cresswell, S. et al. Alpha-synuclein p.H50Q, a novel pathogenic mutation for Parkinson’s disease. Mov. Disord. 28, 811–813 

(2013).
	31.	 Proukakis, C. et al. A novel α-synuclein missense mutation in Parkinson disease. Neurology 80, 1062–1064 (2013).
	32.	 Kiely, A. P. et al. α-Synucleinopathy associated with G51D SNCA mutation: A link between Parkinson’s disease and multiple system 

atrophy?. Acta Neuropathol. 125, 753–769 (2013).
	33.	 Pasanen, P. et al. A novel α-synuclein mutation A53E associated with atypical multiple system atrophy and Parkinson’s disease-type 

pathology. Neurobiol. Aging 35, 2180e1-2180e5 (2014).
	34.	 Martikainen, M. H., Päivärinta, M., Hietala, M. & Kaasinen, V. Clinical and imaging findings in Parkinson disease associated with 

the A53E SNCA mutation. Neurol. Genet 1, e27 (2015).
	35.	 Yoshino, H. et al. Homozygous alpha-synuclein p.A53V in familial Parkinson’s disease. Neurobiol. Aging 57, 248.e7-248.e12 (2017).
	36.	 Lesage, S. et al. G51D α-synuclein mutation causes a novel parkinsonian-pyramidal syndrome. Ann. Neurol. 73, 459–471 (2013).
	37.	 Li, B. et al. Cryo-EM of full-length α-synuclein reveals fibril polymorphs with a common structural kernel. Nat. Commun. 9, 3609 

(2018).
	38.	 Guerrero-Ferreira, R. et al. Cryo-EM structure of alpha-synuclein fibrils. Elife 7, e36402 (2018).
	39.	 Tuttle, M. D. et al. Solid-state NMR structure of a pathogenic fibril of full-length human α-synuclein. Nat. Struct. Mol. Biol. 23, 

409–415 (2016).
	40.	 Meade, R. M., Watt, K. J. C., Williams, R. J. & Mason, J. M. A downsized and optimised intracellular library-derived peptide 

prevents alpha-synuclein primary nucleation and toxicity without impacting upon lipid binding. J. Mol. Biol. 433, 167323 (2021).
	41.	 Meade, R. M., Morris, K. J., Watt, K. J. C., Williams, R. J. & Mason, J. M. The library derived 4554W peptide inhibits primary 

nucleation of α-synuclein. J. Mol. Biol. 432, 166706 (2020).
	42.	 Biancalana, M. & Koide, S. Molecular mechanism of Thioflavin-T binding to amyloid fibrils. Biochim. Biophys. Acta 1804, 1405–

1412 (2010).
	43.	 Needham, L.-M. et al. ThX—A next-generation probe for the early detection of amyloid aggregates. Chem. Sci. 11, 4578 (2020).
	44.	 Moerke, N. J. Fluorescence polarization (FP) assays for monitoring peptide-protein or nucleic acid-protein binding. Curr. Protoc. 

Chem. Biol. 1, 1–15 (2009).
	45.	 Roberts, H. L. & Brown, D. R. Seeking a mechanism for the toxicity of oligomeric α-synuclein. Biomolecules 5, 282–305 (2015).
	46.	 Siderowf, A. et al. Assessment of heterogeneity among participants in the Parkinson’s Progression Markers Initiative cohort using 

alpha-synuclein seed amplification: A cross-sectional study. Lancet Neurol. 2023(22), 407–417 (2023).
	47.	 Gadhe, L. et al. Intermediates of alpha-synuclein aggregation: Implications in Parkinson’s disease pathogenesis. Biophys. Chem. 

281, 106736 (2022).
	48.	 Nguyen, P. H. et al. Amyloid oligomers: A joint experimental/computational perspective on Alzheimer’s disease, Parkinson’s 

disease, type II diabetes, and amyotrophic lateral sclerosis. Chem. Rev. 121, 2545–2647 (2021).

Acknowledgements
KJCW thanks the EPSRC for award of a PhD studentship (1943900). This work is also supported by a project 
grant from Alzheimer’s Research UK (ARUK-PG2018-003).

Author contributions
K.J.C.W. and R.M.M. conducted the experiments and contributed to the experimental design. J.M.M. directed 
the research and experimental design. All authors participated in data analysis and writing of the paper.

Competing interests 
JMM is an advisor to Sapience Therapeutics. All other authors has no financial or commercial conflicts to declare.

Additional information
Supplementary Information The online version contains supplementary material available at https://​doi.​org/​
10.​1038/​s41598-​023-​37655-3.

https://doi.org/10.1038/s41598-023-37655-3
https://doi.org/10.1038/s41598-023-37655-3


8

Vol:.(1234567890)

Scientific Reports |        (2023) 13:10968  | https://doi.org/10.1038/s41598-023-37655-3

www.nature.com/scientificreports/

Correspondence and requests for materials should be addressed to J.M.M.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note  Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access   This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http://​creat​iveco​mmons.​org/​licen​ses/​by/4.​0/.

© The Author(s) 2023

www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Development of a hydroxyflavone-labelled 4554W peptide probe for monitoring αS aggregation
	Results and discussion
	Peptide-probe design. 
	Peptide-probe performance: aggregation inhibition. 
	Peptide-probe performance: alternative to ThT to monitor aggregation. 
	Peptide-probe performance: fluorophore response to αS oligomers. 

	Conclusions
	References
	Acknowledgements


